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Research Narrative
My research program encompasses the development of general computational and experimental methodologies applied to chemistry and biophysics in the areas of water and aqueous hydration, proteins and macromolecular assemblies, non-disease and disease protein aggregation, materials and catalysis. I have also been involved in local and national service, education, and training, which extends to promoting and developing the blueprint for computational science and engineering for the future. 
Education and Training
Case Western Reserve University, Cleveland, OH	 B.S. 	1979-1983	Chemistry
Carnegie Mellon University, Pittsburgh, PA	 Ph.D.	1984-1989	Theo. Chem. 
AT& T Bell Laboratories, Murray Hill, New Jersey, Postdoctoral Member Technical Staff, 1990-1992.

Professional Experience
Faculty Director, Professional Master’s in Molecular Sciences and Software Engineering, 2018-
Co-Director, MolSSI: Molecular Sciences Software Institute, NSF National Center, 2016-
Co-Director, CalSolv: Solvation at UC Berkeley, 2016-
Chancellor’s Professor, Dept. of Chemistry, UC Berkeley, 7/12-
Member of the Pitzer Center for Theoretical Chemistry, 7/12-
Faculty Staff Scientist, Chemical Sciences Division, Lawrence Berkeley National Laboratory 7/12-
Professor, Dept. of Chemical and Biomolecular Engineering, UC Berkeley, 7/11-
Professor, Dept. of Bioengineering, UC Berkeley, 7/07-
Assoc. Professor, Dept. of Bioengineering, UC Berkeley, 7/04-6/07
Member of the Center for Computational Biology, 1/03-present
Asst. Professor, Dept. of Bioengineering, UC Berkeley, 1/01-6/04
Member of Bioengineering, Biophysics, and AS&T Graduate Groups, UC Berkeley, 1/01-
Department Head of Computational Structure Group, Physical Biosciences LBNL, 10/01-10/02
Faculty affiliate of QB3 Institute, 10/01-
Faculty Staff Scientist, Physical Biosciences Division, Lawrence Berkeley National Laboratory, 1/01-
Senior Staff Scientist, Physical Biosciences Division, Lawrence Berkeley National Laboratory, 8/00-12/31/00.
Staff Scientist, Physical Biosciences Division, Lawrence Berkeley National Laboratory, 8/92-8/00.

Professional Activities
Intramural
LBNL Chemical Sciences Division Staff Committee, 2017- 
Systemwide UCOC Committee on Committees, 2018-2019
Academic Senate, Committee on Committees, 2016-2018
BioE Vice Chair, Master Programs, Bioengineering Department, 2016-
Steering Committee, Bioengineering Department, 2016-
Chem, Undergraduate senior advising, Fall 2013, Fall/Spring 2016
Chem, Advanced Graduate Student advising, Theory 2012-2015
BioE Vice Chair, Graduate Affairs, Bioengineering Department, 2012- 2014
BioE Co-Chair, Graduate Committee, 2010-2012
BioE Executive Committee, Bioengineering Department, 2007-2010
BioE Vice Chair, Faculty Welfare, Bioengineering Department, 2008-2010 
BioE Undergraduate advising, 2007-present
BioE Vice Chair, Graduate Affairs, Bioengineering Department, 2006-2008 
COE Member, Engineering Ethics & Social Responsibility, 2014-2016
COE Member, Broadening Participation Committee, 2012-2013
COE/BioE Adjudicator for College and Junior Transfers to BioE, 2003-2007
COE Member, E7 Committee, 2009-2012
COE Member of the Biology in the College of Engineering Taskforce, 2007-2008
COE Committee on Computational Engineering Science, 2001-2008
UCB/UCSF Exec. Comm. (ex-officio), Joint Graduate Group Bioengineering, 2007-2011 
UCB/UCSF Admissions Comm., Joint Graduate Group Bioengineering 2006-2012, 2014
UCB/UCSF Head Graduate Advisor, Joint Graduate Group in Bioengineering, 2006-2007
UCB ad hoc committees (confidential).
UCB/BioE Facilitator for NRC Assessment of Berkeley’s Research Doctoral Programs, 2006-2007
UCB Executive Committee, Computational Biology Initiative, University of California, Berkeley, 2003-2008
Extramural
BES Representative of the SciDAC-4 Coordination Committee, DOE, 2017-2021. 
Scientific Advisory Board. DFG German Cluster of Excellence, RESOLV, 2018-
External Elector, Board of Electors for Professorship in Chemistry (1968), University of Cambridge
Member, NIH Macromolecular Structure and Function D Study Section, July 1, 2017 - June 30, 2023
Advisory Board, NSF Center for Chemical Innovation; Center for Aerosol Impacts on Climate and the Environment (CAICE), UC San Diego, California
Panel, NSF Computational Chemistry/Science Gateway Workshop, May 9 - 11, 2017, Jackson State University, Jackson Mississippi
Organizer (with Jeff Neaton and Steve Louie); NSF Materials Workshop, February 2-3, 2017, Berkeley, California. 
Reviewer, Pacific Northwest National Laboratory Molecular Theory and Modeling. April 13-15, 2016, Richland, WA.
Panel, MolSSI Interoperability workshop, Virginia Tech, June 5-7, 2017
Director for Academic, Industry and Government Lab Outreach, Molecular Sciences Software Institute, 2016-2021
Reviewer, DOE Office of Science Graduate Student Research (SCGSR) Program’s 2016 Solicitation 2
Organizer, Advanced Potential Energy Surfaces, Telluride Science Research Center, June 13-18, 2015, Telluride, CO
ACS PHYS Division Councilor, 1/2014-12/2016
NIH Special Emphasis study section, June 23, 2014.
Appointment Committee for Professor in Physical Chemistry, Ruhr Universitat Bochum, June 5-6, 2013
NSF Review Panel, CCI, February 11-13, 2013.
NSF Review Panel, SSI-SSE, November 7-8, 2011.
NSF/EPSRC Workshop. Invited Panel Member, Oxford UK, June 13-15, 2011.
ACS National Award Panel, 2011-2013
NSF Review Panel, Graduate Research Fellowships, February 10-13, 2011.
NSF Review Panel, Protein Databank Site Visit, November 1-2, 2010.
DOD, Extreme Scale Applications Study (ESAS), September 2010-April 2011.
