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	Name
	Yan Jianbing
	Gender
	Male
	

	Position Title
	Professor
	

	Working Department
	College of Plant Sciences&Technology
	

	Email
	 yjianbing@mail.hzau.edu.cn
	

	Address
	College of Plant Sciences&Technology, Huazhong Agricultural University, Shizishan Street, Hongshan, 430070, Wuhan, China
	

	Tel
	027-87280110
	Fax 
	

	Research Interest 

	Details could be found in www.maizego.org
· Genetic basis of quantitative traits in maize
· Association mapping and QTL cloning
· Maize genomics and molecular breeding


	Professional Memberships

	· 2010.09-now, Professor, College of Plant Sciences & Technology/ College of Life Sciences & Technology/ National Key Laboratory of Crop Genetic Improvement, Huazhong Agricultural University
· 2009.09-2011.03 Scientist, International Maize and Wheat Improvement Center.
· 2008.10-2009.08 Associate scientist, International Maize and Wheat Improvement Center
· 2006.10-2008.09 Post-doctoral associate, International Maize and Wheat Improvement Center.
· 2007.01-07; 10-12 Visiting Scientist, Institute Genomic Diversity, Cornell University
· 2005.10-2009.07 Associate professor, College of Agronomy and biotechnology, China Agricultural University.
· 2003.12-2005.09 Assistant professor, College of Agronomy and biotechnology, China Agricultural University.

	Other Roles

	Director, College of Plant Sciences & Technology

	Education & Working Experience

	
· Ph.D. Plant Genetics, Huazhong Agricultural University,China,1998/9-2003/6
· B.S. Biotechnology, Huazhong Agricultural University,China,1995/9-1999/6
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	Additional Information 

	Honors
· Japan International Award for Yong Agricultural Researchers 2010
· Dupont Young Professor Award 2011
· Hubei Chutian Scholar Professor 2011
· New Century Excellent Talents in University 2011
· Natural Science Foundation for Excellent Youth 2012
Services in editorial boards
· [bookmark: _GoBack]Theoretical and Applied Genetics
· Frontiers in Plant Genetics and Genomics
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