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Curriculum Vitae 

Gregory R. Bowman 

Date: 7/12/2025 

Present Position  
2022 - pres 
 
2019 - 2022 
 
2014 - 2019 

Louis Heyman University Professor, Departments of Biochemistry & 
Biophysics and Bioengineering, University of Pennsylvania 
Associate Professor, Department of Biochemistry & Molecular 
Biophysics, Washington University School of Medicine 
Assistant Professor, Department of Biochemistry & Molecular 
Biophysics, Washington University School of Medicine 

Education 
2002 - 2006 BS, summa cum laude, Computer Science, minor Biomedical 

Engineering, Cornell University, Ithaca, NY 
2006 - 2010 PhD, Biophysics, Stanford University, Stanford, CA 

Academic Positions / Employment: 
2010 - 2011 Berry Postdoctoral Fellow, Stanford University, Stanford, CA  
2011 - 2014 Miller Research Fellow, University of California, Berkeley, 

Berkeley, CA  

Teaching Title and Responsibilities 

Courses 
2024-pres Computational Biophysics (BE 5320) 
2014-2021 Chemistry and Physics of Biomolecules (course number 5357) 
2014-2021 Computational Biophysics Journal Club (course number 5336) 

 Thesis Committees 
2014-2018 Alex Holehouse 
2014-2018 Kiersten Ruff 
2014-2018 Tyler Harmon 
2014-2018 Joshua Rackers 
2014-2018 Fengbo Zhou 
2014-2018 Lena Deng 
2015-2018 Zhi Wang 
2016-2018 Tyler Hughes 
2016-2019 Sohini Sengupta 
2017-2020 Matthew Matlock 
2017-pres Tyson Todd 
2018-2021 Patrick Judge 
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2019-2022 Emily Wagner 
2020-2022 Noah Flynn 
2020-2022 Daniel Griffith 
2022-2025 Helen (Claire) Woodward 
2022-pres Ryan Perez 
2023-2023 Sam Giannakoulias 
2023-2024 Linlin Yang 
2023-pres Hemma Murali 

University, School of Medicine and Hospital Appointments and Committees 
 2014-2020 Biochemistry Admissions Committee 
 2019-2021 Biochemistry Steering Committee 
 2021  Strategic Planning, Biomedical Research Working Group 
 2021-2022 Junior Faculty Search Committee 
 2021-2022 Cori Fellowship Steering Committee 
 2023-pres Biomedical Graduate Studies Curriculum Committee 
 2023-pres Biochemistry, Biophysics, and Chemical Biology (BBCB) Program 

Admissions Committee 

Honors and Awards 
2024 Hirschfelder Lecture, University of Wisconsin Madison 
2023 Graham Lecture, University of Virginia 
2022 Open Science Fellow, Roivant Sciences 
2022 Pure Good Breakthrough Award, Pure Storage 
2021 Bio-IT World Innovation Award 
2020 $4.5M hardware gift from the Pure Storage COVID-19 effort 
2020 $500K hardware gift from the AMD COVID-19 HPC Fund 
2020 $3M cloud computing credits from Microsoft and AWS 
2020 HPCwire Readers’ Choice Award for Best Use of HPC in Response 

to Societal Plights 
2020 Featured in Microsoft CEO Satya Nadella’s keynote address for the 

Build Developer Conference 
2020 Featured in Nvidia CEO Jensen Huang’s keynote address for the 

GTC Developer Conference 
2020 Features in a 3D interactive display at Microsoft’s Executive 

Briefing Center 
2020 Featured in an ARM keynote address 
2020 Featured in Financial Times https://youtu.be/bjYS0UKA4dE 
2020 Featured in NHK Direct Documentary 
2016-2021 Packard Fellowship for Science and Engineering 
2016-2021 NSF CAREER Award 
2013-2018 Burroughs Wellcome Fund Career Award at the Scientific Interface 
2011-2014 Miller Research Fellowship 
2011  Young Investigator Award, Genome Technology 
2010-2011 Berry Postdoctoral Fellowship 
2010  Thomas Kuhn Paradigm Shift Award, American Chemical Society 

https://youtu.be/bjYS0UKA4dE
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2007-2010 NSF Graduate Research Fellowship 
2006  Tau Beta Pi, Cornell University 
2006  Merrill Presidential Scholar, Cornell University 
2005  Computer Science Department Award for Academic Excellence, 

Cornell University 
2005  Jean Dreyfus Boissevain Undergraduate Scholarship for  

Excellence in Chemistry, Cornell University 
 

Trainee’s Honors and Awards 
2016  Center for the Science and Engineering of Living Systems  

