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and Ancestry as Population Descriptors in Genomics Research.
https://www.nationalacademies.org/outr-work/use-of-race-ethnicity-and-ancestry-as-population-
descriptors-in-genomics-research

Funding

Ongoing Support:

NIH/NIGMS R35 GM149521(PI: Novembre) 2023-2028

Theory, Methods, and Resources for Understanding and Leveraging Spatial Variation in Population
Genetic Data

Role: Principal Investigator



http://cdm16021.contentdm.oclc.org/cdm/ref/collection/p16021coll11/id/950
https://www.nationalacademies.org/our-work/use-of-race-ethnicity-and-ancestry-as-population-descriptors-in-genomics-research
https://www.nationalacademies.org/our-work/use-of-race-ethnicity-and-ancestry-as-population-descriptors-in-genomics-research

NIH/NIGMS R01 GM132383(PI: Novembre) 2019-2024
Extending tools for visualization of geographic structure in population genomic data
Role: Principal Investigator

NIH / NHGRI R01 HG010773 (PI: He, MPI: Novembre) 2020-2024
Refining mutation rates and measures of purifying selection with an application to understanding
the impact of non-coding variation on neuropsychiatric diseases

Role: MPI - Principal Investigator

NIH / NIGMS T32 GM139782 (PI: Thornton) 2021-2026
Genetic Mechanisms and Evolution Graduate Training Program
Role: Co-director of T32 program

Completed Support (last 3 years):

NIH/NCI U01 CA198933 (PI: Novembre) 2015-2019
Tools for visualization of geographic structure in population genomic data
Role: Principal Investigator

NIH/NIGMS R01 GM108805 (PI: Novembre) 2014-2019
Population genetic consequences of recent explosive population growth in humans
Role: Principal Investigator

NIH/NHGRI R01 HG007089 (PI: Novembre) 2013-2019
Haplotype-based analysis methods for population genomics
Role: Principal Investigator

NIH/ NHLBI R01 HL.119577 (PI: Di Rienzo) 2014-2019

Genetic adaptations to high altitude
Role: Co-Investigator

Service: Extramural

Invited, Elected, Appointed

Advisory Boards
Advisory Board for Justice, Diversity, Equity, Inclusion, NIH ClinGen Project 2022-
Advisory Board for Beyond the Medical NIH research project 2022-
Scientific Advisory Board, Embark 2022-
National Academy of Sciences Committee on Use of Race, Ethnicity, and Ancestry as 2022-2023
Population Descriptors in Genomics Research
Co-chair, Polygenic Risk Scores Guidance Writing Committee, ASHG 2021-2022
Professional Practices and Social Implications Committee, ASHG 2019-2022
Scientific Advisory Board, Ancestry.com 2012-2018
Scientific Advisory Board, CartaGENE Study 2014-2012
Member, American Society of Human Genetics Task Force on Ancestry Testing 2011-2008
Advisor, one-day summit meeting for National Bone Marrow Donor Transplant Program 2010
Editorial work
Associate Editor, Genetics 2016-



Associate Editor, Molecular Biology and Evolution 2010-2018

Guest editor, PLoS Genetics (4 submissions) 2014, 2009

Manuscript Reviewer for: Nature, Science, PNAS, Nature Genetics, PLoS Genetics, Genetics, American
Journal of Human Genetics, Annals of Human Genetics, Bioinformatics, BMC Bioinformatics,
Conservation Genetics, Current Anthropology, European Journal of Human Genetics, Genetic
Epidemiology, Genetical Research, Genes and Immunity, Genome Research, Human Biology, Human
Heredity, ISMB, Journal of Molecular Evolution, Molecular Biology and Evolution, Molecular Ecology,
PLoS One, Proceedings of the Royal Society B, Statistical Applications in Genetics and Molecular Biology,
Trends in Genetics.

