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The genes controlling rice architecture and its application in breeding
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Abstract: Plant architecture is an important agronomic trait that contributes to rice yield, and thus it is of
significance to perform rice functional genomics research on plant architecture. With the completion of rice genome
sequencing project, significant progress has been made in elucidating the molecular mechanisms of rice architecture.
This review briefly introduces the research history of plant architecture, and summarizes the achievements in
elucidating the mechanisms of rice architecture, including plant height, leaf morphology, tiller number, tiller angle
and panicle morphology. Finally, we give a brief overview on application of key genes in rice breeding.
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