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水稻功能基因组 

万建民，博士，长江学者特聘教授，博士生导师。1982 年毕业于南京农业大学，1996 年进入京

都大学 JSPS 从事博士后研究，后就职于日本农林水产省农业研究中心，先后任研究员和主任研究员。

1999 年被聘为教育部首届“长江学者奖励计划”特聘教授。2003 年至今任中国农科院作物科学研究所

所长。主要开展水稻种质创新、基因定位、克隆和品种选育等研究。在国内外核心学术期刊发表论文

160 余篇，其中 SCI 论文 60 余篇。 

1、水稻功能基因研究 

通过分子标记定位获得与叶绿体发育相关的候选基因并已完成功能互补实验(图 1)。另外，还克隆

了水稻广亲和基因、水稻稻瘟病等多个基因，其作用机理尚在研究中。 

 
图 1. 水稻黄绿叶突变体 ygl1 表型分析 
Fig.1 Phenotypic analysis of rice ygl1 mutants(Bar equals 0.5μm) 

2、水稻品质相关研究 

利用突变体及染色体片段置换系等材料对水稻蛋白、淀粉和外观品质进行研究，克隆了谷蛋白基

因、粒长、粒宽、垩白（图 2）等基因或 QTLs。 
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图 2. pwgc-8 粗定位 
Fig.2 The rough mapping of pwgc-8 
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新品种保护 (New Variety Protection) 
[1] 优质、穗大粒多、高抗强恢复系 W107 申
请新品种权, 申请号 20050287.5 
A rice restorer line XIEYOU W107 with good 
quality, large panicle and high resistance. No. 
20050287.5 
 
[2] 优质、高产、多抗杂交稻新组合Ⅱ优 107 申
请新品种权, 申请号 20050288.3 
A rice hybrid combination II XIEYOU107 with 
good quality, high production and multiple 
resistancev. No. 20050288.3 
 
[3] 强恢复系 W102 申请号 20060245.4 
A rice line W102 with high restoring ability. No. 
20060245.4 

Publication, Patent, New Variety 
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Rice Functional Genomics Research 

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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图 3. ygl1 突变体表型分析（A. 转基因互补苗表型，B. 转基因互补苗叶绿素含量分析，

C. 转基因互补苗叶绿素 a/b 比值） 
Fig.3 Complementation of the ygl1 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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图 4. gl-3 粗定位 
Fig.4 The rough mapping of gl-3 gene 




