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2011  Young Investigator Award, Genome Technology 
2010-2011 Berry Postdoctoral Fellowship 
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2006  Merrill Presidential Scholar, Cornell University 
2005  Computer Science Department Award for Academic Excellence, 

Cornell University 
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Community Service Contributions 
 

Community Service 
2018-pres Director of the Folding@home distributed computing project 
2014-pres Outreach to the visually impaired through organizations like the 

Foundation Fighting Blindness 
 
Professional Societies 
2008-pres Biophysical Society 

Major Invited Professorships and Lectureships 
2020 Pharmaceutical Biophysics Symposium, Biophysical Society 
2020 Chemistry Seminar, UIUC, IL 
2020 SAGIM drug design community, San Diego 
2020 Missouri School for the Bling, MO 
2020 National Federation of the Blind, MO 
2019 Biophysics Seminar, Johns Hopkins, Baltimore, MD 
2019 Chemical Biology Seminar, St. Jude Children’s Research Hospital, Memphis, TN 
2019 Exploring Cryptic Pockets in Drug Discovery Symposium, ACS National Meeting, 

Orlando, FL 
2019 Molecular Kinetics Workshop, Freie Universitat Berlin, Germany 
2019 Chemistry Seminar, Temple University, Philadelphia, PA 
2018 Protein Folding Gordon Research Conference, Galveston, TX 
2018 Drug Discovery Seminar, Eli Lilly, Indianapolis, IN 
2018 Protein Design Seminar, Monsanto, St. Louis, MO 
2018 Markov State Models in Drug Discovery Workshop, Novartis, Boston, MA 
2018 Platform for Advanced Scientific Computing, Basel, Switzerland 
2018 Canadian Chemistry Conference, Edmonton, Canada 
2018 Biophysics Seminar, University of Chicago, Chicago, IL 
2018 Biochemistry Seminar, University of Wisconsin-Madison, Madison, WI 
2018 Chemistry Seminar, Pennsylvania State University, University Park, PA 
2018 Biochemistry Seminar, St. Louis University, St. Louis, MO 
2018 Midwest Theoretical Chemistry Conference, Chicago, IL 
2018 Chemistry Seminar, Illinois Institute of Technology, Chicago, IL 
2017 Pharmacology Seminar, Baylor College of Medicine, Houston, TX 
2017 Free energy calculations workshop, Telluride, CO 
2017 Protein Dynamics & Allostery Platform Session, Biophysical Society, 

New Orleans, LA 
2017 Chemistry Seminar, University of Missouri, St. Louis, MO 
2017 Computational Biology Seminar, University of Texas, Southwestern, Dallas, TX 
2017 Protein Folding Consortium, University of California, Berkeley, CA 
2016 Markov State Models in Drug Discovery Workshop, Novartis, Boston, MA 
2016 Pfizer, Boston, MA 
2016 UCB Pharmaceuticals, London, United Kingdom 
2016 Kings College, London, United Kingdom 
2016 Protein Folding Consortium, Washington University in St. Louis, St. Louis, MO 
2015 Theoretical Chemistry Institute (TCI) Seminar, University of Wisconsin-Madison, 

Madison, WI 
2015 Free energy calculations workshop, Snowmass, CO 
2015 Seminar, Science for Life Lab, Karolinska Institute, Stockholm, Sweden 
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2015 Center for Biological Systems Engineering Seminar, Washington University in 
St. Louis, St. Louis, MO 

2015 Cell Biology Seminar, Washington University in St. Louis, St. Louis, MO 
2015 Biophysical Evenings, Washington University in St. Louis, St. Louis, MO 
 
Prior to beginning my faculty position at Washington University: 
2014 Structure, Dynamics, and Allostery in Drug Target Interactions Platform Session, 

Biophysical Society 
2014 Chemistry & Biochemistry Seminar, University of California, Los Angeles 
2014 Chemistry Seminar, University of Illinois 
2014 Biophysics Seminar, University of Texas, Southwestern 
2014 Biochemistry & Molecular Biophysics Seminar, Washington University in 

St. Louis 
2014 Chemistry & Biochemistry Seminar, University of Colorado, Boulder 
2014 Chemistry & Biochemistry Seminar, University of Arizona, Tucson 
2014 Biochemistry Seminar, Brandeis University 
2014 Dr. George W. Raiziss Seminar, University of Pennsylvania 
2014 Integrative Biology & Physiology Seminar, University of California, Los Angeles 
2014 Endowed Scholars Symposium, University of Texas, Southwestern 
2013 Advanced Light Source User Meeting 
2013 Computational Medicine Seminar, University of Michigan 
2013 Theoretical Chemistry Seminar, Cornell University 
2013 Molecular Kinetics Workshop, Freie Universitat Berlin 
2013 Enzyme Dynamics Workshop, Telluride Science Research Center 
2013 Biophysics Seminar, University of Michigan 
2013 Physical Chemistry Seminar, University of California, Berkeley 
2013 Physical Chemistry Seminar, University of Pennsylvania 
2012 Physical Chemistry Seminar, ETH Zurich 
2012 Biophysics Seminar, University of California, San Francisco 
2012 Biophysics Seminar, Johns Hopkins University 
2012 Protein Folding Workshop, Stony Brook 
2012 Folding@home conference, Stanford University 
2011 Protein Folding Workshop, University of California, Berkeley 
2011 RosettaCon, University of Washington, Seattle 
2011 Protein Folding Symposium, Hong Kong University of Science and Technology 
2010 Thomas Kuhn Paradigm Shift Award Symposium, American Chemical Society 
2010 Protein Folding & Stability Platform Session, Biophysical Society 
2010 France-Stanford Exchange Program, Institut Pasteur 
2010 Protein Folding Symposium, Notre Dame 
2010 GPU Workshop, Lawrence Berkeley National Laboratory 
2010 Biomedical Computation at Stanford (BCATS), Stanford University 
2010 Stanford High Performance Computing Conference, Stanford University 
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