NIH/NIGMS Modeling and Analysis of Biological Systems study section, 2007-2012.
NSF Vision for R&D in Simulation-Based Engineering and Science in the Next Decade, April 22-23, 2009.
U.S. DOE Large Scale Computing and Storage Requirements for BER, May 8, 2009.
National Academies of Science. Member of panel on “Study on potential impact of advances in high-end computing in science and engineering”, 2006-2008.
Program reviewer for Basic Energy Science/DOE, Molecular Theory project at PNNL, March 18-20, 2007
Co-Chair of Workshop on Cyberinfrastructure for NSF Chemistry, 7/04-10/04.
Lead Writer for Biophysical section of DOE/SCALES, July, 2003
Member of Subcommittee on 21st Century Biology NSF Biological Sciences (Directorate) Advisory Committee (BIOAC), July, 2003.
Lead Writer for Biophysical section of DOE/Genomes to Life Goal 4 Roadmap, March, 2002
Panelist for NSF Physical and Theoretical Chemistry Division CAREER awards, 2002
Panelist for NSF Mathematical and Physical Sciences Directorate ADVANCE Fellows, 2001
National Selection Committee for DOE Computational Science Graduate Fellowship Program, 2001.

Co-led a nation-wide community effort with Dr. John Wooley (associate vice chancellor for research at UC San Diego) in the editing and writing of a white paper on computational biology (see http://cbcg.lbl.gov/ssi-csb). This effort highlighted the computational needs of the computational biology community and placed the community at the forefront of various initiative that includes the agencies of DOE, NSF, DOD, NASA, NOAA, and NIH. 
Advisory and Editorial Boards
Editorial Advisory Board Member, Molecular Physics, 2018-2020
Editorial Advisory Board Member, Journal of Chemical Physics, 2017-2020
Telluride Science Research Council, General Member Advisor, 2016-
NSF BioXFEL Science and Technology Center, External Advisory Board, 2014
Editorial Advisory Board Member, Theoretical Chemistry Accounts, 2011-2012
Editorial Advisory Board Member, Journal of Physical Chemistry, 2009-2011
Editorial Advisory Board Member, Journal of Computational Chemistry, 2003-
Editor, Biophysical Journal, 2003-2006.
Editorial Board Member for the SIAM book series on Computational Science and Engineering, 2004-2008
Honors and Awards 
Fellow, American Chemical Society, 2018
Fellow, ReSolv German Center of Excellence, Bochum, 2018
Fellow, American Institute of Medical and Biomedical Engineers, 2016
Chancellors Professor, UC Berkeley 2012-2020
Plenary Lecture. From Computational Biophysics to Systems Biology 2017 (CBSB2017). University of Cincinnati in Cincinnati, OH, USA on May 18-20, 2017.
Plenary Lecture. CCP5 Annual General Meeting, Harper Adams University, U.K. September 12-14, 2016
Plenary Lecture. Royal Society of Chemistry Mini-Symposium on Advanced Potential Energy Surfaces, University of Southampton, UK, April 8, 2016
Frontiers in Materials Science Lecture, Pacific Northwest National Lab, January 25, 2015
Keynote Speaker, BioE Honor Society, UC Berkeley April 19, 2014
Keynote Speaker. Freiburg Institute for Advanced Studies, Freiberg, Germany, Sept. 25-29, 2013.
MasterWorks Talk, Supercomputing 2009, Portland, Oregon Nov. 14-20, 2009.
Keynote Speaker. MM2009, Surfers Paradise, Queensland Australia, July 28, 2009.
Plenary Lecture. International Workshop on Molecular Structure and Dynamics of Interfacial Water, Shanghai, China, December 14-21, 2007.
Keynote Speaker. Maria Goeppert-Mayer Symposium, San Diego, California, October 12, 2007.
Schlumberger Fellow. Sabbatical Fellow at Cambridge University, United Kingdom (2005-2006). 
Schlumberger Lecture. Cambridge University, United Kingdom, February 15, 2006.
Clare Hall Faculty, Cambridge University, United Kingdom (2006-present)
IBM-SUR Award. A gift from IBM of a 40 processor IBM/SP (2001).
Undergraduate, Graduate Students, Postdoctoral Fellows, Staff
Richard Yu (undergrad, 1993-1995); Thomas Philip (undergrad, 1996-1998); Steve Chang (undergrad, 1997-1999); Angelica Romero (undergrad; SAGE scholar, 2001-2002); Harry Choi (undergrad, 2001-2003); David Su (undergrad, 2001-2002); Justin Hsiao (undergrad, 2003); Yuka Okabe (undergrad, Guidant scholar, 2005-2007); Devin Hendricks (undergrad, 2004); Cherub Kim (undergrad, 2008); Bushra Sadam (undergrad, 2008); Joanna Chen (undergrad, 2008); Nikit Kumar (2009-2010); Youcef Ouadah (2009-2010); Ajay Tripathy (undergrad, Guidant scholar, 2010); Richard Zhu (undergrad, Guidant scholar, 2010); Clare So (2010-2012); Tara Armand (ugrad, 2013-); David Brookes (ugrad, 2013-); Anjali Doshi (Amgen scholar, 2015); Natalie Minnetian (Chem, 2016 -present); Tianyi Liu (Chem, 2016 -2017); Taoran Zhang, CBE, 2016-2017); H. Sienny Shang (M.S. in Biophysics, 1994; Associate Research Fellow, Academia Sinica Institute of Astronomy and Astrophysics); Jon Sorenson (NSF Fellowship, Ph.D. in Chemistry, 1995-2000; Software Group Lead, Invitae); Greg Hura (PhD in Biophysics, 1998-2004; Research Scientist, LBNL and Associate Adjunct Professor, University of California Santa Cruz); Liz Verschell  (M.S. in Biophysics, Eugene Cota-Robles Fellowship, 2002-2008; Veterinary surgeon, Lincoln UK), Nicolas Fawzi (Ph.D. BioE, 2003-2007; Assistant Professor, Department of Molecular Pharmacology, Physiology & Biotechnology, Brown University); Matthew Lin (Ph.D. BioE, 2004-2009; Biomedical Engineer, Thomas Ried Lab, NIH); Brian Carnes (M. S. BioE, 2004-2007; Software Engineer, Google); Margaret Johnson (PhD. BioE, 2004-2008; Assistant Professor, Department of Biophysics, Johns Hopkins U.); Candace Gilet (M. S. Physics, 2005; Computational Scientist, University of Michigan); Enghui Yap (Ph.D. BioE, 2010; Sr. Data Scientist, OnDeck); Katherine Ball (Biophysics, 2008-2013; Asst. Prof. Skidmore College); Cheng Peng (CSC Research fellow, 2008-2010); Xin Geng (CSC Research fellow, 2011-2012); Asmit Bhowmick (CBE, 2011-2016); Saurabh Belsare (Bioengineering, 2012-2017); Lisa Felberg (CBE, 2012-2017); Sukanya Sasmal (CBE, 2012-2017); Alex Albaugh (CBE, 2012-); James Lincoff (CBE, 2014-).
