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Pan-genome analysis identifies complex genetic
variation in cultivated and wild rice

With the support by the National Natural Science Foundation of China, a collaborative study by the
research groups led by Prof. Huang XueHui (% ##) from Shanghai Normal University and Prof. Han
Bin (8%#) from the Institute of Plant Physiology and Ecology, Chinese Academy of Sciences constructed a
pan-genome dataset of O. sativa-O. rufipogon species complex, which was published in Nature Genetics
(2018, 50(2) . 278—284).

Rice is one of the major crops in China. The rich genetic diversity in cultivated and wild rice serves as
the main sources in rice breeding through continuously uncovering and utilizing new alleles. With the
application of high-throughput sequencing technologies, many diverse rice accessions have been re-
sequenced and phenotyped during recent few years. However, in these re-sequencing studies, the
identifications of sequence variants all rely on high levels of sequence similarity to map the short reads onto

the rice reference Nipponbare genome,
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and wild rice and will further promote genome data. The accessions within different groups are indicated
by different colors.

evolutionary and functional studies in rice.
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