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Effect of 1212-bp Indel variation of gene GW5 on rice grain shape

YI Chuan-deng, LI Wei, WANG De-rong, JIANG Wei, WANG Ying, ZHOU Yong, LIANG Guo-hua,
GU Ming-hong

( Jiangsu Key Laboratory of Crop Genetics and Physiology/Co-Innovation Center forModern Production Technology of Grain Crops, Key Laboratory of Plant
Functional Genomics of the Ministry of Education, Yangzhou University, Yangzhou 225009, China)

Abstract: To explore the effect of grain width gene GW5 on rice grain shape, the analysis of genomic DNA sequence
and PCR were conducted in sequenced wild species of genus Oryza, rice mini core collection (RMCC) and certificated ja-
ponica varieties in Jiangsu province from 2007 to 2013. We found that GWS5 involved 1212-bp seuqence in the wild rices.
The phylogeny demonstrated an apparent differentiation on DNA sequence of GW5 among these species. In the RMCC, rice
varieties with the Del genotype of GW5 had shorter grain length, wider grain width, thicker grain thickness, smaller ratio of
length to width and larger 1000-grain weight, as compared with the ones of the Ins genotype. And very significant differ-
ences in the grain shape and 1000-grain weight were found in the Indica subspecies. Subsequently, the rice of Del genotype

of GW5 was detected in the vast majority of japonica varieties certificated in Jiangsu province. There are different effects of

GWS5 related 1212-bp Indel allelic variation on rice grain shape
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