Graduate Fellowship, Maxwell Zimmerman 
2016-2019 Monsanto Graduate Fellowship, Maxwell Zimmerman 
2017  MilliporeSigma Graduate Fellowship, Sukrit Singh 
2018-2020 F-30 Ruth L. Kirschstein Individual Predoctoral NRSA for MD/PhDs,  

Justin Porter 
2019  F-31 Ruth L. Kirschstein Predoctoral Individual NRSA, Matthew  

Cruz 
2020  NSF MolSSI Graduate Fellowship, Michael Ward 
2020  MilliporeSigma Graduate Fellowship, Catherine Knoverek 
2021  MilliporeSigma Graduate Fellowship, Matthew Cruz 
2020-pres Knight Alzheimer’s Disease Research Postdoctoral Fellowship,  

Justin Miller 
 2023-2024 T32, Devin Kelly 
 2024-pres T32, shahlo Solieva 
 2024-pres T32, Mark Bray 

Editorial Responsibilities 

Editor 
Editorial board member, Biophysical Journal 
Guest editor for PNAS 
Guest editor for Frontiers in Molecular Biosciences 
Guest editor for Journal of Chemical Theory and Computation 

Reviewer 
Biochimie 
Biophysical Journal 
Cell Reports 
Chemical Physics Letters 
Chemical Reviews 
Current Opinions in Structural Biology 
eLife 
Entropy 
Journal of Chemical Education 
Journal of Chemical Information and Modeling 
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Journal of Chemical Physics 
Journal of Chemical Theory and Computation 
Journal of Computational Chemistry 
Journal of Lipid Research 
Journal of Molecular Biology 
Journal of Molecular Graphics and Modeling 
Journal of Physical Chemistry B 
Journal of Physical Chemistry Letters 
Journal of Structural Biology 
Journal of the American Chemical Society 
Nature 
Nature Communications 
Physical Review Letters 
Physical Review X 
PLoS Computational Biology 
PLoS ONE 
Proceeding of the National Academy of Sciences 
Proteins: structure, function and bioinformatics 
Scientific Reports 
WIRES Computational Molecular Science 

 
Community Service Contributions 
 

Community Service 
2014-2018 Organize Molecular Kinetics in Drug Discovery Workshop 
2018-pres Director of the Folding@home distributed computing project 
2014-pres Outreach to the visually impaired through organizations like the 

Foundation Fighting Blindness 
2020-pres Organize a monthly video conference for visually-impaired people in 

STEM that includes graduate students, postdocs, faculty, and STEM 
professionals from around the globe 

2022-2024 Advisory board, NSF Molecular software sciences institute (MolSSI) 
2024  Organize ACS Symposium “Markov State Modeling of Conformational  

Dynamics” 
 2025-pres Editorial board member, Biophysical Journal 

2025  Organize CECAM Biomolecular Dynamics in the Age of Machine 
Learning, Madison, WI 

 2026  Vice Chair GRC on Protein Folding and Dynamics (Elected) 
 2028  Chair GRC on Protein Folding and Dynamics (Elected) 
 

 
Professional Societies 
2008-pres Biophysical Society 
2008-pres American Chemical Society 
2021-pres Protein Society 

Major Invited Professorships and Lectureships 
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2026 CECAM Integrating Machine Learning and Statistical Mechanics, Lugano, 
Switzerland 

2026 Center for Structural Biology and AI in Protein Dynamics Symposium, 
Vanderbilt University 

2025 Pacifichem Symposium Machine Learning Transforming Studies of 
Biomolecular Dynamics, Hawaii 

2025 CECAM Biomolecular Dynamics in the Age of Machine Learning, Madison, WI 
2025 CECAM Whe n Data Science Meets Molecular Dynamics, , Lausanne, 

Switzerland 
2025 CECAM Biophysical Modeling of the structure and function of viruses,  

Corsica, Italy 
2025 ACS Symposium Rare Even Sampling in Material Science Problems, 

Washington DC 
 2025 Chemistry Seminar, Brown University 

2024 GRC Protein Folding Dynamics, Galveston, TX 
2024 ACS Symposium Markov State Modeling of Conformational Dynamics, 

New Orleans, LA 
2024 ACS Symposium Enhanced Sampling Methods for the Study of Chemical 

Reactions and Conformational Transitions, Denver, CO 
2024 CECAM Machine Learning Meets Statistical Mechanics, Sorrento, Italy 
2024 CECAM Pushing the Frontiers of Molecular Dynamics Simulations, 

