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Contact Information.

Antiviral Research Center
University of California San Diego
150 W Washington St. Ste 100
San Diego, CA 92103

(619) 543-8899

spond@ucsd.edu

Research Interests.

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

Positions Held.

2008- Assistant Adjunct Professor.

Division of Infectious Diseases

Division of Biomedical Informatics

Department of Medicine, University of California San Diego.
2005-2008 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 Evolutionary 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 (January 2009).
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genies” A contributed book chapter in “Statistical Methods in Molecular Evolution” (Rasmus
Nielsen, Ed. Springer, ISBN: 0-387-22333-9).

Software Projects.

HyPhy - Hypothesis Testing Using Phylogenies. Publicly distributed (http://www.hyphy.org)
molecular evolution and statistical inference package (> 4500 registered users and > 200 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 as well as uncovering evidence of recombination in the evolutionary past of
the sample (= 50000 processed analyses and > 50 citations)



Awards and Fellowships

2006
2001-2003

2000-2001
1999-2001
1995-1996

Center for AIDS Research (CFAR) Developmental Grant (PI, $40,000)

NSF Integrative Graduate Education and Research Traineeship Program

(IGERT) Fellowship.

Research Assistant at the Arizona Center of Mathematical Sciences.

Summer Internships, Bioinformatics Research Center, North Carolina State University.
Monstanto Eastern European Scholar Award.

Teaching and Advising.

2004-current, Taught five invited molecular evolution workshops at UT Austin, NESCent, CINES-
TAV Mexico City and the University of Pretoria. 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, Proc. Royal Society B, 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



Current Grant Support.

1 RO1 AI57167-02 (Frost, Simon D.W.) 07/01/2004-06/30/2009 2.4 Calendar Mos.

NIH $1,184,090
Modeling HIV Escape from Neutralizing Antibodies. Major goals: to char-

acterize the escape of HIV from neutralizing antibody responses at the phe-
notypic and genotypic level using advanced statistical models.

1U01AI074521-01 (Schooley, Robert T.) 0701/2007-06/30/2012 .9 Calendar Mos.
NIH $3,998,473
Multiplex Nucleic Acid Detection Devices for the Diagnosis of Respiratory

Viruses. Major goals: to develop and validate accurate, inexpensive and
high-throughput molecular devices for diagnosing respiratory viruses, espe-
cially influenza.

2 RO1 AI47745-05A1 (Richman, Douglas D)  7/01/2000-12/3/2011  6.6. Calendar Mos.

NIH $1,545,000
Biomathematical Analysis of Viral Dynamics and Evolution. Major goals:

To collect increasingly detailed and complex data on viral and host genetic
variation, this will necessitate the development of more biologically realistic
mathematical and statistical models of HIV dynamics and evolution.

NSF 0714991 (Frost, Simon D.W.) 07/01/2008-06/30/2011 1.5 Calendar Mos.

NSF $565,000
Identifying Selection Pressures on Viral Genomes. Major goals: To develop

sophisticated likelihood-based models of molecular evolution and to contrast
and compare patterns of evolution in viral genes.

R21 AI077304 (Smith, Davey M.) 04/01,/2008-03/31/2010 .6 Calendar Mos.

NIH $380,850
Detection and Characterization of HIV-1 Interclade Dual Infection. Major

goals: In this proposal, we aim to determine: (1) the prevalence, nature,
and course of HAND during and after acute and early HIV (AEH) infection,
(2) how the clinical signs and symptoms of acute retroviral syndrome (ARS)
correlate with the development of HAND, and (3) how HAND responds to
antiretroviral therapy (ART) started during AEH infection.



