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The history and current status of rice genomics research in China
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Abstract: Rice (Oryza sativa L.) is a major crop feeding about half of the population of the world. Meanwhile, rice
represents a model for functional genome research among the crop plants. The completion of the whole genome
sequencing of rice and genome resequencing of germplasm resources laid the foundation for rice functional
genomics research. This review summarizes the history of rice genome sequencing and functional genomic research
in China, highlighting the establishment of functional genomics platforms and molecular network characterization
on important agronomic traits in rice. It also prospects the future development of rice functional genomics research.
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