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Professional Preparation.
University of Chicago	Biology	B.A. (honors) 1992
University of California, Davis	Genetics	M.S. 	1995
University of California, Davis	Genetics	Ph.D.  	1998
DuPont Crop Genetics 	Plant Genomics	Post-doc	1998 – 2000
University of California, Davis	Genomics	Post-doc	2000 – 2002
Appointments. 
2016 – 	Member, The Donald Danforth Plant Science Center, St. Louis, MO
		Professor, University of Missouri, Division of Plant Science & Technology, 
Columbia, MO
Adjunct Professor, Department of Biology, Washington University, St. Louis
2010 – 2015 	Edward F. & Elizabeth Goodman Rosenberg Professor
2009 – 2015 	Professor, Dept. of Plant and Soil Sciences, University of Delaware.
	Secondary Appointments: 
Dept. of Computer and Information Sciences, College of Engineering (since 2006)
Dept. of Biological Sciences, College of Arts & Sciences (since 2014)
2009 – 2015 	Department Chair, Dept. of Plant and Soil Sciences, University of Delaware.
2002 – 2006 	Assistant Professor, 2006 – 2009 Associate Professor
Dept. of Plant and Soil Sciences, University of Delaware.
2001 – 2002 	Assistant Research Geneticist (adjunct faculty). University of California, Davis.
Awards and Honors
Elected Member, US National Academy of Sciences, 2022
Editor-in-Chief, The Plant Cell. 2020 – 2024.
Elected Fellow, American Society of Plant Biologists (ASPB), 2017
Charles Albert Shull Award, American Society of Plant Biologists (ASPB), 2017 
ISI/Clarivate Highly Cited Researcher: 2014, 2015, 2016, 2018 (Top 1% most-cited)
Elected Fellow, American Association for the Advancement of Science (AAAS), 2012
Edward F. and Elizabeth Goodman Rosenberg Professor, 2010 – 2015
Elected member, North American Arabidopsis Steering Committee (NAASC), 2009 – 2013
President of NAASC, 2012 – 2013
National Science Foundation Pre-Doctoral Fellow, 1992 – 1995
Phi Beta Kappa honor society member since 1992
Selected significant publications.  (*indicates co-corresponding authors.)
Total refereed publications, 200+
Google Scholar: total citations, 35,800+; h-index, 89; i10-index, 209
ISI Researcher ID, B-6535-2012
ORCID: http://orcid.org/0000-0003-3436-6097                   
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Synergistic Activities. 
1. Active leadership roles in the scientific community:
· North American Arabidopsis Steering Committee (NAASC), 2009-2013, including a term as president.
· Director since 2011, International Arabidopsis Informatics Consortium (IAIC). Supported by an NSF Research Coordination Network (RCN) award.
· Steering committee of “Epigenomics of Plants Consortium (EPIC)"
· Scientific Advisory Board, Institute of Plant and Microbial Biology--IPMB, Academia Sinica, Taipei, Taiwan (2015 – 2019)
· Organizer of numerous meetings, workshops, minisymposia, etc.
2. Editorial board member for four journals: The Plant Cell (since 2008; senior editor 2017-2020; Editor-in-Chief 2020-2024); Tropical Plant Biology; Rice, Current Opinion in Plant Biology.
3. Consultant to numerous agricultural biotechnology companies.
4. Chair of my department for nearly seven years; a department with ~30 faculty, ~20 staff, 140 graduates and undergraduates, and a total portfolio of ~$28M in sponsored research. Hired six faculty in this time of which three have since been awarded NSF CAREER grants.
Invited seminars. 
1. Seminars or presentations within the United States. 
· Over 160 invited talks in the US since 1998. 
2. International seminars or presentations.
· Over 100 invited talks at international meetings or institutions since 1998. 
Teaching, mentoring, and advising (from 2002 to the present). (Univ. of Delaware; Univ. of Missouri; Danforth Center)
1. >20 postdoctoral scientists supervised. 
2. >15 research associates or staff programmers supervised. 
3. Graduate Student Major Advisor or Supervisor:
a. Plant & Soil Sciences (UD), Div. of Plant Science & Tech. (MU), or Wash U: 10 Ph.D. students. 
b. Computer & Information Sciences, or Electrical & Computer Engineering (bioinformatics) at UD: 8 Ph.D. students, 27 M.S. students.
c. Bioinformatics at UD: 4 Ph.D. students, 3 M.S. students. 
d. Visiting graduate students: 7 international Ph.D. students.
4. Awards received by lab members include NSF Postdoctoral Fellowships (2), IGERT scholarships (5), HHMI Hanna Gray Fellowship, University of Delaware Fellowships, Thousand Talents Program Finalist – award offered (China) (two lab members), a Life Sciences Research Foundation Post-Doctoral Fellowship, a Ford Foundation Diversity Postdoctoral Fellowship, ASPB Travel Awards, and other awards.
5. Alumni of my lab are employed in a wide variety of positions including faculty appointments, in industry (from plant biotech to computer science, and microchip fabrication to satellites), and in the government. 
5
