CURRICULUM VITAE
Yufeng Wu
Personal Information:
Address:
Department of Horticulture, University of Wisconsin-Madison

1575 Linden Drive, Madison, WI, 53706, USA

Phone:
(01) 608-609-2340

E-mail: 
ywu38@wisc.edu

Education:
2001
B. S., Agronomy, Henan Agricultural University, Zhengzhoum China

2004
M. S., Genetics, China Agricultural University, Beijing, China 

Advisor: Dr. Dengyun Zhu

2008
Ph. D., Genetics, Institute of Genetics and Developmental Biology, Chinese Academy of Sciences, Beijing, China


Advisor: Dr. Mingsheng Chen

Professional Positions: 
2008-12
Research Associate, Department of Horticulture, University of Wisconsin-Madison.
2012- 
Assistant Scientist, Department of Horticulture, University of Wisconsin-Madison.

Scholarships & Honors:

2005
Scholarship for Postgraduate of Chinese Academy of Sciences
2006
“Trip-A” Student Award of Postgraduate College, Chinese Academy of Science
Research Experience:

2001-04
Plant genetics
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· Characterization of histone modifications in rice centromere using ChIP-chip
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