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B FES (New Variety Protection)

(1] P BRKLZ . MRk R W07 Hi
WAL, g5 20050287.5

A rice restorer line XIEYOU W107 with good
quality, large panicle and high resistance. No.
20050287.5

[2] e s 2HURACREALE L 107 H
WAL, g5 20050288.3

A rice hybrid combination Il XIEYOU107 with
good quality, high production and multiple
resistancev. No. 20050288.3

[3] MK R W102 HiiE5 20060245.4
A rice line W102 with high restoring ability. No.
20060245.4
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Dr. Jianmin Wan, The professor of the Chueng Kong Scholar Program, Post-doctor Fellow, Kyoto
University, Japan (1996), Senior Research staff, Agricultural Research Center, Department of
Agricultural, Forestry and fishery of Japan (1997-2002). Professor of Nanjing Agriculture University
(2002-2003). The director of ICS, CAAS (2003-present). The laboratory is mainly interested in rice
functional genomics and molecular breeding involved in mapping, discovery and cloning of
agronomic important genes/QTLs of rice quality, yield and the genetic study of rice gene. More than
160 papers, including 60 SCI papers have been published in domestic and foreign academic
journals.

E-mail: wanjm@caas.net.cn

1 Rice Functional Genomics Research

The research mainly focus on discovery, mapping, and cloning of agronomy important genes/QTLs
of rice involved grain quality, yield, rice blight and abiotic stress. Several important rice genes/QTLs
were found and fine-mapped by using molecular methods like Chlorophyll synthase gene, rice wide
compatibility gene, rice blast genes and so on(Fig. 3).
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Fig.3 Complementation of the ygll mutant by the wild-type gene

2 Rice quality research

The rice protein, starch and appearance quality were studied by mutants and CSSL. The genes and
QTLs involved in the rice protein, rice length(Fig. 4), rice wide, endosperm chalkiness and so on
were cloned and some gene function is going on.
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