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Rice Gene Annotation ~

Rice Genome Annotation Project
Funded by the NSF

Analyses/Tools -

Genome Browser

Downloads

RGAP 7 Summary

Gene Annotation

Total loci 55,986
MNon-TE Loci

Number 39,045
Gene models 49,066
Gene size 2,853 bp
Exons/gene 4.9
Introns/gene 3.9
TE Loci

Number 16,941
Gene models 17,272
Gene size 3,223 bp
Exons/gene 4.2
Introns/gene 3.2

Genome Browser

83 tracks of annotation

Popular Tools

BLAST

Locus Name Search
Functional Term Search
Protein Domain Search
All Tools

KR i

Introduction to the Rice Genome
Annotation Project

Feb 6, 2013 - A paper describing the unified Os-Nipponbare-
Reference-IRGSP-1.0 pseudomolecules and MSU Rice
Genome Annotation Project Release 7 has been published in
the journal Rice.

The MSU Rice Genome Annotation Project Database and Resource is a
National Science Foundation project and provides sequence and
annotation data for the rice genome.

This website provides genome sequence from the Nipponbare
subspecies of rice and annotation of the 12 rice chromosomes. These
data are available through search pages and our Genome Browser
that provides an integrated display of annotation data.

Release 7 - Unified Rice Pseudomolecules

In cooperation with researchers at the Agrogenomics Research
Center at the National Institute of Agrobiological Sciences,
Tsukuba, Japan, we have prepared a final assembly of the rice
pseudomolecules. These pseudomolecule sequences are now common
to both the MSU Rice Genome Annotation Project and the Rice
Annotation Project Database (RAP-DB)/International Rice
Genome Sequencing_Project. This effort was undertaken in order
to allow researchers to easily compare annotations from both the
MSU and RAP-DB projects. Gene loci, gene models and associated
annotations created by MSU-RAP and RAP-DB were independently
derived, but the pseudomolecules used by the two rice annotation
projects to generated those annotations are now identical and can be

A
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http://rice.plantbiology.msu.edu/

RGAP Updates

February 6, 2013

- A paper describing the unified
Os-Nipponbare-Reference-
IRGSP-1.0 pseudomolecules and
MSU  Rice Genome  Annotation
Project Release 7 has been
published.

February 7, 2012

-The GFF3 and brief info files were
updated on the FTP site. The update
corrects issues with the UTR feature
type and several cases where the
mMRNA coordinates were incorrect.
The sequence files and other
features in the GFF3 files were not
changed.

October 31, 2011

-Release 7 of the MSU Rice Genome
Annotation Project is available.

-This release is based on a new
pseudomeolecule  assembly  (Os-
Nipponbare-Reference-IRGSP-1.0)
made in collaboration with the
Agrogenomics Research Center at
the Mational Institute of
Agrobiclogical Sciences, Tsukuba,
Japan. This set of pseudomolecules
unifies the previous MSU with the
IRGSP/RAP effort.

-Genome  browser has  been
updated with 81 tracks of data.
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RiceGE: Rice Functional Genomic Express Database (jan. 16, 2018)

[ For der Ri rel v 6.1, please click to visit. ]

http://signaI-genet.saIk.edu/cgi-bin/RiceGE

’ﬁi‘idbﬁ

BT | RSHE | 539k | 572 | ZH&QTL | ONTOLOGY | SHAEKE | HAKER | XHAE

http://www.ricedata.cn/gene/

5 Rice SNP-Seek Database
#r Home O Search~ [27 Browse ¥ @ My Lists ‘3}' Order Seeds ) Download [ Help v

By using SNP-Seek, you abide by the data use license stated here

3000173 /K FESNPELIE . hitp://snp-seek.irri.org/ snp.zul

click here!!

H A KRG R 1B B 2035 & http://ricexpro.dna.affrc.go.jp/index.html



http://www.ricedata.cn/gene/
http://snp-seek.irri.org/_snp.zul
http://ricexpro.dna.affrc.go.jp/index.html
http://signal-genet.salk.edu/cgi-bin/RiceGE
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Auxin-inducible gene

UquUItIn Ubiquitin
activating  Conjugating
enzyme enzyme Degradatton
X
. Transcription
ARF  ARF active
AREs

Auxin-inducible gene

Leyser O. Auxin signaling[J]. Plant physiology, 2017: pp. 00765.2017.
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Jin et al., PLoS pathogens, 2016
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Plant Transcription Factor Database

Home BLAST Prediction RegMap ATRM Download Help About Links

AP2 (4461)
BES1 (1549)
CPP (1612)
ERF (21129)
GRF (1876)
HRT-like (249)

M-type MADS (7541)

NF-X1 (403)
Nin-like (2766)
SRS (1327)
VOZ (635)
ZF-HD (2589)

ARF (4578)
C2H2 (17740)
DBB (1651)
FAR1 (7527)
GeBP (1564)
HSF (4574)

NF-YA (2461)
RAV (690)
STAT (214)
WOX (2358)
bHLH (28698)

MIKC_MADS (6918)

Browse by Family

ARR-B (2354)
C3H (9693)
Dof (5655)
G2-like (9874)
HB-PHD (477)
LBD (7216)
MYB (22032)
NF-YB (3099)
S1Fa-like (359)
TALE (4433)
WRKY (14549)
bZIP (15498)

B3 (10609)
CAMTA (1343)
E2F/DP (1781)
GATA (5335)
HB-other (2277)
LFY (253)
MYB_related (15369)
NF-YC (2446)
SAP (164)

TCP (4187)
Whirly (530)

v4.0

Previous version: v1.0, v2.0, v3.0

Search| (e.g., LFY)

BBR-BPC (1256)
CO-like (2125)
EIL (1234)
GRAS (9304)
HD-ZIP (8602)
LSD (957)
NAC (19997)
NZZ/SPL (109)
SBP (4168)
Trihelix (6256)
YABBY (1719)

Jin JP, Tian F, Yang DC, Meng YQ, Kong L, Luo JC and Gao G.
(2017). PlantTFDB 4.0: toward a central hub for transcription factors
and regulatory interactions in plants. Nucleic Acids Research,
45(D1):D1040-D1045.
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http://bioinformatics.psb.ugent.be/webtools/plantcare/html/
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PlantCARE, a database of plant cis-acting regulatory elements and a
portal to tools for in silico analysis of promoter sequences :
Magali Lescot et al.,Nucleic Acids Res. 2002 Jan 1;30(1):32§-327.
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[ Fioue | SEARCH | GUIDE | New search Structure Home 3D Macromolecular Structures Conserved Domains Pubchem BioSystems | Help]

Domain families on selected sequences H-zoom: | 1x v | View [Concise Results ¥ | Show functional sites @

Q#1 - > ((Local ID)) REL[TGET (will Concise Results Show functional sites
1 125 250 375 500 625 750 822

Query seq,

putative DNA binding site

Specific hits B3

Superfanilies Bfil_C_EcoRII_N_ Aux in_resp = ALY _TAA

4 3

Q#2 - >ATARF6 ((Local ID)) Redundancy: eIIEECENICRE Show functional sites
1 125 250 375 500 625 750 575 333

Query seq,

putative DNA bindina site

Specific hits B3 _

Superfanilies B#il_©_EcoRII_N_B Ruxin_resp = AUX_IAA

4 3

Q#3 - >ATARF8 ((Local ID)) Redundancy: ESCREECREENICERE Show functional sites
1 125 250 375 500 625 750 811

Query seq,

putative DNA bindina site

Specific hits B3
Superfanilies B#il_C_EcoRTI_N_ xin_resp = AUK_IAA
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