Dr. Shijun Zhong (Postdoc, 1999-2000; Prof. Dalian University of Technology); Dr. Chao-Ping Hsu (Miller Postdoctoral Fellow, 1999-2001; Prof. of Chemistry, Academia Sinica, Taiwan); Dr. Voichita Dadarlat (Visiting Postdoc, 2000-2001; Research Scientist, Purdue University); Dr. Silvia Crivelli (Postdoc, 1997-2002; Staff Scientist, NERSC, LBNL); Dr. Louis Clark (Postdoc, 2002-2003; Scientist, Codexis); Dr. Scott Brown (Postdoc, 2001-2003; Director of Computational Chemistry, Sunovion Pharmaceuticals); Dr. Daniela Russo (Postdoc, 2001-2004; Staff Scientist, ILL, France); Dr. Pradipta Bandyopadhyay (Postdoc, 2003; Prof. of Biophysics, Jawaharlal Nehru University, India); Dr. Rajesh Murarka (Postdoc, 2004-2006; Prof. of Chemistry, IISER, Bhopal); Dr. Itay Lotan (Postdoc, 2004-2005; Quantitative Analyst in Israel); Dr. Cecile Maldier-Jugroot (Postdoc, 2004-2007; Prof. Chemistry/ChemE Royal Military College, Canada); Dr. Jory Ruscio (Postdoc, 2007-2009; Senior Software Engineer at Bleacher Report); Dr. Jonathan Kohn (Postdoc, 2006-2009; Group Leader at Bio-Rad Labs); Dr. Alex Sodt (Postdoc, 2007-2010; NIH principal investigator); Dr. Gary Clark (Postdoc, 2008-2010); Dr. Po Hu (Postdoc, 2009-2011; Actuarial Analyst at California Casualty Management Company); Dr. Jerome Nilmeier (Postdoc, 2009; Data scientist IBM); Dr. Paul Nerenberg (Postdoc, 2010-2011; Asst. Prof. of Biophysics, Cal State LA); Dr. Sudip Chakraborty (Postdoc, 2010-2011; Fast Track Scientist, Indian Institute of Science Bangalore); Dr. Marielle Soniat (Postdoc, 2015-2016), Dr. Omar Demerdash (Postdoc, 2013-2017; Staff Scientist, ORNL); Dr. Mert Gur (Postdoc, 2014; Asst. Professor, Istanbul Technical University), Dr. Luis Ruiz Pestana (2015-); Dr. Valerie Vaissier (2017-); Dr. Kochise Bennet (2017-); Dr. Akshaya Das (2018-); Dr. Sara Cheng (2018-); Dr. Itai Leven (2018-).
University Teaching
CHEMISTRY 1A: General Chemistry (Fall 2015, 2016)
BIOENGINEERING 103: Engineering Molecules 2 (Fall 2016, Fall 2018)
CHEMISTRY130/MCB100: Biophysical Chemistry (Spring, 2013, 2014)
BIOENGINEERING 100: Ethics in Science and Engineering (Fall 2007, 2008, Spring 2010-2012, Fall 2012-)
BIOENGINEERING 143/243: Computational Methods In Biology (Spring, 2002-05, 2007-09, Fall 2009-2011)
BIOENGINEERING 131/231: Introduction To Computational Biology (Fall 2002-2005)
COMPUTER SCIENCE 267: Applications Of Parallel Computers (1 Lecture) (1999-2002, 2005)
COMPUTER SCIENCE 294: Challenges In Comp. Bio. (Lecture) Fall, 2000
ENGINEERING 39B: Introduction To Computational Biology (Spring, 2002)
BIOENGINEERING 24: Aspects Of Bioengineering (Spring, 2003)
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47. Advanced Potential Energy Surfaces for Condensed Phase Simulation Symposium on Synergistic Relationships between Computational Chemistry and Experiment, Pacifichem, December 15-20, 2015.
48. Advanced Potential Energy Surfaces for Water Simulations. Symposium on Liquids and Glassy Soft Materials: Theoretical and Neutron Scattering Studies, Materials Research Society, November 29 - December 4, 2015, Boston, Massachusetts.
49. Atomistic and Coarse-Grained Models and Methods for Electrostatics. 11th Condensed Phase and Interfacial Molecular Science. Washington DC, November 3, 2015.
50. All Atom and Coarse-Grained Models and Methods for Electrostatics. Mathematical Biosciences Institute Workshop 2: Multiple Faces of Biomolecular Electrostatics. Columbus, Ohio, October 12-16, 2015.
51. Development and Deployment of Chemical Software for Advanced Potential Energy Surfaces. Telluride Workshop. THG, J. Ponder, J. Essex, co-organizers, June 14-20, 2015.
52. Statistical Fluctuations, Dynamics and De Novo Enzyme Catalysis. Albany 2015: The 19th Conversation, University of Albany, New York, June 9-13, 2015.
53. Advanced Potential Energy Surfaces for Solvation. German Bunsen-Society for Physical Chemistry, Bunsentagung 2015, Ruhr-Universität Bochum, Germany, May 14-16, 2015
54. Statistical Fluctuations, Dynamics and De Novo Enzyme Catalysis. Physical Chemistry Seminar, University of Oregon, May 4, 2015.
