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Education

M.S. in Plant Breeding and Plant Genetics, 1996,   	University of Wisconsin-Madison

Ph.D. in Plant Breeding and Plant Genetics, 1999,  	University of Wisconsin-Madison

 

Previous/Current Positions

2013-2014	Program Expert, Div. of Biological Infrastructure, National Science Foundation

2012-           	Director, Center for Applied Genetic Technologies, Univ. of Georgia

2012-           	Honorary Professor, Chinese Academy of Agricultural Sciences, Beijing, China

2011-           	Professor, Crop Sciences, University of Georgia

2011-           	Georgia Research Alliance Eminent Scholar, University of Georgia

2011-		Adjunct Professor, Purdue University  

2010-2011   	Program Officer, Div. of Biological Infrastructure, National Science Foundation

2009-2012   	Honorary Scientist, Rural Development Administration, Republic of Korea

2008-2011   	Professor of Agronomy, Purdue University

2005-2008   	Associate Professor of Agronomy, Purdue University

2005-2011   	Wickersham Chair of Excellence in Agricultural Research

2003            	Consultant, International Rice Research Institute, Los Banõs, The Philippines

2001-2005   	Assistant Professor of Agronomy, Purdue University



Awards and Honors

2011	Fellow, American Association for the Advancement of Science

2009	Honorary member, Gamma Sigma Delta—Society of Agriculture, Consumer Sciences and Veterinary Medicine

2008	Board, Generation Challenge Program

2008	Visiting Professor, University of Perpignan, Perpignan, France.

2008	University Faculty Scholar, Purdue University.

2007, 2009, 2010, 2011 Million dollar club, College of Agriculture, Purdue University

2006	Heyne Lecturer, Kansas State University

2005    Wickersham Chair of Excellence in Agriculture Research, Purdue University

2003, 2006, 2009, 2010 Seeds of Success Award, Purdue University

2002	National Science Foundation, Young Investigator Award

2000	USAID award to attend Rice Genetics 2000 in Philippines

1999	USDA Postdoctoral Fellowship

1996	Potato Association of America, Ph.D. Graduate Research Award
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2014-		Member, Soybean Genetics Executive Committeee

2013-   	Assoc. Editor, Molecular Plant

2007-2012   	Assoc. Editor, The Plant Genome

2007-2012   	Assoc. Editor, BMC Plant Biology

2010-   	Assoc. Editor, Rice

2013-   	Advisory Board, USAID Feed the Future Innovation Lab Common Bean

2012-   	Advisory Board, USAID Pigeonpea genomics

2012-   	Assoc. Editor, Crop Journal

2011-   	Assoc. Editor, Genes, Genetics and Genomes.

2010-2014  	Scientific Advisor, Generation Challenge Program

2012-2015   	Scientific Advisory Board, Plant Science Institute, Iowa State Univ.

2010-2014	Scientific Advisory Board, USDA-NIFA, Bean Coordinated Agriculture Project

2011-   	Chair, International Peanut Genome Initiative.

2009-   	Chair, Scientific Advisory Board, Genome Canada.

2007-2008 	Chair, International Soybean Genome Consortium

2005-2008	Member, Soybean Genetics Executive Committee
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