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Awards and honors

2019
2016

2015
2013
2013

2013
2013
2008
2007
2006
2006
2004
2004

Fabio Frassetto International Prize in Physical Anthropology from the Lincean Academy of Italy

Review of Pritchard et al. (2000) in the Classic Papers series for the centennial year of Genetics
by John Novembre (PMID 27729489). P. et al. has now been cited >26,000 times (G Scholar)

Kistler Prize in Population Genetics and Society

Selected as a Fellow of the American Academy of Arts and Sciences

Edward Novitski Prize from the Genetics Society of America; this award recognizes “creativity

and intellectual ingenuity in the solution of significant problems in genetics”

Outstanding Alumni Award, Eberly College of Science, Penn State University

Best postdoc talk award to my postdoc S. Gopalakrishnan; Am. Soc. Hum Genet. meeting

Selected as an investigator of the Howard Hughes Medical Institute

Best postdoc talk award to my postdoc Graham Coop; Am. Soc. Hum. Genet. meeting.

Best Ph.D thesis award to my student Ben Voight (for U of C Biological Sciences Division)

New York Times front page news article on Voight et al paper on natural selection

Selected Packard Fellow

Selected Alfred P. Sloan Fellow



2003 Lancet's Paper of the Year (for any biomedical journal) was awarded to the paper
of Rosenberg, Pritchard et al. (Science 2002) on human population structure
(editorial in Lancet 362:2101-2103).

2002 Mitchell Prize from the American Statistical Association and the International Society of
Bayesian Analysis, presented annually for “an outstanding paper describing how a Bayesian
analysis has solved an important applied problem.”

1994-1998 Howard Hughes Medical Institute Predoctoral Fellowship

1994 McCoy Award, given to the Penn State Outstanding Scholar-Athlete

1992 Stecker Award, given to a Penn State undergraduate in Mathematics

1989-1993 Penn State Braddock Scholarship and Academic Excellence Scholarship

Selected Professional Activities

2018—present SAB/advisor: Calico, Precise.ly, Inari

2017—-present Co-Director: Stanford Center for Computational, Evolutionary and Human Genomics
2017—-present External Advisory Board to Wellcome Trust Sanger Institute

2017 Lead organizing cmte for “Human Evolution: fossils, archaeology, and genomics” meeting, Hinxton, UK
2016-2020 NHGRI (NIH) Council Member

2016-2018 Lead organizing committee for “Biology of Genomes” meeting, Cold Spring Harbor
2015-present Science Magazine Board of Reviewing Editors

2014—present Frequent guest editor for PLOS Genetics

2013 Scientific Advisory Board, Cellular Genomics Program, Wellcome Trust Sanger Institute
2012—present Editorial Board: Current Biology

2008-2012 Associate Editor: Molecular Biology and Evolution

2006-2016 23andMe, SAB

2006-2014 Associate Editor: PLOS Genetics

Research Support [as PI]

2016-2024 RO1 HG008140: “Integration of functional data and GWAS to elucidate genetic basis of
diseases”

2017-2020 UO1 HGO009431: “Decoding the regulatory architecture of the human genome across
cell types, individuals and disease.”

Previous grants/fellowships:

2008-2019 Investigator, Howard Hughes Medical Institute.

2014-2017 RO1 ES025009: “Computational methods for modeling lineage-specific gene regulation.”
Administrative supplement for 2016-2017.

2012-2016 U01 HGO07036: “Genetic and epigenetic controls of gene regulation.”
Includes administrative supplement for 2015-2016.

2010-2013 RO1 MH090951: “Statistical analysis of gene expression quantitative trait loci (eQTL).”
Includes administrative supplement for 2012-2013.

2008-2016 RO1 MHO084703: “Analysis and interpretation of DNA sequence data in association studies.”

2003-2008 RO1 HG002772: “Linkage Disequilibrium Methods for Complex Trait Mapping.”

2004-2009 Packard Foundation Fellowship: “Population genetics of genomic rearrangements.”

2004-2006 Sloan Foundation Fellowship

1999-2003 Burroughs-Wellcome Fund Hitchings-Elion Postdoc-Faculty Award



1998

1994-1998
1994

1989-1993
1989-1993

“Population structure and linkage disequilibrium in association mapping.”
NIH (NRSA) 3-year Postdoctoral Award (replaced by BWF award)

“The impact of population history on association mapping.”

Howard Hughes Medical Institute Predoctoral Fellowship

NSF Predoctoral Fellowship (declined)

Penn State Braddock Scholarship (four-year full-tuition award)

Penn State Academic Excellence Scholarship

Graduate Student /Postdoc Mentoring:

2020—Present
2019—Present
2019—-Present
2019—-Present
2019—-Present
2019—-Present
2018-Present
2018-Present

2019—Present
2019—Present
2018-Present
2017—present
2017—present
2017—present

Daphna Rothschild (postdoc; joint with Maria Barna)
Hakhamanesh Mostafavi (postdoc)

Clemens Weiss (postdoc)

Jeff Spence (postdoc)

Sahin Naqvi (postdoc; joint with Joanna Wysocka)
Shaila Musharoff (postdoc)

Yuval Simons (postdoc)

Jake Freimer (postdoc; joint with Alex Marson)

Alyssa Fortier (PhD student, Biology)

Roshni Patel (PhD student, Genetics)

Adele Xu (MSTP; primary lab Maria Barna)
Hannah Moots (PhD student, Archaeology)
Margaret Antonio (PhD student, BMI)

Nasa Sinnott-Armstrong (PhD student, Genetics)

Previous Postdocs:

2018-2019
2016-2020
2015-2020
2015-2018
2014-2018
2012-2018
2015-2017
2012-2017
2014-2017
2014-2017
2011-2016
2014-2016
2014-2015
2014-2015
2014-2015
2010-2015
2013-2014
2011-2014
2011-2013
2011-2013
2012-2013
2009-2012

Hanna Ollila (postdoc); now Group Leader, University of Helsinki

Harold Pimentel (postdoc); now Assistant Professor, UCLA

Ziyue Gao (postdoc); now Assistant Professor, Univ Pennsylvania

David Knowles (postdoc); joint w/ Sylvia Plevritis; now asst prof, NY Genome Center/ Columbia
Eilon Sharon (postdoc); joint with Hunter Fraser; now staff scientist, Insitro

Yair Field (postdoc; now staff scientist, lllumina)

Kelley Harris (postdoc; now assistant professor, U Washington)

Xun Lan (postdoc; now assistant professor, Tsinghua University)

Yang Li (postdoc; now assistant professor, U Chicago)

Anand Bhaskar (postdoc); now data scientist, Facebook

Anil Raj (postdoc); now staff scientist, Calico

David Golan (postdoc); cofounder of Viz.ai

Audrey Fu (visiting postdoc); now assistant professor, Univ of Idaho

Towfique Raj (visiting postdoc); now assistant professor, Mt Sinai

Kyle Gaulton (visiting postdoc); now assistant professor, UCSD

Graham McVicker (postdoc); now assistant professor, Salk Institute

Alexis Battle (postdoc); now associate professor, Johns Hopkins

Stoyan Georgiev (postdoc); now data scientist, Google

Zia Khan (postdoc; joint with Y Gilad); assistant professor, University of Maryland; now Genentech
Shyam Gopalakrishnan (postdoc; joint with Abe Palmer); now Assoc Prof, U Copenhagen
Allegra Petti (postdoc; joint with Y Gilad); now staff scientist, Wash U St Louis

Roger Pique-Regi (postdoc); now associate professor, Wayne State, Ml



2008-2011 Daniel Gaffney (postdoc); G.L. at Sanger Institute; now head of Cellular Genetics, Genomics PLC
2009-2011 Pall Melsted (postdoc); now assistant professor, University of Iceland

2009-2011 Ying Wang (postdoc); now junior faculty, Beijing Institute of Genomics

2008-2009 Jordana Bell (postdoc); now Senior Lecturer, Kings College London

2006-2007 Jean-Baptiste Veyrieras (postdoc); now group leader at bioMerieux

2004-2008 Graham Coop (postdoc); now professor, U. of California, Davis

2001-2005 Sebastian Zollner (postdoc); now professor, Biostatistics, U. of Michigan

2002-2004 Giovanni Montana (postdoc); now professor of Biostatistics, Imperial College London

2002-2003 Jeffrey Wall (postdoc); now professor of Epidemiology and Biostats, UCSF

Previous PhD Students:
2015-2019 Jessica Ribado (PhD student, Genetics; joint w/ Ami Bhatt; now PD at Centers for Disease Modeling)
2015-2019 Evan Boyle (PhD student, Genetics; joint with Will Greenleaf; now postdoc with Gene Yeo, UCSD)
2014-2019 Diego Calderon (PhD student, BMI; now postdoc with Trapnell/Shendure at U Washington)
2014-2019 Emily Glassberg (PhD student, Biology; now at Boston Consulting Group)
2014-2018 Arbel Harpak (PhD student, Biology; postdoc with Molly Przeworski, Columbia)
2014-2018 Natalie Telis (PhD student, BMI; staff scientist at Ancestry)
2011-2015 Bryce van de Geijn (PhD student, Chicago GGSB); postdoc with Alkes Price, Harvard SPH
2014-2015 Cristina Pop (PhD, CS with Daphne Koller; mentored by me 2014-5); data scientist at Google
2011-2014 Paul Grabowski (PhD student, Ecology and Evolution; joint with J. Borevitz); postdoc at USDA
2012-2013 Carolyn Jumper (PhD student, Human Genetics); switched to Cox lab due to Stanford move
2012-2013 Michael Turchin (PhD student, Human Genetics); switched to Stephens lab due to Stanford move
20082012 Jack Degner (PhD, GGSB); postdoc with Eileen Furlong, EMBL; now Senior Scientist at AbbVie
2007-2011 Joseph Pickrell (PhD, Human Genetics); postdoc with David Reich, Harvard,;

asst prof NY Genome Center/Columbia Univ; now founder/CEO of GenCove
2004-2008 Sridhar Kudaravalli (PhD, Human Genetics, 2008)
2004-2008 Su Yeon Kim (PhD, Statistics, 2008; joint with P. McCullagh)

postdoc with Rasmus Nielsen, Terry Speed at UC Berkeley; now Bioinformatician Veracyte
2004-2006 Daniel Davison (PhD, Comm Ev. Biol., 2006; joint with S. Hackett)

postdoc in Statistics with Peter Donnelly, U. of Oxford; now at Counsyl
2003-2007 Donald Conrad (PhD, Human Genetics, 2008)

postdoc with Matt Hurles, Sanger Institute; now assoc. prof. Wash U.
2002-2006 Benjamin Voight (PhD, Human Genetics, 2006; joint with N. Cox)

postdoc with Mark Daly, Broad Institute; now assoc. prof., Univ of Pennsylvania

Selected other lab members:

2001-2007 Ben Lehmann (programmer); now PhD student in astrophysics, UCSC

2011-2012 Andy Dahl (Honors Thesis, Statistics); DPhil student, Oxford; PD UCSF; now asst Prof U Chicago
2006-2008 Melissa Hubisz (M.S., Human Genetics); PhD student, Cornell; staff scientist Cornell

2001-2007 Xiaoquan William Wen (programmer); now Associate Professor Biostatistics, Michigan
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