55. Determining the Structural Ensemble of Intrinsically Disordered Disease Peptides combining Theory and Experiment: Applications to Alzheimer’s Disease Biology. Lorentz Center Workshop on Amyloid Aggregation: Single Molecule Approaches to a Many Molecule Problem, Leiden University, Netherlands April 13 - 17, 2015
56. Determining the Structural Ensemble of Intrinsically Disordered Disease Peptides combining Theory and Experiment: Applications to Alzheimer’s Disease Biology. ACS PHYS. Denver, Colorado, March 22, 2015.
57. Advanced Potential Energy Surfaces for Water Simulations. ACS COMP. Denver, Colorado, March 25, 2015.
58. Advanced Potential Energy Surfaces for Condensed Phase Simulation. Frontiers in Materials Science Lecture Series.  Pacific Northwest National Laboratories. Jan. 26, 2015.
59. The Future of Molecular Simulation. NSF Conceptualization Workshop.  Houston, Texas Jan. 22-24, 2015.
60. New Polarizable Models for Water. Workshop on Fundamental Problems in the Physics and Chemistry of Water.  Houston, Texas Jan. 16, 2015.
61. Statistical Fluctuations, Dynamics and De Novo Enzyme Catalysis. CCP-BioSim, Leeds, UK Jan. 7-9, 2015.
62. Determining the Structural Ensemble of Intrinsically Disordered Disease Peptides combining Theory and Experiment: Applications to Alzheimer’s Disease Biology. University of Illinois, Urbana-Champagne. Theoretical and Computational Biophysics Seminar series. Nov. 10, 2014.
63. Advanced Potential Energy Surfaces for Condensed Phase Simulation. WATOC 2014.  Santiago, Chile Oct. 5-10, 2014.
64. Statistical Fluctuations, Dynamics and De Novo Enzyme Catalysis. DFT-Day: New Approaches in Theoretical Chemistry, Santiago, Chile Oct. 4, 2014.
65. The Future of Molecular Simulation. NSF Conceptualization Workshop.  Berkeley, CA Sept. 18-20, 2014.
66. Methods and Models and Software for Molecular Simulation. The Future of Computational Chemistry. PHYS, ACS in San Francisco, CA August 10-14, 2014.
67. Conformational Sampling Methods and Applications to Protein Kinases. Modeling of Protein Kinases and Phosphorylation. COMP, ACS in San Francisco, CA August 10-14, 2014.
68. Polarization Approximations for Atomistic and Coarse-Grained Models. International Conference on Chemical Bonding, Kauai, Hawaii, on July 24-28, 2014.
69. Polarization Approximations for Atomistic and Coarse-Grained Models. TSRC: Ions in Solution and Molecular Biology: Theory, Modeling, and Experiment. Telluride, Colorado. July 7-11, 2014.
70. Problem-driven Coarse Grained Models. Coarse-graining as a Frontier of Statistical Mechanics, Santa Fe, New Mexico, June 15-19, 2014.
71. Session Chair: Misfolding and Aggregation. Gordon Research Conference on Biopolymers. Salve Regina, Rhode Island. June 1-6, 2014.
72. Engineering, Ethics, and the Future of Energy. Lecture to BioE Honor Society Competition for Regional High Schools. UC Berkeley, April 19, 2014
73. Statistical fluctuations, Dynamics and De Novo Enzyme Catalysis. Hauptman Woodward Medical Research Institute, Buffalo, New York, March 26, 2014
74. Panelist: Software Institutes in Building Communities of Scientific Software Practice. Software Sustainability / SSI-SSE PI Workshop, Westin, Arlington, VA. February 24, 2014.
75. Atomistic and Coarse-Grained Models for Biomolecular Simulations. Biophysical Society, San Francisco February 16, 2014
76. All Atom and Coarse-Grained Studies of the Alzheimer's Amyloid-β Peptide. Biophysics Department Seminar. Johns Hopkins University, December 2, 2013.
77. All Atom and Coarse-Grained Studies of the Alzheimer's Amyloid-β Peptide. Computational Biology Seminar series, Duke University, October 28, 2013
78. The 2013 Nobel Prize in Chemistry. General audience talk. School of Management, University of San Francisco, October 21, 2013.
79. Atomistic and Coarse-Grained Models of Water and Solutes. Keynote speaker. Black Forest Focus on Protein Dynamics: From Water Hydration to Crowding Effects. Freiburg Institute for Advanced Studies. Freiberg, Germany, September 25-29, 2013
80. Atomistic and Coarse-Grained Models of Water. ACS Symposium Theory and Experiment on Water and Hydration. Indianapolis, Indiana September 8-12, 2013.
81. Determining the Structural Ensemble of Amyloid-β Peptides in Aqueous and Membrane Environments. Laboratory of Chemical Physics, National Institutes of Health. Washington, D.C. July 26, 2013.
82. Session Chair, GRC on Biological molecules in the Gas Phase and in Solution. Holderness School, New Hampshire July 21-26, 2013.
83. Engineering, Ethics, and the Future of Energy. Lecture to National Leadership Student Council. Berkeley Art Museum, July 8, 2013.
84. Computing Experimental Observables from Molecular Simulation: Insights and Predictions. Niels Bohr International Academy. Copenhagen, Denmark June 26-30, 2013.
85. Solvation Influence on Enzyme Catalysis and Intrinsically Disordered Peptides. RESOLV International Symposium on Solvation. Ruhr Universitat, Bochum Germany June 3-7, 2013.
86. Computing Experimental Observables from Molecular Simulation: Insights and Predictions. Department of Chemistry, UC Riverside May 15, 2013.
87. All Atom and Coarse-Grained Studies of the Alzheimer's Amyloid-β Peptide. Department of Chemistry, University of Maryland April 26, 2013
88. Dynamical Measurements of Native and De Novo Enzyme Catalysis. Workshop at Durham Institute for Advanced Studies. Durham, UK April 17-20, 2013.
89. Dynamical Measurements of Native and De Novo Enzyme Catalysis. Conference on Protein Dynamics and Function. Durham University, UK April 15-17. 2013
90. Statistical fluctuations, Dynamics and De Novo Enzyme Catalysis. IBM Almaden. San Jose, Ca April 4, 2013.
91. Session Chair, 2013 Berkeley Mini Statistical Mechanics Meeting. January 11-13, 2013.
92. Dynamical Measurements of Native And De Novo Enzyme Catalysis. PHYS, American Chemical Society in Philadelphia, PA August 19-23, 2012.
