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Education 
University of California, Berkeley, CA. M.A. and Ph.D. in Biostatistics. 1998 – 2003. 
Watson Fellowship, “Sudden Infant Death Syndrome in three socio-political contexts: New 
Zealand, Indonesia, and Australia.” 1995 – 1996. 
Johns Hopkins School of Public Health: Summer Graduate Program in Epidemiology, 
Baltimore, MD. 1995. 
Pomona College, Claremont, CA. B.A. Summa Cum Laude in Anthropology and Mathematics. 
1991 – 1995. 
Mills Summer Math Institute, Berkeley, CA. 1994. 

 
Employment 

Associate Investigator & Associate Professor. Gladstone Institutes, Institute for Human 
Genetics & Div. of Biostatistics, University of California, San Francisco, CA. 2008-present. 
Assistant Professor. Genome Center & Dept. of Statistics, University of California, Davis, CA. 
2005-2008. 
Postdoctoral Researcher. Dept. of Biomolecular Engineering, University of California, Santa 
Cruz, CA. Mentors: David Haussler & Todd Lowe. 2003-2005. 
Postdoctoral Research Assistant. Div. of Biostatistics, University of California, Berkeley, CA. 
Mentor: Sandrine Dudoit. 2003. 
Graduate Student Researcher. Div. of Biostatistics, University of California, Berkeley, CA. 
Mentor: Mark van der Laan. 2000-2003. 
Summer Intern. Microarrays Group, Chiron Corporation, Emeryville, CA. 2000. 

Summer Intern. Clinical Trials Group, Chiron Corporation, Emeryville, CA. 1999. 
Research Assistant. Dept. of Child Health, University of Bristol, UK. 1996-1998. 

Research Consultant. Guy’s and St. Thomas’ United Medical and Dental Schools, London, 
UK. 1997. 

Research Officer. Dept. of Child Health, University of Queensland, Australia. 1996. 
Project Coordinator. Maori SIDS Prevention Team, University of Auckland, New Zealand. 
1995. 
Research Assistant. Dept. of Anthropology, Pomona College, Claremont, CA. 1994-1995. 

 



Honors & Awards 
Sophomore Math Prize, Pomona College, Claremont, CA. 1993. 

Valedictorian, High Scholarship Prize (4.0 GPA), Math Prize, Anthropology Prize, Phi 
Beta Kappa Award, Pomona College, Claremont, CA. 1995. 

Thomas J. Watson Fellowship, Watson Foundation. 1995-1996. 
Berkeley Fellowship, University of California, Berkeley, CA. 1998-2000. 

Evelyn Fix Memorial Prize, Chin Long Chiang Biostatistics Student of the Year, University 
of California, Berkeley, CA. 2003. 

Faculty Development Award, University of California, Davis, CA. 2007. 
Sloan Research Fellowship, Alfred P. Sloan Foundation. 2008-2010. 

 
Teaching Experience 

Associate Professor. September, 2008 – present. 
University of California, Division of Biostatistics, San Francisco, CA. 

• Bioinformatics & Computational Biology 
• Statistical Methods for Array & Sequence Data 
• Statistical Methods in Bioinformatics: Case Studies 
• Quantitative Biology Seminar 

 
Assistant Professor. November, 2005 – June, 2008. 
University of California, Department of Statistics, Davis, CA.  

• Elementary Statistics  
• Categorical Data Analysis  
• Statistical Methods for Bioinformatics 
• Biostatistics Seminar 

 
Workshop Instructor. August, 2003 – present. 

• R/Bioconductor software 
• DNA Microarrays 
• Design of experiments 
• Statistical analysis 

 
 

Professional Memberships  
American Statistical Association. 2002-present. 
International Society for Computational Biology. 2005-present. 

American Society of Human Genetics. 2012-present. 
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Software Projects 
Statistical Programming 

Clustering Algorithms 
 hopach 
 http://cran.fhcrc.org/web/packages/hopach/index.html  
 pamsil 
 http://docpollard.org/pamsil.tar.gz   
Multiple Hypothesis Testing Procedures 
 multtest 
 http://cran.fhcrc.org/web/packages/multtest/index.html  
 
Genome Browsers 
 http://genome.ucsc.edu/ 

 http://archaea.ucsc.edu/ 
 
Comparative Genomics 

Phylogenetic Analysis with Space/Time Models (PHAST) 
 http://compgen.bscb.cornell.edu/phast/  
 http://cran.r-project.org/web/packages/rphast/index.html  
 
Metagenomics  

Operational Taxonomic Units  
 PhylOTU 
 https://github.com/sharpton/PhylOTU  

Simulations 
 MetaPASSAGE 
 https://github.com/sriesenfeld/MetaPASSAGE  



Grants 
Active 
 
NIH R01 
What made us human? 
Role: PI (Adam Siepel, co-PI) 
2008-2012  
$864,000 * 
 
NSF/DMS  
Exploring the niche space of human microbiome functions through convex geometry and evolutionary 
genomics 
Role: PI 
2011-2013 
$789,809 
 
NIH U01 
The epigenetic landscape of heart development 
Role: PI (jointly with Benoit Bruneau, Bruce Conklin, Deepak Srivastiva, Shinya Yamanaka, and Laurie 
Boyer) 
2009-2014 
$4,429,581  
 
Completed 
 
Gordon & Betty Moore Foundation 
Integrating evolutionary, ecological and statistical approaches to metagenomics 
Role: PI (jointly with Jonathan Eisen and Jessica Green) 
2008-2012 
$1,791,500  
 
Sloan Research Fellowship in Computational & Evolutionary Molecular Biology 
Role: PI 
2009-2010 
$45,000 
 
UCSF Program for Breakthrough Biomedical Research (PBBR) Integrative Research Award 
In vivo characterization of the vertebrate regulatory code 
Role: PI (jointly with Nadav Ahituv) 
2009-2010 
$197,387 
 
UC Davis Faculty Development Award 
Role: PI 
2007-2008 
$16,000 
 
NIH Individual National Research Service Award 
Defining the Topography of Gene Expression (#1 F32 GM070249-01) 
Role: PI (Postdoctoral Fellow) 



2003-2005 
$39,700 
 
University of California Discovery Grant  
Computationally Intensive Statistical Inference for Microarray Based Drug Discovery (#LSI00-10050)  
Role: Graduate student researcher (PI: Mark J. van der Laan)  
2001-2003 
$334,000 
 
 * Dollar amounts are total direct costs for the funding period.  
 