External examiner/grant reviewer

External Examiner, Cambridge University PhD Defense, William Barrie 2023
NIH Review Panel FO8 Fellowship panel: Genes, Genomes, and Genetics 2021
External examiner, Trinity College Dublin PhD Defense, Ross Bryne 2020
NIH Review Panel GVE panel, ad hoc panel member, June 2019
NIH Review Panel NIGMS MIRA R35, November 2017
External examiner, Copenhagen University PhD Defense, Jose Victor Moreno Mayar, May 2017
NIH Review Panel NIGMS MIRA R35, Match 2017
NIH Review Panel ZRG1 BST-T (03) Study Section, November 2016
Fellowship Application Reviewer, NSF Graduate Research Fellowships 2016
Opponent, Public defense of Pontus Skoglund’s doctoral thesis, Uppsalla Univeristy 2013
External examiner, viva examination of D Phil thesis by Anjali Hinch, Oxford University 2013

Grant Proposal Reviewer for: NIH EIA panel, UK Biotechnology and Biological Sciences Research Council,
National Geographic, FWF Austria, Israeli Science Foundation, Royal Society of New Zealand

Other

Co-organizer, Computational Genomics Summer Institute, UCLA. 2016

Consultant, Army Corps of Engineers on Reassessment of Ancestry of the Kennewick sample ~ 2015-2016

Co-chair Session on “Population Genomics” at CSHL Biology of Genomes meeting 2012

Special Topics Editor, Molecular Ecology 2010-2009

Additional:

Organizer, Invited Session on Protections against Genetic Discrimination, 2020
American Society of Human Genetics Meeting, Virtual.

Co-founder and 3x lead organizer, Midwest Population Genetics Meeting, Chicago. 2019,16,14

Co-organizer, MontyFest: A symposium in honor of Monty Slatkin 2015

Co-organizer, Midwest Population Genetics Meeting, Ann Arbor, Michigan. 2015

Co-organizer, Symposium on “Theory and Inference in Spatial Population Genetics” 2015, 2008

at the Society for Molecular Biology and Evolution Meeting

Service: Intramural

University of Chicago

Leadership:

Co-chair, HG/GSSB DEI Committee 2022-
Co-director, Genetics Mechanisms & Evolution T32 graduate training program 2021-
Co-director, Biological Sciences Division Quantitative Biology Bootcamp 2020-
Chair, Search Committee for population geneticist, Dept of Ecology & Evolution 2016
Co-chair, Search Committee for computational biologist, Dept of Human Genetics 2014-2013
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Co-organizer, Mitchell Symposium on Ancient DNA studies 2014
Committee membership:

BSD Computing Activities and Services Committee 2021-
Steering Committee, Genetics, Genomics and Systems Biology Committee 2016-
Search Committee for BSD Dean of Graduate Affairs 2021

BSD Faculty Hiring Diversity Working Group 2020-2022
BSD Information Systems and Informatics Committee 2019-2021
Admissions Committee, Dept of Human Genetics 2014-2020
University Data Science Special Report Committee 2017-2018
Faculty Advisory Council to the Dean of Biological Sciences Division 2016-2018
Search Committee for Strategic Hire Evolutionary Cell Biologist 2016
Committee on Appointments and Promotions (ad hoc service, 2 cases) 2014-2013
Other:

Lecture, New York City UChicago Alumni Group 2020
Co-organizer, Darwin’s Weekly Seminar, Dept of Ecology and Evolutionary Biology 2015-2016
Organizer, Departmental Seminar, Dept of Human Genetics 2013-2017
University of California—Los Angeles

Leadership:

Graduate program advisor, Bioinformatics PhD IDP program 2012-2009
Organizer, EcoEvo Theory Group 2012-2008
Chair, EEB Department Website Redesign Committee 2012-2010
Committee membership:

Search Committee for director of UCLA Computational Biology Initiative 2012

ad hoc Committee to redesign life sciences math requirements 2012-2011
Executive Committee, Bioinformatics PhD IDP program 2012-2011
Curriculum committee, EEB Department 2011-2010
Graduate awards committee, EEB Department 2011-2010
EEB Seminar committee 2010-2009
Search Committee for Director, Center for Society and Genetics 2009
Committee to design a core course for Human Biology and Society major 2008

EEB Ad hoc committee on graduate student support packages 2008
Teaching/Training/Outreach

Inter-departmental Program Training Appointments

Committee on Evolutionary Biology, University of Chicago 2013-
Committee on Genetics, Genomics, and Systems Biology, University of Chicago 2013-
Interdepartmental Program in Bioinformatics, UCLA 2008-2013
Undergraduate courses

BIOS 20235: Biological Systems (w/I. Rebay) 2024-
EEB 135/235: Evolutionary genetics (taught jointly with EEB235) 2012-2010
LS1: Evolution, Ecology, and Biodiversity. (w/ M Alfaro, ] Lloyd-Smith) 2012-2011

10



Graduate courses (Ph.D.)

