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APPOINTMENTS 
University of Pittsburgh                            Pittsburgh, PA 
Associate Professor of Chemistry (with Tenure)        2012-present 
University of Pittsburgh Honors College Faculty Fellow       2018-present 
Assistant Professor of Chemistry              2006-2011 
Assistant Professor of Computational Biology (Secondary Appointment)         2006-2011 
Affiliated Faculty, Joint CMU-Pitt Computational Biology Program      2006-present 
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EDUCATION  
Stanford University/IBM Almaden Research Center                Stanford, CA and San Jose, CA 
Postdoctoral fellow with Vijay Pande/William Swope                                                   2005-2006 
 
Stanford University                      Stanford, CA 
Postdoctoral fellow with Vijay Pande                     2002-2005 
 
University of California at San Francisco                  San Francisco, CA 
Ph.D. in Biophysics with Peter Kollman (deceased in 2001)/Irwin Kuntz              1997-2002 
Thesis Title: “Computational Studies of Antibody and Enzyme Catalysis” 
 
Massachusetts Institute of Technology             Cambridge, MA 
B.S. in Chemistry with Bruce Tidor                                1993-1997   
 
HONORS   
ACM Gordon Bell Special Prize for HPC-Based COVID-19 Research      2020 
Silicon Therapeutics Open Science Fellowship          2020 
University of Pittsburgh Arts & Sciences Bellet Teaching Excellence Award      2017 
National Science Foundation CAREER Award           2009-2014 
Carnegie Science Emerging Female Scientist Award         2012 
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TEACHING 
Graduate course in quantum mechanics (2006-2008); undergraduate courses in quantum mechanics 
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drug discovery (2008-2012, 2014), and summer workshop in creative science writing (2017-2019). 
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Co-organizer of TSRC Workshop on Designing Biomolecular Switches (2014, 2017) 
Co-organizer of WESTPA workshop, University of Pittsburgh (2015, 2018) 
National Science Foundation XSEDE Allocations Resource Committee (2011-2014) 
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