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University of California, Berkeley, CA 2004-2009

Ph.D., Biophysics with a designed emphasis in Computational and Genomic Biology
Advisor: Montgomery Slatkin.
Dissertation: Unbiased population genetic inference from high-throughput sequencing data.

Harvard University, Cambridge, MA 1997-2001
A.B., Computer Science and Biology, with Honors

Advisor: George Church.

Thesis: Higher order hidden Markov models for DNA-binding site identification.

RESEARCH EXPERIENCE
Emory University, Atlanta, GA 2009-present
NSF postdoctoral fellow in biological informatics
Advisor: Rustom Antia
Continued independent research developing population genetic models of metagenomic data
and ancient DNA. Started new line of research working with Dr. Antia to model adaptive im-
mune system dynamics, including genetic diversity.

National Center for Biotechnology Information, Bethesda, MD 2001-2004
Senior systems analyst

Developed computational tools to validate human genome assembly, detect centromeric se-
quence, identify CpG islands and automate RefSeq creation.

FELLOWSHIPS & AWARDS

NSF Postdoctoral Fellowship in Biological Informatics 2010-2011

Alan J. Bearden Memorial Award for outstanding dissertation research 2009

Chang-Lin Tien Fellowship (Berkeley graduate fellowship) 2007-2009
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TEACHING
Survey of Genetics (student instructor with M. Slatkin, G. Barnes, D. Rohksar) Fall 2007
Undergraduate course, University of California, Berkeley

Introduction to Systems in Biology and Medicine (student instructor with H. Lim) Spring 2007
Undergraduate course, University of California, Berkeley

Evolution (student instructor with N. Patel, C. Bergman) February 2007
Graduate short course, Cold Spring Harbor Laboratory

SERVICE
Member, CDC Nex-StoCT Working Group to develop guidelines for next- 2011
generation sequencing technology applied to clinical testing.

Reviewer for Bioinformatics, Genetics, Genome Research, Molecular Biology and Evo- 2009-
lution, Molecular Ecology, Molecular Ecology Resources, PLoS Genetics, PLoS One, Pro-
ceedings of the National Academy of Sciences

INVITED PRESENTATIONS
Neanderthal Consortium Planning Meeting, Opatija, September 2011
Dept of Evolutionary Genetics, Max Planck Institute for Evolutionary Anthropology, August 2009
Evolutionary Genetics: the impact of next gen sequencing technologies, Wittenberg, March 2009
Workshop on Bacterial Genomics, Oxford, September 2007