HG 47500: Genetic Mechanisms from Variation to Evolution. (w/F. Spitz)
BSDG 30900: Biological Sciences Division Quantitative Bootcamp
17,19-
HG 48600: Fundamentals of Computational Biology: Models and Inference. (w/M Stephens)
HG 46900: Human Genetic Variation and Disease. (w/A. Di Rienzo)
HG 47100: Introduction to Statistical Genetics. (w/ Nancy Cox, Lin Chen and Brandon Pierce)
MGCB 32100, “Senior Graduate Student Ethics™: Lecture on Genetics, Race, and Discrimination.
2021
EEB 135/235: Evolutionary genetics
EEB 200A: Evolution. Co-instructors: M. Alfaro and R. Wayne
EEB 263: Seminar in Population genetics
Bootcamp on Quantitative Skills for Ecology and Evolution. (w/M Alfaro, | Lloyd-Smith)
Guest lectures, HG210 (3x), HC70A (3x), MCDB 172 (2x), Soc Gen 102 (2x),
CS/SysBio M184 (1x), CS/SysBio M185 (2x), Geography Grad Seminar (1x)

Short courses and guest lectures

Graduate PopGen short course, University of Copenhagen. Guest lecturer
Population genomics workshop, FAS Informatics Group at Harvard University
Computational Genomics Summer Institute, UCLA, Steering Committee and Lecturer
Instructor, Genomic Analysis of Complex Traits Sardinian Summer School (5x)
City University of New York BIO 31234, Guest Lecture
The Jackson Laboratory. 54th Annual Short Course on Medical and
Experimental Mammalian Genetics. Invited guest lecture
Mount Desert Island Biological Laboratory, Environmental Genomics Short Course (3x)
Invited guest lecture. Organizers: ] Colbourne, | Shaw, B King
Summer Institute in Statistical Genetics. MCMC for Genetics. Co-instructor with EA Anderson
Instructor, Coalescent Theory and Methods short course. University of Berne, Switzerland
Co-instructors: L. Excoffier, M Foll, M Blum
Watson School of Biological Science. Topics in Biology: Evolution
Student Instructor for N. Patel, N. Shubin, C. Bergman
Evolutionary Genetics. Student Instructor for M. Slatkin. University of California-Berkeley

Research trainees:

Undergraduate (B.A., B.S.)

Rose Putler, UCLA. Presently: Researcher at University of Michigan

Joe Marcus, University of Washington. Presently: Grail Biosciences

Chris Porras, University of Chicago. Presently: Mt Sinai MD/PhD program
Achu Menon, University of Chicago.

Axel Norman-Zagal, UNAM

Graduate (Ph. D)

Margaret Steiner, Human Genetics PhD student, NSF GRFP Fellow

Xinyi Li, Human Genetics PhD student

Arjun Biddanda, Human Genetics PhD student (postdoctoral fellow at Hopkins)

Joseph Marcus, Human Genetics, NSF GRFP Fellow PhD student (Grail)

Hussein Al-asadi, Committee on Evolutionary Biology, NSF GRFP Fellow PhD student
(joint with M Stephens; Adaptive Biotechnologies)
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2021-
2015-

2016-
2015-2021
2014-2015
2017, 2019,

2012-2010
2012-2008
2011,2009
2012-2010
2012-2008

2021
2019
2019-2016
2019-2012
2018
2014

2010-2014

2012
2011

2005

2001-2002

2009-2010
2013-2014
2017-2020
2020-2021
2023

2021-
2020-
2015-2020
2015-2020
2013-2018



Evan Koch, Ecology & Evolution, NSF GRFP Fellow PhD student
(postdoctoral fellow Hatvard University / Broad Institute)
Joel Smith, Ecology & Evolution, NSF GRFP Fellow PhD student (Zymeworks)
Diego Vicente Ortega del Vecchyo, Bioinformatics IDP, UC-MEXUS fellow PhD student
(group leader LIIGH)
Colin Rundel, co-advised Statistics PhD student
(assistant teaching professor at Duke University)
Darren Kessner, Bioinformatics IDP PhD Student (faculty at the Marlborough School)
Eunjung Han, T32 fellow PhD student
(research scientist at Amazon Alexa Machine Learning)