93. Dependence of the Biomolecular Rate of Protein-Protein Association under Crowding Conditions. COMP, American Chemical Society in Philadelphia, PA August 19-23, 2012.
94. New Force Fields for Molecular Processes at Liquid Interfaces. COMP, American Chemical Society in Philadelphia, PA August 19-23, 2012.
95. Coarse-Grained Studies of the Alzheimer's Amyloid-β Peptide. COMP, American Chemical Society in Philadelphia, PA August 19-23, 2012.
96. Intrinsically Disordered Proteins: When Water Really Matters. Gordon Research Conference on Computational Chemistry. Mt. Snow, Vermont. July 22-27, 2012.
97. Energy Landscapes of Native and De Novo Enzyme Catalysis. ESF-LFUI Conference on Energy Landscapes. Obergurgl, Austria. July 16-21, 2012.
98. Fixed Charge and Polarizable Force Fields: Part 1. TSRC Many-Body Interactions: From Quantum Mechanics to Force Fields. Telluride, Colorado. July 2-6, 2012.
99. Fixed Charge and Polarizable Force Fields: Part 2. TSRC Interfacial Molecular and Electronic Structure and Dynamics. Telluride, Colorado. July 2-6, 2012.
100. Incorporating Dynamics into Design of De Novo Enzyme Catalysis. Gordon Research Conference on Biopolymers. Salve Regina, Rhode Island. June 3-8, 2012.
101. From Monomer Structure to Fibril Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Department of Computational Biology, University of Pittsburgh, Pennsylvania, March 25, 2012.
102. Dynamical Measurements of Native and De Novo Enzyme Catalysis. Chemical Biology, Vanderbilt University, Nashville Tennessee. February 15, 2012.
103. Computing Experimental Observables from Molecular Simulation: Insights and Predictions. Department of Chemistry, UC Berkeley January 24, 2012.
104. Coarse-Graining and Multiscale Models for Biological Systems. US-UK ACV Network, Nottingham University UK, Nov. 4-7, 2011.
105. From Monomer Structure to Fibril Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Department of Biomedical Engineering, University of Texas A&M, College Station, Texas, October 10, 2011.
106. Computing Experimental Observables from Molecular Simulation: Insights and Predictions. PHYS, American Chemical Society in Denver, Colorado August 28-Sept. 1, 2011.
107. Explorations of Water and Hydration by Experiment and Theory. Gordon Research Conference on Biological Molecules in the Gas Phase. Andover, New Hampshire July 31- Aug. 31, 2011.
108. Bioethics of Emerging Technologies for the Physician. American Medical Student Association, UC Berkeley, March 31, 2011.
109. Coarse-Graining and Multiscale Models for Biological Systems. Modeling Electrostatics in Molecular Biology Conference. Clemson University, South Carolina April 4 -6, 2011.
110. Incorporating Measurements of Dynamics in Computational De Novo Enzyme Design. Joint BioEnergy Institute, Emeryville, Ca. March 4, 2011.
111. Interplay of Experiment and Theory for Biological and Chemical Systems. Department of Chemistry, Northwestern University, Evanston, Illinois, February 16, 2011.
112. The Structure of Ambient Water. Computational Materials Science and Chemistry Network. Princeton University, New Jersey, Dec. 6-8, 2010.
113. Coarse-Graining and Multiscale Models for Biological and Chemical Systems. Workshop on Novel Simulation Approaches to Soft Matter Systems. Max Planck Institute for the Physics of Complex Systems, Dresden, Germany, September 20 -24, 2010.
114. Coarse-Graining and Multiscale Models for Biological and Chemical Systems. Symposium on Multiscale Modeling and Simulations. PHYS, American Chemical Society in Boston, Massachusetts August 21-26, 2010.
115. Interplay of Experiment and Theory for Biological and Chemical Systems. Yale University, Connecticut, August 19-20, 2010.
116. Overview of Water in Biology (session chair). Gordon Research Conference on Water & Aqueous Solutions, Holderness School, New Hampshire, August 8-13, 2010.
117. Thermodynamic and Dynamical Anomalies of Water. Dynasoft 2010: Dynamics in Soft Condensed Matter, Cargese, Corsica, July 31-August 8, 2010.
118. Energy Landscapes and Water Anomalies. Energy Landscapes Workshop, Chemnitz, Germany, June 21-July 5, 2010.
119. Biological Interfaces: Theoretical and Experimental Investigations Recent Advances at the Bio/Abio Interface, Christchurch, New Zealand, June 22-24, 2010.
120. Explorations of Water by Experiment and Theory. Telluride workshop on Many-Body Interactions, Telluride, Colorado, June 12-18, 2010.
121. Hydration Water Dynamics Near Biological Interfaces. Invited speaker for symposium on biological water. American Physical Society, Portland, Oregon, March 16, 2010.
122. Coarse-Graining Approaches for Biological Systems. Workshop on Multiscale Modeling and Simulations of Hard and Soft Materials at JNCASR, Bangalore, India, December 7 - 20, 2009.
123. Challenges and Opportunities in Biomolecular Simulation. MasterWorks Talk, Supercomputing 2009, Portland, Oregon Nov. 14-20, 2009.
124. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Dept. of Chemical & Biomolecular Engineering, U. Akron, October 13, 2009.  
125. Coarse-Graining Approaches for Chemical and Biological Systems. Department of Chemical Engineering, Tulane University, September 25, 2009.
126. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. PHYS, American Chemical Society in Washington DC August 16-20, 2009.  
127. Dynamics and Protein Enzyme Design. Workshop on Function and Dynamics of Biomolecules. Keveli Institute of Theoretical Physics, Beijing, China, July 29-August 7, 2009.
128. Coarse-Graining Approaches for Biological Systems. MM2009, Keynote Lecturer, Gold Coast (Surfers Paradise), Queensland, Australia, July 26-29, 2009.
129. Hydration Water Dynamics Near Biological Interfaces. Proteins and Water Workshop, Tempe, Arizona, May 10-13, 2009.
130. Challenges and Opportunities in Biomolecular Simulation. Large Scale Production Computing Requirements for Biological and Environmental Research. Washington DC, May 7-8, 2009.
