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Telluride Workshop on “Ion Channel Biophysics”, Colorado 
Snowmass Workshop on “Free Energy Calculations”, Colorado 
Albany 2015: 19th Conversation, State University of New York at Albany 
Department of Biochemistry & Molecular Biophysics, Kansas State University 
Department of Physics, University of Missouri-Columbia 
American Chemical Society Spring National Meeting, Denver 
Laboratory of Computational Biology, NIHBL, National Institutes of Health 

2014 
Conference on “Modeling of Protein Interactions”, University of Kansas 
Department of Chemical and Biomedical Engineering, FAMU-FSU College of Engineering 
Telluride Workshop on “Molecular Recognition” 
Conference on “Reaction Kinetics in Soft and Condensed Matter”, Orléans, France 
Department of Physics and Astronomy, Clemson University 
Department of Physics, University of Missouri-Columbia 
Life Sciences Symposium, College of Medicine, Florida State University 
Department of Cell Biology, Microbiology and Molecular Biology, University of South Florida 

2013 
Workshop on “Computer Modeling of Complex Processes”, Hong Kong University 
Department of Chemistry, Hong Kong University of Science and Technology 
Workshop on “Biological Diffusion and Brownian Dynamics Brainstorm 3”, Heidelberg, Germany 
Department of Computational Medicine and Bioinformatics, University of Michigan 
Department of Chemistry and Chemical Biology, Indiana University-Purdue University Indianapolis 
American Chemical Society Fall National Meeting, Indianapolis 
27th Symposium of the Protein Society, Boston 
Snowmass Summer Biophysics Workshop on “Free Energy Calculations”, Colorado 
Department of Chemistry, Seoul National University 
StatPhys 25 Satellite Meeting “Stochastic Transport and Reaction Processes in Condensed Media”, Jeju 

Island, Korea 
National Institute of Biological Sciences, Beijing 
Institute of High Energy Physics, Chinese Academy of Sciences, Beijing 
Institute of Physics, Chinese Academy of Sciences, Beijing 
Program on “Small System Nonequilibrium Fluctuations, Dynamics and Stochastics, and Anomalous 

Behavior”, Kavli Institute for Theoretical Physics China, Beijing 
College of Chemistry and Chemical Engineering, Lanzhou University, China 
Center for Quantitative Biology, Peking University, Beijing 
Program on “Advanced Molecular Simulation Methods in the Physical Sciences”, Kavli Institute for 

Theoretical Physics China, Beijing 
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School of Physics, Huazhong University of Science and Technology, China 
School of Life Sciences, University of Science and Technology of China, Hefei 
School of Medicine, Soochow University, China 
Fifth CAPRI Evaluation Meeting, Utrecht, The Netherlands 
Distinguished Lecture in Mathematical and Computational Biology, University of California at Irvine 

2012 
Department of Chemistry, Georgia State University 
Conference on “Modeling of Protein Interactions”, University of Kansas 
CMU-Pitt PhD Program in Computational Biology 
American Chemical Society Fall National Meeting, Philadelphia 
Department of Biochemistry, University of Zurich, Switzerland 
Centro Stefano Franscini Conference on “Molecular Crowding: Chemistry and Physics Meet Biology”, 

Monte Verità, Switzerland 
American Chemical Society Spring National Meeting, San Diego 
Department of Chemistry, Rice University 
Department of Chemistry and Biochemistry, University of California at Santa Barbara 
Biophysical Society Biopolymers in Vivo Subgroup Symposium, San Diego 
Department of Chemistry and Biochemistry, University of California at San Diego 

2011 
Department of Chemistry, Seoul National University 
School of Computational Sciences, Korea Institute for Advanced Study 
Department of Biomedical Engineering, Pukyong National University. Korea 
Wuhan Institute of Physics and Mathematics, Chinese Academy of Sciences 
School of Physics, Huazhong University of Science and Technology, China 
Department of Physics, Wuhan University, China 
School of Physics, Georgia Institute of Technology 
Department of Physics, University of Illinois at Chicago 
American Chemical Society Fall National Meeting, Denver 
Telluride Workshop on “Ion Channel Biophysics” 
CECAM Workshop on “Dynamics and Thermodynamics of Biomolecular Recognition”, Ecole 

Polytechnique, Palaiseau, France 
Conference on “Modeling Electrostatics in Molecular Biology”, Clemson University 
American Physical Society March National Meeting, Dallas 

2010 
Institute of Computational Engineering and Sciences, University of Texas Austin 
Conference on “Modeling of Protein Interactions”, University of Kansas 
Southeastern Magnetic Resonance Conference, Gainesville, Florida 
Workshop on “Biological Diffusion and Brownian Dynamics Brainstorm 2”, Heidelberg, Germany 
24th Annual Gibbs Conference on Biothermodynamics, Carbondale, Illinois 
Conference on “Reaction Kinetics in Condensed Matter”, Moscow, Russia 
Telluride Workshop on “Protein and Peptide Interactions in Cellular Environments”, Colorado 
School of Physics, Huazhong University of Science and Technology, China 
Department of Mathematics, University of South Carolina 
Biophysical Society IDP Subgroup Symposium, San Francisco 

2009 
Fourth CAPRI Evaluation Meeting, Barcelona, Spain 
CECAM Workshop on “Linking Systems Biology and Biomolecular Simulations”, Lausanne, 

Switzerland 
Program on “Function and Dynamics of Biomolecules”, Kavli Institute for Theoretical Physics China, 

Beijing 
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Institute of Computational Mathematics and Scientific/Engineering Computing, Chinese Academy of 
Sciences, Beijing 

College of Life Sciences, Wuhan University, China 
Department of Physics, University of Denver 
Department of Chemistry, Stanford University 
Beckman Research Institute, City of Hope 
Department of Mathematics, University of California at San Diego 
Center for Theoretical Biological Physics, University of California at San Diego 
Department of Biochemistry and Molecular Biophysics, Columbia University 
Department of Chemistry, New York University 
Institute of Biophysics, Chinese Academy of Sciences, Beijing 
Department of Chemistry and Biochemistry, University of California at Santa Cruz 

2008 
Greater Boston Area Theoretical Chemistry Lecture, MIT 
Department of Physics, Brandeis University 
INRIA Sophia-Antipolis, France 
IBBMC Université de Paris-Sud 11, France 
ISIS Université Louis Pasteur, France 
American Chemical Society Fall National Meeting, Philadelphia 
Department of Physics, Duke University 
Telluride Workshop on “Protein Electrostatics”, Colorado 
Telluride Workshop on “Enhanced Sampling”, Colorado 
Conference on “Molecular Perspectives on Protein-Protein Interactions”, Croatia 
Gordon Conference on Biopolymers, Salve Regina University, Rhode Island 
Department of Chemistry, University of Pennsylvania 

2007 
College of Life Sciences, Wuhan University, China 
Conference on “Modeling of Protein Interactions”, University of Kansas 
American Chemical Society Fall National Meeting, Boston 
Laboratory of Chemical Physics, NIDDK, National Institutes of Health 
Department of Physics, Drexel University 
Third CAPRI Evaluation Meeting, Toronto 
Department of Biochemistry, University of Toronto 
American Chemical Society Spring National Meeting, Chicago 
Department of Physics, University of Illinois at Chicago 
Department of Chemistry, Duke University 
University of Maryland Biotechnology Institute 