Lausanne, Switzerland 
2024 Hirschfelder Lecture, University of Wisconsin Madison 
2024 Biochemistry and Molecular Biology Seminar, Penn State, PA 
2024 Center for Computational and Integrative Biology Seminar, Rutgers, NJ 
2023 Graham Lecture, University of Virginia 
2023 AACR Plenary New Concepts in Drug Discovery and Engineering, 

Orlando, FL 
2023 GRC Computer Aided Drug Design, Mount Snow, VT 
2023 Keynote at Mila Molecular Machine Learning, Montreal, Canada 
2023 CECAM Making the invisible protein life visible, Lugano, Switzerland 
2023 Rare Events Workshop at Brin MRC, UMD, MD 
2023 Integrative Modeling Seminar Series 
2023 Drug Discovery Seminar, Incyte Biopharmaceutical 
2023 Machine Learning Seminar, IQVIA 
2022 BPS Biophysics at the Dawn of Exascale Computing, Hamburg, Germany 
2022 CECAM Machine Learning Meets Statistical Mechanics, Sorrento, Italy 
2022 Council for Scientific Society Presidents, Washington DC 
2022 Machine Learning and Informatics for Chemistry & Materials,  

Telluride, CO 
2022 Gibbs Conference on Biological Thermodynamics, , Carbondale, IL 
2022 Office of Data Science Strategy Seminar, NIH 
2022 Biophysics Seminar, UCSF 
2022 Physiology Seminar, Loyola University 
2022 Biophysics Seminar, Arizona State University 
2022 Computational Biology Seminar, University of Kansas 
2022 Drug Discovery Seminar, Nested Therapeutics 
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2022 Drug Discovery Seminar, Roivant Sciences 
2022 Drug Discovery Seminar, Third Rock Ventures 
2021 ACS Symposium Computational Chemistry in Addressing COVID-19 

(Spring Meeting) 
2021 ACS Symposium Computational Chemistry of COVID-19 (Fall Meeting) 
2021 GRC Computer-aided Drug Discovery  
2021 Under-represented Groups in Computational Chemistry 
2021 Office of Data Science Strategy Seminar, NIH 
2021 Biochemistry Seminar, Yale 
2021 Biological Engineering Seminar, U Penn 
2021 Chemistry Seminar, MIT 
2021 Biochemistry Seminar, UW Madison 
2021 CogX Festival 
2021 AI Salon, Stanford, CA 
2021 HPC-AI Conference, Stanford, CA 
2021 Biophysics Seminar, UIUC Beckman Institute, IL 
2021 Weighted Ensembles Workshop 
2021 RARE Simulation Algorithm Meeting, India 
2021 NSF Lightning Talk 
2021 AMD HPC Forum 
2021 Atomwise Seminar 
2021 Swiss HPC-AI Advisory Council 
2021 Cambridge Healthcare Institute 
2021 Folding@home Symposium 
2020 BPS Symposium Pharmaceutical Biophysics  
2020 Chemistry Seminar, UIUC, IL 
2020 SAGIM drug design community, San Diego 
2020 Pharmacology Seminar, Case Western Reserve University, OH 
2020 Financial Times Interview 
2020 NHK Direct Documentary on Folding@home 
2020 JEDI SARS-CoV-2 Drug Discovery Symposium 
2020 CERN 
2020 IEEE InTech 
2020 ARM DevSummit 
2020 VMworld Developer Summit 
2020 Dell HPC Working Group 
2020 Avast SARS-CoV-2 Seminar 
2020 a16z (Andreessen Horowitz) Podcast 
2020 Microsoft Build Developer Summit 
2020 Oracle Kickin it With Karan Video Interview 
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  
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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 
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 
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 
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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 

Consulting Relationships and Board Memberships 

Trainee/Mentee/Sponsorship Record: 
Current advisees 
Postdoctoral Fellows 
2021-pres Justin Miller 
2022-pres Prajna Mishra 
2023-pres Si Zhang 
2025-pres Adip Jhaveri 
 
Graduate Students 
2022-pres Devin Kelly, Biochemistry & Molecular Biophysics 
2023-pres Shahlo Solieva, Biochemistry & Molecular Biophysics 
2023-pres Mark Bray, Biochemistry & Molecular Biophysics 
2025-pres Jonah Park Biochemistry, Biophysics, and Chemical Biology 
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Undergraduate students 
2024-pres Yoky Yan 
 
Past advisees 
Staff 
2014-2017 Katherine Hart, Research Assistant Professor 

Next an Assistant Professor at Williams College 
2015-2017 Carrie Sibbald, Technician 

Next a medical student at Washington University 
2017-2018 Katelyn Moeder 
  Next a medical student at Oklahoma State University 
2020-2021 Catherine Kuhn 
  Next a graduate student at UCSF 
2021-2022 Jonathan Borowsky 
  Next a graduate student at UCSF 
2023-2025 Anthony (Tony) Trent 
  Next a graduate student at Dartmouth University 
2023-2025 Anne Gumina 
  Next a graduate student at University of Wisconsin, Madison 
 
