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EDUCATION AND TRAINING

e Postdoctoral Research Scientist, Columbia University, New York, NY
Specializing in genetics of neurological diseases and functional genomics.

e Postdoctoral Fellow, Cold Spring Harbor Laboratory, Cold Spring Harbor, NY
Specialized in genetics and systems biology of psychiatric diseases.

e Ph.D. Computer Science, University of California, Riverside, Riverside, CA
Specialized in computational biology. Dean’s Graduate Fellowship.

e M.S. Computer and Information Sciences, Temple University, Philadelphia, PA
Specialized in machine learning and data mining.

e B.S. Computer Science and Mathematics, University of Bridgeport, Bridgeport, CT
Academic Excellence Scholarship. President's List. Graduated Summa Cum Laude.

RESEARCH

e Intern, Siemens Corporate Research, Princeton, NJ
Developed data analysis tools as part of the Personalized Healthcare group.

e Research Assistant, Indiana University School of Medicine, Indianapolis, IN
Interned at the Center for Computational Biology and Bioinformatics.

TEACHING

e Teaching Assistant, Computer Science and Engineering, UC Riverside, Riverside, CA

2010 - present

2008-2010

2004-2008

2003-2004

1998-2002

2007

2004, 2005

2004-2006

e Teaching Assistant, Computer and Information Sciences, Temple University, Philadelphia, PA 2003-2004

SERVICE

e Program committee member for the International Workshop on Data Mining in Bioinformatics - BIOKDD
(2011), IEEE International Conference on Application-specific Systems, Architectures and Processors (ASAP)

- Bioinformatics Track (2009, 2010, 2012).

e Reviewer for (journals) Nucleic Acids Research, Genome Biology, Bioinformatics, PLoS Computational Biol-
ogy, Molecular Biology and Evolution, BMC Structural Biology, Pattern Recognition, PLoS One, Algorithms
for Molecular Biology; (conferences) Intelligent Systems for Molecular Biology (ISMB), Pacific Symposium on
Biocomputing (PSB), Computational Systems Bioinformatics (CSB), Workshop on Algorithms in Bioinformat-
ics (WABI), ACM SIGKDD Conference on Knowledge Discovery and Data Mining (KDD), IEEE International
Conference on Data Mining (ICDM), SIAM Data Mining (SDM), Combinatorial Pattern Matching (CPM).

e President of the Upsilon Pi Epsilon (Honor Society for the Computing Sciences) Bridgeport Delta Chapter at

the University of Bridgeport (2001-2002).



AWARDS AND DISTINCTIONS

PSB 2008 travel award sponsored by the National Institutes of Health.
Member of the Phi Kappa Phi and Upsilon Pi Epsilon Honor Societies at University of Bridgeport.
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