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Research Interests.

Computational biology, molecular evolution, phylogenetics and statistical genetics with an emphasis
on viral evolution and methodology /algorithm development.

Positions Held.

2005- Assistant Project Scientist. Antiviral Research Center
Department of Pathology, University of California San Diego.
2004-2005 Postgraduate Researcher. Antiviral Research Center
Department of Pathology, University of California San Diego.
2003-2004 Postdoctoral Fellow. Antiviral Research Center
Department of Pathology, University of California San Diego.

Education.

1998-2003 Ph.D. in the Interdisciplinary Program in Applied Mathematics
at the University of Arizona.
Dissertation: Modeling FEvolutionary Rates in Coding Regions of
DNA Sequences. Advisor: Dr. Joseph C. Watkins.

1996-1998 M.S. in Applied Mathematics, University of Missouri, Columbia.
Project: Stability Radii of Linear Operators.
Advisor: Dr. Yuri Latushkin.

1990-1995 Undergraduate Degree (with honors) in Cybernetics (Applied Mathematics
and Computer Science) Kiev State University (Kiev, Ukraine).
Project: Arbitrary precision numerical methods aided by
symbolic computations. Advisor: Dr. Vladimir Makarov.
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Contributed book chapters.

1. Poon, A.F.Y., Frost, S.D.W and Kosakovsky Pond, S.L.(2007) ”Detecting signatures of
selection from DNA sequences using Datamonkey” A contributed book chapter in “Bioinfor-
matics for DNA Sequence Analysis” (D. Posada Ed. Humana Press, USA) in press.

2. Kosakovsky Pond, S.L. Poon, A.F.Y. and Frost, S.D.W (2007) "HyPhy: Hypothesis
Testing Using Phylogenies” A contributed book chapter in “The Phylogenetic Handbook”
2nd edition (P. Lemey, M. Salemi, and A-M Vandamme, Ed. Cambridge University Press) in
press.
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Software.

HyPhy - Hypothesis Testing Using Phylogenies. Publicly distributed (http://www.hyphy.org)
molecular evolution and statistical inference package (> 4000 users and > 125 citations)

Datamonkey - Adaptive Evolution Server. Public web interface (www.datamonkey.org) to a com-
prehensive and efficient suite of methods aimed at finding adaptive and purifying selection acting
on coding sequences, uncovering evidence of recombination in the evolutionary past of the sample
and detecting evolutionary interactions among sites in a gene (> 30000 processed analyses and
> 60 citations)



Awards and Fellowships

2006 Center for AIDS Research (CFAR) Developmental Grant (PI, $40,000)
2001-2003 NSF Integrative Graduate Education and Research Traineeship Program
(IGERT) Fellowship.
2000-2001 Research Assistant at the Arizona Center of Mathematical Sciences.
1999-2001 Summer Internships, Bioinformatics Research Center, North Carolina State University.
1995-1996 Monstanto Eastern European Scholar Award.

Teaching and Advising.

2005-current, Advised and mentored biomedical sciences graduate students

1998-2000, Teaching Assistant (University of Arizona). Courses taught: College Algebra, Business
Calculus and Mathematics in Modern Society.

1998, Supervised an undergraduate in an independent summer research project (Bioinformatics
Research Center at NCSU).

1996-1998, Teaching Assistant (University of Missouri, Columbia). Courses taught: College Alge-
bra.

Professional Activities.

Reviewer for Nature Genetics, PNAS, Mol Biol Evol, J Mol Evol, PLoS Comp Biol, J Virol,
Genetics, Theor Bio, Bioinfomatics and BMC Evol Biol
Member of NESCent sponsored Evolutionary Informatics workgroup
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