131. Challenges and Opportunities in Biomolecular Simulation. National Academies of Science workshop: Vision for R&D in Simulation-Based Engineering and Science in the Next Decade. Washington DC, April 22-23, 2009.
132. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. American Society for Biochemistry and Molecular Biology, New Orleans, Louisiana, April 18- 22, 2009.  
133. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Center for Computational Biology (CCB) Colloquium, Washington University, St. Louis, Mo. April 13, 2009.  
134. Polarizable Models: Hydration Water Dynamics Near Biological Interfaces. PHYS, American Chemical Society in Salt Lake City, Utah March 22-26, 2009.
135. Challenges and Opportunities in Enzyme Design. Synthetic Biology Retreat. Berkeley, CA March 14, 2009.
136. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Department of Chemistry, University of Cincinnati, November 21, 2008.  
137. Coarse-Graining Approaches for Biological Systems. Institute for Mathematics and its Applications. Development and Analysis of Multiscale Methods, University of Minnesota, November 3-7, 2008
138. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Department of Chemistry, Utah University, October 27, 2008.  
139. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. Department of Chemistry, New York University, October 17, 2008.  
140. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. Eighth Conference of the World Association of Theoretically Oriented Chemists (WATOC). Sydney, Australia, September 16-21, 2008. 
141. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. Symposium on Water mediated interactions: PHYS, American Chemical Society in Philadelphia, Pa. August 17-21, 2008.  
142. Coarse-Grained Molecular Models of Protein Complexation. SIAM Conference on the Life Sciences, Mini-symposium on Mathematical Challenges in Multiscale Biosystems Modeling, Montreal, Quebec, Canada. August 4- 7, 2008. 
143. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. International Workshop on Aqueous Solutions and Their Interfaces, Crete, Greece, June 22-27, 2008 
144. Investigations Using NMR And Simulation Using Polarizable Force Fields On Ab Peptide Structure.   Workshop on the Development of Force Fields using Ab Initio Electronic Structure Calculations. Telluride Science Research Center, Colorado, July 6-11, 2008.
145. Contrasting Disease and Non-Disease Protein Aggregation. Symposium on Multiscale Modeling in Biophysics: PHYS, American Chemical Society in New Orleans, Louisiana, April 6-10, 2008.  
146. Enhanced sampling methods for characterizing Ab peptide structure. Symposium on replica exhange: COMP, American Chemical Society in New Orleans, Louisiana, April 6-10, 2008.  
147. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Department of Chemistry, Ohio State University, February 5, 2008. 
148. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. Plenary Speaker, International Workshop on Molecular Structure and Dynamics of Interfacial Water, Shanghai, China, December 14-21, 2007.
149. A Molecular View of Liquid Water and Aqueous Hydration from Theory and Experiment. Department of Chemistry, University of New Orleans, Nov. 16, 2007. 
150. Contrasting Disease and Non-Disease Protein Aggregation. Department of Chemistry, Case Western Reserve University, Oct. 18, 2007. 
151. A Molecular View of Bulk and Interfacial Water from Theory and Experiment. Keynote Speaker, Maria Goeppert-Mayer Symposium, Regional ACS meeting San Diego, California, October 12, 2007.
152. A Molecular View of Liquid Water and Aqueous Hydration from Theory and Experiment. Department of Chemistry, Kent State University, Fall, 2007. 
153. A Molecular View of Liquid Water and Aqueous Hydration from Theory and Experiment. Department of Polymer Chemistry, Akron University, Fall, 2007. 
154. The Relationship between Bulk Water and Protein Dynamical Transitions. Symposium on Hydration:  From clusters to aqueous solution: PHYS, American Chemical Society in Boston, MA, August 19-23, 2007. 
155. Contrasting Disease and Non-Disease Protein Aggregation. Mini-symposium on Computational Biomechanics: From Biomolecules to Organisms. 9th US National Congress on Computational Mechanics, San Francisco July 23-26, 2007.
156. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide. Presentation to ITRI Institute in Taiwan, UC Berkeley, June 11, 2007. 
157. From Monomer Structure to Polymorphism: Computational and Experimental Studies of the Alzheimer’s A Peptide.. Department of Chemistry, UC Berkeley, April 3, 2007. 
158. A Molecular View of Liquid Water and Aqueous Hydration from Theory and Experiment.. Department of Chemistry, U. C. Santa Barbara, December 4, 2006. 
159. Determining the Critical Nucleus and Mechanism of Fibril Elongation of the Alzheimer’s A1-40 Peptide. Laboratory of Chemical Physics, National Institutes of Health. Washington, D.C. October 26, 2006. 
160. A Molecular View of Liquid Water and Aqueous Hydration from Theory and Experiment. Condensed Phase and Interfacial Molecular Science, Airlie Conference Center, Virginia, October 22-25, 2006.
161. Understanding Hydrophobic Solvation using Not-Water Models. 62nd Southwest Regional Meeting of the American Chemical Society in Houston, TX, October 19-22. 
162. A Molecular View of Liquid Water from Theory and Experiment. Chemical Biophysics Mini-symposia. University of Pennsylvania, October 12, 2006.
163. A Molecular View of Liquid Water from Theory and Experiment. Harvey Mudd College and Pomona College, California, October 10, 2006. 
164. Cyber-enabled Chemistry. Symposia organizer for the American Chemical Society, September 10-15, 2006. 
165. A Molecular View of Liquid Water from Theory and Experiment. ISIS seminar at Rutherford Appleton Laboratory,  Oxford, UK July 18, 2006. 
166. Protein Folding and Aggregation Isolated Biomolecules and Biomolecular Interactions: Theory and Experiment. Trest Castle, Czech Republic, May 9-14, 2006. 
167. Protein Folding and Aggregation, CECAM Workshop on Protein Aggregation. Lyon, France, May 22-25, 2006. 
168. A Molecular View of Liquid Water from Theory and Experiment. Institut fuer Physikalische und Theoretische Chemie Johann Wolfgang Goethe Universitaet, Frankfurt, Germany April 10, 2006.
169. A Molecular View of Liquid Water from Theory and Experiment. Physical Chemistry seminar. Nottingham University, UK, March 15, 2006.
170. A Molecular View of Liquid Water from Theory and Experiment. Schlumberger Lecture. Cambridge University, UK, February 15, 2006.