Postdoctoral Fellows 
2014-2016 Xianqiang (Leos) Sun, Postdoctoral Fellow 

Next a scientist at the pharmaceutical company WuXi AppTec 
2016-2019 Thomas Frederick 
  Next a staff scientist at AbvVie 
2018-2022 Neha Vithani 
  Next a Scinetist at OpenEye 
2019-2021 Maxwell Zimmerman 
  Next a scientist at Generate 
2021-2022 Soumendranath Bhakat 
  Next a scientist at Redesign 
2023-2024 Bhupendra Dandekar 
2021-2024 Louis Smith 
 
Graduate Students 
2015-2019 Maxwell Zimmerman, Computational and Molecular Biophysics 
  Next a postdoc in my group 
2016-2020 Justin Porter, MSTP, Computational and Systems Biology 
  Next finishing medical school at Washington University 
2015-2020 Sukrit Singh, Computational and Molecular Biophysics 
  Next a postdoc at Memorial Sloan Kettering 
2016-2021 Catherine Knoverek, Computational and Molecular Biophysics 
  Next a scientist at Thermo 
2018-2023 Matthew Cruz, Biochemistry, Biophysics, and Structural Biology 
  Next a postdoc at Merck 
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2019-2022 Michael Ward, Computational and Systems Biology 
  Next a scientist at Generate 
2019-2023 Artur Meller, Computational and Systems Biology 
  Next finishing medical school at Washington University 
2019-2024 Upasana Mallimadugula, Biochemistry, Biophysics, and Structural  

Biology 
Next postdoc at University of Copenhagen 

 
Undergraduates 
2014-2017 Katelyn Moeder 
2016-2017 Katelyn Miyasaki 
2018  Antony Sagayaraj 
2017-2020 Shreya Raavicharla 
2018-2020 Emily Wood 
2019-2020 Catherine Kuhn 
2019-2021 Jonathan Borowsky 
2020-2022 Rishi Samarth 
2022-2023 Ayan Bhattacharjee 
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accounting for ligand-induced population shifts from a ligand-free MSM. J Chem 
Theory Comput 2024;20(3):1036-1050. 
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activation occurs via a largely universal mechanism. J Phys Chem B 
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C, Giroud C, Glass WG, Glen R, Glinert I, Godoy AS, Gorichko M, Gorrie-Stone 
T, Griffen EJ, Hart SH, Heer J, Henry M, Hill M, Horrell S, Hurley MF, Israely T, 
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2024;121(36):e2311711121. 
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Pingel JT, Saucier N, Yao A, Chinn IK, Lupski JR, Ehlayel M, Keller M, Bowman 
GR, Cooper MA, Orange JS, French AR. Human PLCG2 haploinsufficiency 
results in a novel natural killer cell immunodeficiency. J Allergy and Clin Immun 
2024;153(1):216-229. 

14. Kloske CM, Belloy ME, Blue EE, Bowman GR, Carrillo MC, Chen X, Chiba-Falek 
O, Davis AA, Paolo GD, Garretti F, Gate D, Golden LR, Heinecke JW, Herz J, 
Huang Y, Iadecola C, Johnson LA, Kanekiyo T, Karch CM, Khvorova A, Koppes-
den Hertog SJ, Lamb BT, Lawler PE, Guen YL, Litvinchuk A, Liu CC, Mahinrad 
S, Marcora E, Marino C, Michaelson DM, Miller JJ, Morganti JM, Narayan PS, 



12 
 

Naslavsky MS, Oosthoek M, Ramachandran KV, Ramakrishnan A, Raulin AC, 
Robert A, Saleh RNM, Sexton C, Shah N, Shue F, Sible IJ, Soranno A, 
Strickland MR, Tcw J, Thierry M, Tsai LH, Tuckey RA, Ulrich JD, van der Kant R, 
Wang N, Wellington CL, Weninger SC, Yassine HN, Zhao N, Bu G, Goate AM, 
Holtzman DM. Advancements in APOE and dementia research: Highlights from 
the 2023 AAIC Advancements: APOE conference. Alzheimers Dement 2024 
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15. Meller A, Ward M, Borowsky J, Lotthammer JM, Kshirsagar M, Oviedo F, Ferres 
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structures using the PocketMiner graph neural network. Nature 
Communications 2023;14:1177. 
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lipid-free and lipid-bound forms. Proceedings of the National Academy of 
Sciences 2023;120:e2215371120. 
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