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Education

Ph.D. Computer Science (Bioinformatics) 2008
University of California, Riverside Riverside, CA

M.S. Computer and Information Sciences (Machine Learning and Data Mining) 2004
Temple University Philadelphia, PA

B.S. Computer Science and Mathematics (double major), Summa Cum Laude 2002
University of Bridgeport Bridgeport, CT

Research

Graduate Student Researcher 2006-2008
Algorithms and Computational Biology Lab, UC Riverside Riverside, CA

Intern Summer, Fall 2007
Personalized Healthcare Group, Siemens Corporate Research Princeton, NJ

Research Assistant Summers 2004, 2005
Center for Comp. Biology and Bioinformatics, Indiana University School of Medicine Indianapolis, IN

Research Assistant 2003-2004
Center for Information Science and Technology, Temple University Philadelphia, PA

Teaching

Teaching Assistant 2004-2006
Computer Science and Engineering Department, UC Riverside Riverside, CA

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

Awards and Distinctions

PSB 2008 travel award sponsored by the National Institutes of Health.

Dean’s Graduate Fellowship award at the University of California, Riverside (2004-2006).

Academic Excellence Scholarship at the University of Bridgeport (1998-2002).

President’s List at the University of Bridgeport for all semesters (1998-2002).

Member of the Phi Kappa Phi and Upsilon Pi Epsilon Honor Societies at University of Bridgeport.
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Posters

Kusenda M, Seungtai Y, Vacic V, Wigler M, and Sebat J. “The effect of chr16p11.2 microdeletions and
microduplications on gene expression in Autism Spectrum Disorders.” Poster presented at the American
Society of Human Genetics Meeting, Philadelphia, Pennsylvania. (2008)
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of molecular recognition feature complexes.” Poster presented at the 51st Biophysical Society Annual
Meeting, Baltimore, Maryland. (2007)
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Services

President of the Upsilon Pi Epsilon (Honor Society for the Computing Sciences) Bridgeport Delta Chap-
ter at the University of Bridgeport (2001-2002).

Program committee member for the IEEE International Conference on Application-specific Systems,
Architectures and Processors (ASAP) - Bioinformatics Track (2009).

Reviewer for (journals) Nucleic Acids Research, Bioinformatics, BMC Structural Biology, Pattern Recog-
nition, Algorithms for Molecular Biology, IEEE Communications Letters; (conferences) Pacific Sympo-
sium on Biocomputing (PSB), Computational Systems Bioinformatics (CSB), Workshop on Algorithms
in Bioinformatics (WABI), IEEE International Conference on Data Mining (ICDM), SIAM Data Mining
(SDM), Combinatorial Pattern Matching (CPM), IEEE International Conference on Tools with Artificial
Intelligence.


