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Education 

University of Michigan, Ann Arbor Ann Arbor, MI 
Ph.D. in Ecology & Evolutionary Biology and Scientific Computing 2008 – 2013 
Thesis Advisor: Mercedes Pascual 
 
University of Michigan, Ann Arbor Ann Arbor, MI 
B.S.E. in Computer Science, summa cum laude, Minor in Mathematics 2000 – 2004 

  
Research & Professional Experience 

University of Chicago Department of Ecology & Evolution Chicago, IL 
Computational and Statistical Researcher, Cobey Lab 2013 – 2016, 2018 – present 
Currently investigating how influenza exposure history affects protection and immune response. Previously 
worked on computational and statistical research projects related to the ecology and evolution of infectious 
disease. Built software tools for the lab. Mentored graduate students and postdoctoral researchers. 
 
Mount Sinai School of Medicine Redwood City, CA 
Engineer and Researcher, Health Data and Design Innovation Lab (HD2i) 2017 
Prototyped a web application for conducting N-of-1 clinical trials in Flask and React. Worked on statistical 
methods for N-of-1 clinical trials. 
 
Microsoft Research Cambridge, UK 
Consultant, Computational Ecology and Environmental Science Group 2007 – 2008 
Developed software tools to model the spatial spread of invasive species. 
 
Google Summer of Code  Ann Arbor, MI 
University of Michigan Center for the Study of Complex Systems 2006 – 2007 
Designed and implemented a software tool for running large-scale computer experiments on remote clusters. 
 
University of Michigan Ann Arbor, MI 
Programmer & Research Assistant, Dept. of Ecology & Evolutionary Biology 2003 – 2006 
Implemented computational models for ecological research on food-web networks and infectious disease. 
 
Apple Computer, Inc. Cupertino, CA 
Technical Writer, Software Engineering 2002 
Wrote technical documentation describing core Mac OS X programming frameworks. 
 
Kinetic Books, Inc. Seattle, WA 
Utility Infielder 2001 – 2004 
Wrote educational materials and built software prototypes for electronic physics and mathematics textbooks. 

 
Honors & Awards 

Computational Science Graduate Fellowship 2009 – 2013 
United States Department of Energy and Krell Institute 
 
Distinguished Achievement Award, Computer Science 2003 
University of Michigan College of Engineering 
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