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EDUCATION

2008 Ph.D. Chemistry, Duke University, Advisor: Weitao Yang

2001 M.S. Chemistry, Southern Methodist University, Advisor: George P. Ford

1999 B.S. Chemistry, Texas Christian University

PROFESSIONAL POSITIONS

2020 — present Group Leader, Molecular Biophysics, Biosciences Division, ORNL

2015 - 2020 R & D Staff, Biosciences Division, Oak Ridge National Laboratory

2015 — present Joint Faculty, Department of Biochemistry and Cellular and Molecular
Biology, University of Tennessee

2015 — present Adjunct Assistant Professor, Genome Science and Technology Graduate
Program, University of Tennessee

2009 — 2015 R & D Associate, Biosciences Division, Oak Ridge National Laboratory

2008 — 2009 Postdoctoral Research Associate, Center for Molecular Biophysics,
Biosciences Division, Oak Ridge National Laboratory, Advisor: Jeremy C.
Smith

Awards

2020 ORNL Team Award for Outstanding Scholarly Output

2014 ORNL Nominee for the Blavatnik Award for Young Scientists, Chemistry
Category

2013 ORNL Director's Award for Outstanding Team Accomplishment “for

groundbreaking research in biotic and abiotic mechanisms of mercury
methylation in the environment, leading to high-impact publications in
Science and Nature Geoscience”

2013 UT-Battelle Team Award for Scientific Research

2013 ORNL Significant Event Award — For the discovery of genes and proteins
required for bacterial mercury methylation
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