171. A Molecular View of Bulk Liquid and Hydration Water. Physical Chemistry seminar. Lugano, Switzerland, February 13, 2006.
172. A Molecular View of Bulk Liquid and Hydration Water. Physical Chemistry seminar. Oxford University, UK, January 30, 2006.
173. Protein Folding and Aggregation. Biophysics Seminar Series, Cambridge University, UK, January 20, 2006.
174. Contrasting Disease and Non-Disease Protein Aggregation. Gordon Research Conference on Protein Folding Dynamics, Ventura, California, January 8-13, 2006.
175. A Molecular View of Bulk and Hydration Water.  Theoretical Chemistry Seminar, Cambridge University, October 12, 2005. 
176. Comparing Aggregation Mechanism and Morphologies between Disease and Non-Disease Proteins Protein Society 19th Symposium, Boston, Massachusetts. July 30-August 3, 2005.
177. Protein Folding and Aggregation. Laboratory of Biophysics and Laboratory of Chemical Physics, National Institutes of Health. Washington, D.C. May 26, 2005.
178. A Molecular View of Hydration Water Dynamics. NIST Center for Neutron Research (NCNR), Washington, D.C. May 23, 2005.
179. Cyberinfrastructure for Computational Biology and Chemistry. CITRIS Corporate Day, NASA Ames/Santa Cruz, California April 18, 2005.
180. Anomalous hydration dynamics as a function of temperature near a model hydrophobic peptide. Symposium in Honor of Michael Klein. American Chemical Society, San Diego, California March 16-23, 2005.
181. Protein Folding and Aggregation. Center for Biomolecular Science and Engineering. University of California, Santa Cruz. February 8, 2005.
182. Protein Folding and Aggregation. Seventh Conference of the World Association of Theoretically Oriented Chemists (WATOC). Cape Town, South Africa, January 16-21, 2005.
183. Co-organizer of NSF Workshop on Cyber-enabled Chemistry. Washington D.C. NSF Oct. 3-5, 2004.
184. Anomalous Hydration Dynamics As A Function Of Temperature Near A Model Hydrophobic Peptide. Gordon Research Conference on Water and Aqueous Solutions. Holderness School, Plymouth, NH, Aug. 1-6, 2004
185. Session leader on Aqueous Solutions. Gordon Research Conference on Computational Chemistry. Holderness School, Plymouth, NH, July 4-9, 2004
186. Hydration Dynamics Near a Model Protein Surface:Protein Function and Protein-Protein Assembly. Gordon Research Conference on Interfacial Water in Cell Biology. Mt. Holyoke College, S. Hadley, MA, June 6-11, 2004.
187. Protein Folding and Aggregation. Chemistry department, Rice University, April 27, 2004.
188. Role of Hydration Forces in Protein Folding, Structure, and Function.  Chemistry department, U. Houston, April 28, 2004. 
189. The Role of Hydration Forces in Protein Folding, Structure, and Function. Chemical Physics seminar series, Caltech, March 9, 2004.
190. Protein Folding and Aggregation. Life Sciences Division, Lawrence Berkeley Laboratory, January 20, 2004.
191. Protein Minimalist Models for Annotating Whole Genomes. Center for Biological Modeling, Michigan State University, November 6, 2003
192. Role of Hydration Forces in Protein Folding and Structure Prediction. PENCE (Protein Engineering Network of Centres of Excellence) Seminar Series, University of Toronto, November 7, 2003.
193. Computational Biology: Towards Understanding Disease Processes such as Alzheimer's & Parkinson's. Celebrating Engineering Excellence, COE Alumni presentation, UC Berkeley, September 13, 2003.
194. Stanley Building Groundbreaking Panel. University of California, Berkeley, May 30, 2003.
195. Cool Walking: A New Markov Chain Monte Carlo Sampling Method. Symposium on Integrating Diverse Computational Approaches to Complex Problem Solving. ACS, New Orleans, Louisiana, March 23-27, 2003.
196. Physiochemical Minimalist Models and Protein Design. Colloquium in Protein Structure, Function and Dynamics, University of Puerto Rico’s Protein Research Center, February 5-8, 2003. 
197. Protein Minimalist Models for Annotating Whole Genomes. President's Meeting of the International Society of Quantum Biology and Pharmacology, Snowbird, Utah, December 13-14, 2002.
198. Synchrotron Experiments and Theory: Pure Water as a Function of Temperature. Symposium on Classical and Quantum Statistical Mechanics Studies of Solvation. ACS, Boston, Massachusetts, August 18-22, 2002.
199. Protein Structure Prediction and Solvation Potentials of Mean Force. Symposium on Water in Novel Environments and Biological Systems. ACS, Boston, Massachusetts, August 18-22, 2002. 
200. Simulation, Neutron, and X-ray Scattering Experiments for Pure Liquid Water. Symposium on Applications of Neutron Scattering in Structural Biology and Biophysics. ACS, Boston, Massachusetts, August 18-22, 2002.
201. Nominator for Berkeley as the Site of WATOC (World Association for Theoretically-Oriented Chemists) 2008. Presentation given in Lugano, Switzerland, August 3, 2002.
202. The Role of Hydration Forces in Protein Folding and Structure Prediction. Department of Chemistry, Monash University, Melbourne, Victoria Australia June 26, 2002.
203. Chemical Bonding Effects in Electron Crystallography. Annual Meeting of the American Crystallographic Association, San Antonio, Texas, May 25-30, 2002.
204. A Global Optimization Approach to Protein Structure Prediction. 42nd Sanibel Symposium, St. Augustine, Florida, February 23-March 1, 2002.
205. Protein Structure Prediction and Solvation Potentials of Mean Force, Workshop on Self-Organizing Biomolecules: The Evolving Picture, Santa Fe, New Mexico, January 13-18, 2002.
206. Facing the Challenges in Structural and Functional Genomics, IBM T. J. Watson Research Center, Blue Gene team, Yorktown, New York, February 22, 2001.
207. Experiment and Simulation in Protein Folding. IBM Workshop for the Blue Gene Project. Break out session leader. San Diego, March 30-31, 2001.
208. Facing the Challenges in Structural and Functional Genomics, ACS, San Diego, April 1-5, 2001.
209. Computational Complexity in Molecular and Genomic-Scale Biology, National Research Council Committee on Frontiers at the Interface of Computing and Biology, Boston, Massachusetts, May 9, 2001.
