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Abstract: Rice is a staple food crop and model system for genomic research among cereal plants. There has been
rapid advances in rice funciotnal genomic research in the last decade including development of technological and
resource platforms and the isolation of functional genes. High-throughput genomic technologies have been used in rice
breeding. This review gave a glimpse on the progress made in rice functional genomics research and the perspective
of rice development direction in the future around a goal referred to as “Rice 2020”: a call for an international
coordinated effort in rice functional genomics.
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Rice Genome Sequence Project IRGSP 2005) . 343 138
2011 10 ( Rice Genome ( 1);® o
Annotation  Project Release 7 http: / /rice. BGI/Yale 60K NSF 45K Agilent 44K

Plantbiology. msu. edu/)

Affymetrix 57K

373Mb 55 986 39 045 o CREP ( Collection of Rice
49 066 16 941 Expression Profiles) . Rice XPro ( Rice Expression
17 272 o Profile Database) . RAD ( Rice Array Database) .
o N RiceGE ( Rice Functional Genomics Express
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Table 1 Rice mutant database.
( ) (‘bp)
Name of database( source) Genotype Mutation strategy Flanking sequence( bp)
Postech ( Korea) Dongjin Hwayoung T-DNA Tos17 107 171
RMD ( China) Zhonghuall Zhonghual5 Nipponbare T-DNA Tos17 85 315
TRIM ( Taiwan) Tainung 67 T-DNA 11 799
RTIM ( Japan) Nipponbare Tos17 77 740
CIRAD ( France) Nipponbare T-DNA Tosl7 29 263
ZJU ( China) Zhonghuall Nipponbare T-DNA 741
UCD ( USA) Nipponbare Ac-Ds 17 730
CSIRO ( Australia) Nipponbare AcDs 611
GSNU ( Korea) Dongjin Byeo Ac-Ds 1072
EU-OSTID ( Netherlands) Nipponbare AcDs 1315
SHIP ( China) Zhonghua 11 T-DNA 10 381
> hitp: //signal. salk. edu/RiceGE/RiceGE_Data_Source. html
Data source: http: //signal. salk. edu/RiceGE/RiceGE_Data_Source. html
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Table 2 Rice expression database '
Database Website Annotation

Collection of rice

expression profiles

Yale virtual center for cellular

expression profiling of rice

Rice expression profile

database
Rice array database

RiceGE: gene expression
atlas

http: //crep. nepgr. en

http: / /bioinformatics. med. yale.

edu/riceatlas/
http: / /ricexpro. dna. affrc. go. jp/

http: //www. ricearray. org/index.
shtml

http: / /signal. salk. edu/cgi-bin/
RiceGE

Indica  Affymetrix 57 K tissues covering the entire life
cycle 190 samples

BGI/Yale 60 K
220 samples

Japonica diverse cell types

Japonica Agilent 44 K whole developmental tissues
209 samples

Indica and japonica NSF 45 K NSF 20 K = Affymetrix
57 K Agilent 22 K BGI/Yale 60 K 1 790 samples

Indica and japonica Affymetrix 57 K 22 K custom

oligoarray 163 samples
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