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Research progresses on the genetics of the grains number per panicle

(College of Agronomy, Hunan Agricultural University, Changsha 410128, China)

and its related traits in rice

XIAO Ying-hui, ZHOU Qian-qian, LUO Li-hua

Abstract: To breed rice variety with larger panicle is one of objective in rice breeding program. It is necessary that to

elucidate the genetic mechanisms of the larger panicle formation for high-yield rice breeding. In this paper, the research

progresses on gene/QTL mapping and cloning for the grains number per panicle (GNP) were reviewed, and the QTL

mapping for grain length, the primary branch number and the second branch number were also introduced. Three aspects

including the mining of rice gene related to larger panicle, the methods for improve the precise of the gene mapping and

the QTL’s application on rice breeding, were also discussed.
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