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Education 
PhD in Computer Science, May 2016, Duke University, Durham, NC, with a 

certificate in Structural Biology and Biophysics.  Advisor: Bruce Donald.  Thesis 
topic: Protein and drug design algorithms using improved biophysical modeling.   
GPA: 3.97 

 
BS (summa cum laude, Phi Beta Kappa) in Chemistry (ACS certified) and Mathematics 

(with distinction; senior thesis: “Improving the Accuracy and Scope of Quantitative 
FRAP analysis”), May 2009, Duke University.   

Undergraduate GPA: 3.94 
 
High school diploma, May 2006, Cary Academy, Cary, NC.   
 
Honors and Awards 

• Dolores Zohrab Liebmann fellow, 2015 
• Kamin poster award, Duke biochemistry departmental retreat, 2014 
• PhRMA Informatics fellow, 2012 
• National Defense Science and Engineering Graduate Fellow, 2009 
• James B. Duke fellow, 2009 
• Julia Dale Prize, Duke math department, 2009 
• Goldwater scholar, 2008 
• PRUV fellow (for summer research in math at Duke), 2008 
• National Merit Scholarship, 2006 
• National Chemistry Olympiad finalist; attended two-week study and US team 

selection camp at the US Air Force Academy, Colorado Springs, CO, June 2006 
• USA Mathematical Olympiad qualifier, 2006 
• USA Biology Olympiad semifinalist, 2004  
• 5th in US (1st in NC) on American Mathematics Competition (AMC) (10A 

division), 2004 
 
 
 
Languages 

• Java 
o Wrote large portion of OSPREY protein design software; leading ongoing 

refactoring effort 
• Other programming languages: Python, C++, HTML, MATLAB 
• Natural languages: English, Spanish, French, Russian 



 
Professional Experience 

• PhD thesis research performed with Dr. Bruce Donald; also performed research 
with Drs. Lingchong You, David Beratan, and Michael Fitzgerald in the first year 
of graduate school.   

• Intern, Vaccine Research Center (National Institutes of Health), May-August 
2014.  Advisors: Drs. Peter Kwong and Ivelin Georgiev.   

• Undergraduate researcher, Dr. Sharyn Endow’s lab, Duke Dept. of Cell Biology, 
December 2006-May 2009 

o Worked on microtubule motors, especially data analysis and modeling for 
FRAP (fluorescence recovery after photobleaching) and other 
experiments.   

• Pre-undergraduate researcher, Dr. Nina Allen’s and Dr. Hans Hallen’s labs, NC 
State Univ., summers 2004-2006  

• Undergraduate assistant to Director of Academic Support Programs, Duke Univ. 
Graduate School, September 2006-April 2007 

 
Activities 

• Program committee member for ISMB 2017 
• Reviewer for Journal of Chemical Theory and Computation and PLoS 

Computational Biology 
• Duke math club, 2006-2009 

o Putnam score of 26 (top 12%), Dec. 2008 
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