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Research and Professional Experience

2014 - Professor Mathematics and Biochemistry, U.W. Madison
2009 - 2014 Associate Professor Mathematics and Biochemistry, U.W. Madison
2003 - 2009 Assistant Professor Mathematics and Biochemistry, U.W. Madison
2001 - 2003 Assistant Principal Scientist San Diego Supercomputer Center, U.C. San Diego
1998 - 2001 Postdoctoral Scientist San Diego Supercomputer Center, U.C. San Diego

Education and Training

University of California at San Diego Postdoctoral 1998 - 2001 Computational Biology
University of California at Berkeley Ph.D. 1998 Mathematics
San Jose State University B.A. 1992 Mathematics

Professional Activities

Trainer Computation & Informatics in Biology & Medicine
Trainer Biotechnology Training Program
Trainer Biophysics Program
Trainer Medical Sciences Training Program
Trainer Khorana Scholars Program
Trainer Undergraduate Research Program
Program Committee Great Lakes Bioinformatics Meeting, 2016
Program Committee Great Lakes Bioinformatics Meeting, 2015
Program Committee International Society for Computational Biology Meeting, 2016
Program Committee International Society for Computational Biology Meeting, 2015
Program Committee International Society for Computational Biology Meeting, 2014
Program Committee International Society for Computational Biology Meeting, 2013
Session Chair Society for Industrial and Applied Mathematics, Boston MA, July 2016
Session Chair Society for Mathematical Biology, Knoxville TN, July 2012
Session Chair Intl. Conf. on Numerical Analysis and Applied Math., Rhodos, Greece, September 2010
Session Chair Intl. Conf. on Numerical Analysis and Applied Math., Crete, Greece, September 2009
Session Chair Math Fest, Madison WI, August 2008
Session Chair Intl. Meeting of the American Mathematical Society, Rio de Janiero, Brazil, June 2008
Session Chair Biomedical Engineering Society Meeting, Chicago IL, Oct 2006
Co-Organizer 32nd Annual Steenbock Symposium, Madison WI, May 2006
Organizer Contemporary Biochemistry Series, Madison WI, Fall 2005
Organizer Environmental Microbes Workshop, Madison WI, Sep 2005
Co-Organizer High Performance Biocomputing Workshop, Washington DC, Aug 2005
Co-Organizer SciDAC Workshop, San Francisco CA, Jun 2005
Co-Organizer Multiscale Mathematics Workshop, Portland OR, May 2005
Advisory Editor Journal of Theoretical & Computational Chemistry
Member American Math Society Liason Committee to AAAS (2010-2012)
Referee Proteins, Nuc Acids Res, Biophys J, Bioinformatics, PLoS Comput Biol, J Comp Chem
Reviewer NIH, NSF, DOE



Awards and Honors

2007 Vilas Associates Award
2006 Alfred P. Sloan Research Fellowship in Molecular Biology
2003 Steenbock Faculty Fellow, U.W. Madison
1998 La Jolla Interfaces in Science Postdoctoral Fellow, U.C. San Diego
1997 Achievement Rewards for College Scientists (ARCS) Foundation Fellow
1997 Regents Fellow, U.C. Berkeley

Codes and Websites

KFC: web server for predicting alanine mutagenesis hot spots (over 70,000 jobs since 2011!)
http://kfc.mitchell-lab.org

DBSI: predicts DNA binding sites on proteins
http://dbsi.mitchell-lab.org

CubeZern: creates representations of low-resolution microscopy data using Zernike polynomials
http://cubezern.mitchell-lab.org

CUDESA: method for calculating surface areas and desolvation on using parallel computation on graphics cards
http://cudesa.mitchell-lab.org/

FADE: computes atomic density using Fast Fourier Transforms
http://www.mitchell-lab.org/FADE.php

SOI: calculates statistically uniform samples of 3D rotation groups
http://rotations.mitchell-lab.org
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Invited Presentations (Since Fall 2009)

Data-Driven Models for Protein Binding and Mutagenesis Effects
IMPA Biomath Workshop, Rio de Janiero, Brazil, March 2015

Data-Driven Models for Biophysics
UCLA, February 2015

Data-Driven Models for Biophysics
USC, February 2015

Interologs in Protein Docking
Modeling Protein Interactions, October 2014

Data-Driven Models for Protein Binding and Mutagenesis Effects
Bio-X Meeting, Recife, Brazil, November 2013

Kicking and Swinging: Collective Motion at the Local Scale
Gordon Research Conference: Computational Approaches to NMR, July 2013

Knowledge-Based Structural Approaches to Protein Modeling
Telluride Workshop on Protein Modeling, July 2013

DBSI: DNA Binding Site Identifier
Rules of Protein-DNA Recognition: Computational and Experimental Advances, Banff, Canada, June 2013

Using Knowledge-Based Models to Predict Mutagenesis Effects
Critical Assessment of Predicted Interactions (CAPRI), Utrecht, Netherlands, April 2013

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
International Conference Frontiers in Systems and Synthetic Biology, March 2013

Structure-Based Predictive Models for Mutagenesis Effects
Modeling of Protein Interactions, November 2012

Density Cluster NMA: Protein Decomposition for Normal Mode Analysis
Kansas State University, November 2012

Density Cluster NMA: Protein Decomposition for Normal Mode Analysis
American Math Society Meeting, October 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Society for Mathematical Biology, July 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Computational Biology to Systems Biology, June 2012

The Geometry of Molecules
Massachussetts Institute of Technology, March 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Colorado State University, February 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Indiana State University, February 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Michigan State University, January 2012

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
Rush University, November 2011



Uniform Deterministic Sampling of Rotation Groups and Applications to Biology
SIAM Conference on Geometric Modeling, October 2011

ReplicOpter: A Replicate Optimizer for Flexible Docking
Mathematical Biosciences Institute, April 2011

Predictive Models for Flexible Protein Docking and Allostery
University of Illinois - Chicago, January 2011

Uniform Deterministic Sampling of Rotation Groups and Applications to Biology
IMPA Biomath Workshop, Foz do Iguazu, Brazil, March 2011

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
UC Berkeley, May 2010

Knowledge-Based Structural Approaches for Predicting Hot Spots of Protein Binding and Allostery
UC San Francisco, April 2010

Using Numerical Tools to Gain Insight into Protein-Protein and Protein-DNA Interactions
UC San Francisco, March 2010

Using Clustering and Optimization in Flexible Protein Docking
International Conference on Operations Research, Havana, Cuba, February 2010

Replicopter: A Replica Optimizer for Flexible Docking
Critical Assessment of Predicted Interactions (CAPRI), Barcelona, Spain, December 2009

GPU-Enabled Calculations for Molecular Simulation
Intl Conference on Numerical Analysis and Applied Mathematics, Crete, Greece, September 2009


