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EDUCATION    
 

2010 Physics Ph.D. University of Maryland, College 
Park 

2005 Liberal Arts B.A., Plan II 
Honors 

University of Texas, Austin 

2005 Physics B.S., Special 
Honors 

University of Texas, Austin 

 
POSTDOCTORAL TRAINING 
 

2010 –  Computational Biology Dana-Farber Cancer Institute, 
Boston, MA 

 
HONORS AND DISTINCTIONS 
 

2006 – 2009 Full Scholarship University of Maryland 

2006 – 2009 Cancer Education Research 
Training Award 

NIH 

2005 – 2006 Excellence in Teaching Award University of Maryland 

2005 Dean’s Graduate Fellow Award University of Maryland 

2005 Physics Scholarship Recipient University of Texas 

2001 – 2003 Ford Scholarship Recipient University of Texas 

2001 – 2003 Friends of Alec Scholarship 
Recipient 

University of Texas 

 
 
 
 



PROFESSIONAL SOCIETITES 
 

2003 American Physical Society Member 
2003 Sigma Pi Sigma, Lifetime Member 
2002 Golden Key Honor Society Member 
2002 Gamma Beta Phi Member 

 
 
TEACHING EXPERIENCE 
 

2009 Co-instructor Hands-On Research Complex 
Systems Summer School, UFABC, 
Sao Paulo, Brazil 

 Prepared material for three-hour lab course on studying networks using 
Matlab. Sections consisted of 10-15 selected international students with 
various educational backgrounds. Answered questions and monitored 
student progress. 

2006 Teaching Assistant University of Maryland 

 Prepared material for and taught both study and lab sections for a course 
on mechanical physics for pre-med students. Sections consisted of 45-50 
university students. 

2005 Teaching Assistant University of Maryland 

 Monitored lab work for two sections of 15-20 undergraduate physics 
majors. Course on data analysis. 

 
 
MAJOR RESEARCH INTERESTS 
 

My research has focused on understanding gene regulation, especially in the 
context of regulatory networks, initially as a graduate student and currently as a 
postdoc.  During my graduate work I explored the network structure of the Gene 
Ontology while simultaneously studying protein binding in the context of 
epigenetic modifications via ChIP-chip and protein-binding-microarray assays.  
As a postdoctoral fellow, I have merged this appreciation of biological function 
with gene regulation.  I have developed and applied a model that integrates 
different sources of regulatory information in order to predict a gene regulatory 
network. My broad research interests include regulatory networks, network 
structure, understanding how different types of data can be understand in a 
network context as well as how exploring how biological mechanisms and 
contexts affect regulatory network structures. My current research focuses on 
enhancing the understanding of gene regulation by integrating different sources of 
regulatory information into one model. 

 



 
FUNDED GRANT PROPOSALS 

 
“Using Networks to Assign Gene Function in Lung Disease” (1 R01 HL111759-01A1)  

 
 
REVIEWER OF ARTICLES FOR: 
 

PLoS Computational Biology 
Physical Review A 
BMC Bioinformatics 
Frontiers in Bioscience 
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