210. Synchrotron Experiments and Theoretical Analysis of Pure Water, NATO Advanced Research Workshop:  New kinds of phase transitions: transformations in disordered substances. Volga river, Russia, May 24-28, 2001.
211. Matching Simulation and Experiment: Minimalist Models for Annotating Whole Genomes. Gordon Research Conference on Biological Molecules in the Gas Phase. New London, Connecticut June 10-15, 2001.
212. Synchrotron Experiments and Theory: Pure Water as a Function of Temperature. Gordon Research Conference on the Chemistry and Physics of Liquids. Holderness, New Hampshire August 6-10, 2001.
213. Computational Complexity in Molecular and Genomic-Scale Biology, Department of Bioengineering, UC Berkeley, August 14, 2001.
214. Workshop on Polarizability for Biomolecular Simulation (Co-organzier), Snowbird, Utah, Dec. 12-14, 2001.
215. Session Chair of Coupling Simulation Theory and Experiment. LJIS '2000: Quantitative Challenges In The Post-Genomic Sequence Era: A Workshop And Symposium, January 11-15, 2000.
216. Facing the Challenges in Structural and Functional Genomics, Biosciences Division, Argonne National Laboratory, January 24, 2000.
217. Facing the Challenges in Structural and Functional Genomics, Institute for Biomolecular Dynamics, University of Chicago, January 26, 2000.
218. Facing the Challenges in Structural and Functional Genomics, Department of Chemistry, University of North Carolina, Chapel Hill, January 31, 2000.
219. Facing the Challenges in Structural and Functional Genomics, Department of Chemistry, Indiana University, Bloomington, February 3, 2000.
220. Aqueous Hydration Forces for Extremophiles. Session of The Role of Water for Life Under Precarious Circumstances, AAAS meeting. Washington D. C., February 17-21, 2000.
221. Computational Biology, Protein Structure Prediction, and Folding. Symposium on the 21st Century: How Far Can Computation Go with the Hardest Problems, American Chemical Society, San Francisco, March 26-30, 2000.
222. Matching Simulation And Experiment: A New Simplified Model For Simulating Protein Folding. By invitation to RECOMB '2000. Japan, April 11-15, 2000.
223. Facing the Challenges in Structural and Functional Genomics, NASA-Ames, Moffit Field, CA. July 5, 2000.
224. Facing the Challenges in Structural and Functional Genomics, Department of Chemistry, UC Berkeley, September 12, 2000. 
225. Solvation Potentials of Mean Force for Protein Structure Prediction. 4th Community Wide Experiment on the Critical Assessment of Techniques for Protein Structure Prediction (CASP4), Pacific Grove, CA, Dec. 7, 2000.
226. Computational Challenges in Structural and Functional Genomics. NERSC Scientific Computing Group, LBNL, April 15, 1999.
227. Computational Challenges in Structural and Functional Genomics. DOE Computational Sciences seminar series. Washington D. C. April 21, 1999.
228. Determining the Role of Aqueous Hydration Forces in Protein Folding. National Institutes of Health, Washington D.C. April 22, 1999. 
229. Lectures on Structural Genomics, Protein Folding and Prediction, and Hydration Forces, Advanced School on Proteins, National Tsinghua University, Hsinchu, Taiwan, June 7-11, 1999.
230. Electronic and Classical Reaction Field Models for Aqueous Solvation, Workshop on Treatment of Electrostatic Interactions in Computer Simulations of Condensed Media, Santa Fe, New Mexico, June 23-25, 1999.
231. Global Optimization Approaches to Protein Structure Prediction: -Helical Proteins. Polish-American Workshop on Theoretical Chemistry and Molecular Modeling, Wroclaw, Poland, July 1-6, 1999.
232. Determining the Role of Aqueous Hydration Forces in Protein Folding. Americal Chemical Society, New Orleans, Louisiana, August 22-26, 1999.
233. Matching Simulation and Experiment: A New Simplified Model For Simulating Protein Folding. Dept. of Physics, UC Davis. October 28, 1999. 
234. Overview of Computational Biology, Workshop on Computational Biology. Supercomputing '99, Portland, Oregon, November 11-17, 1999.
Conference Organization
1. Co-organizer (with Martina Havenith) Division of Chemical Physics (DCP) Focus Sessions, American Physical Society meeting March 13-17, 2017 in New Orleans, LA. “Chemical Physics of Hydrogen-bonded Networks”.
2. Co-organizer (with Jeff Neaton and Steve Louie), NSF Materials Workshop, February 2-3, 2017, Berkeley, California.
3. Co-organizer (with Chris Kriton-Skylaris) 252nd ACS National Meeting in Philadelphia, PA, August 21-25, 2016, PHYS Division "Advanced Potential Energy Surfaces"
4. Co-organizer 251st ACS National Meeting & Exposition, San Diego, California, March 13-17, 2016; DIVISION: Multidisciplinary Program Planning Group, Multiscales Chemistry
5. Organizer, Advanced Potential Energy Surfaces, Telluride Science Research Center, June 13-18, 2015, Telluride, CO
6. NSF-S2I2 Conceptualization Workshop, Durant Hotel, September 18-20, 2014, Berkeley, California
PI Workshops and Meetings
1. Panel, MolSSI Interoperability workshop, Virginia Tech, Blacksburg, VA June 5-7, 2017
2. DOE Condensed Phase and Interfacial Molecular Science, PI workshop. November 1-4, 2016 Gaithersburg, MD.
3. NSF Software Infrastructure for Sustained Innovation, PI workshop. Feb. 16-17, 2016, Arlington, VA.
4. DOE Condensed Phase and Interfacial Molecular Science, PI workshop. November 1-6, 2015 Arlington, VA.
5. DOE CSD/ESD, Workshop on Contemporary Challenges in Chemical Interfaces, May 20, 2015, Berkeley, CA
6. DOE JCAP All Hands meeting, Asilomar Conference Center, March 11-13, 2015, Pacific Grove, CA
7. NSF Software Infrastructure for Sustained Innovation, PI workshop. Feb. 17-18, 2015, Arlington, VA.
8. NSF Software Infrastructure for Sustained Innovation, PI workshop. Feb. 24-25, 2014, Arlington, VA.
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