Postdoctoral
Luke Anderson-Trocmé, NSERC Fellow
Hao Shen
Hannah Moots, Neubauer Collegium Fellow
Mashaal Sohail, Chicago Fellow (Assistant Professor, UNAM)
Daniel Rice, Chicago Fellow (NCBI)
Harald Ringbauer (group leader, Max Planck Institute for Evolutionary Anthropology)
Mark Reppell (research scientist at Abbvie pharmaceuticals)
Ben Peter, Swiss NSF Ambizione Postdoctoral fellow
(group leader at Max Planck Institute for Evolutionary Anthropology)
Charleston Chiang, NIH-NSRA fellow Postdoctoral fellow
(Assistant professor at University of Southern California)
Alex Platt (Research professor at Temple University)
Daniel Wegmann, (professor at University of Fribourg)

Adam Freedman, NSF Bioinformatics Postdoctoral fellow (data scientist at Harvard University)

Krishna Veeramah, Mellon Foundation fellow (Assoc. Prof at Stony Brook University)

Sabbatical Host
Enrique Lessa, Professor, Universidad de la Republica, Uruguay.

Genetics, Race, and Discrimination Curriculum Outreach/Development

MGCB 32100, “Senior Graduate Student Ethics”: Guest Lecture (3x)

2013-2018

2013-2018
2010-2016

2010-2011

2009-2014
2009-2014

2023-

2022-

2021-2024
2019-2021
2017-2020
2018-2019
2014-2017
2014-2017

2011-2015
2011-2013
2009-2011

2009-2012
2009-2010

2014

2017-2021

Initiated a guest lecture within the student ethics course to help train students in understanding and addressing issues of

Geneties, Race, and Discrimination in the classroom and research fields.
Interviewed by Amy Harmon for piece on genetics and race in the New York Times,

Discussed how genetics is abused by racist individuals and how geneticists need to confront this more directly.

Faculty advisor, Reading group on Race and Genetics, Department of Human Genetics

A reading group that covered the history of race concepts in human genetics. Material shared via a website:

https:/ | voices.uchicago.edn/ geneticists-against-hate/
Invited speaker for online workshop, “How and Why to Include Eugenics History in
in Genetics Classes.” Genetics Society of America TAGC meeting, May.

2018

2020

2020

Spoke on the practices we have developed at University of Chicago and lessons learned for running effective sessions discussing

eugenics, race, and discrimination.

Inclusive mentoring activities:

Co-Chair, DEI committee for Human Genetics Department / GGSB program
Member, BSD Faculty Hiring Diversity Working Group
Co-founder and 3x lead organizer, Midwest Population Genetics Meeting, Chicago.
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Initiated a regional meeting that is heavily student focused — all talks are by students or faculty new to the region apart from a

keynote talk by a senior professor.
Mentor, ASHG Trainee-Mentor Luncheon
Undergrad diversity mentor, Society for Molecular Biology meeting
Role modeling how scientific interactions can foster community and time with family abroad:
Lecturer in 1%, 3rd, and 6th Latin American School of Evolution for graduate students.
Montevideo, Urugnay and Buenos Aires, Argentina.
Instructor for 4 days of a Human Genomics conrse, Institut Pasteur, Montevideo, Urugnay.
Adyisor, UruGenoma project, director: Hugo Naya
Two-week research visit to Enrigue Lessa, the Universidad de la Republica, Urngnay.

Outreach

Public/non-academic venue lectures

Public Lecture for Iowa City Darwin Day, lowa City, IA.

Public Lecture for Pint of Science Series, Baderbauer Brewery, Chicago, 1L.
Public Lecture for Chicago Science & Technology Society, The Pint, Chicago, IL.
Lecture, Elective Studies Supper Club, Illinois Humanities, Chicago, 1L.

Keynote speaker, Opening Convocation, Colorado College.

Panel conversation with Tara Zahra at the Economic Club of Chicago.

Lecture at MacArthur Fellows Retreat at the Johnson Foundation.

Public Lecture for Pint of Science Series, Blue Moon Pub, Chicago, IL.

Selected Outreach / Online products
Online interview: Reddit Science Ask Me Anything Series
Radio interview: WBEZ Chicago Morning Shift
“University of Chicago computational biologist receives MacArthur Genius Grant
Video interview “Computational Biologist John Novembre, 2015 MacArthur Fellow”

2017, 2019
2011, 2008

2019,13,09

2016
2015-
2003

2020
2018
2018
2017
2016
2016
2016
2015

2015
2015

2015

Radio interview: NPR Morning Edition “Genome Maps May Spot Disease In African-Americans” 2011

Video interview: Science Central News “Gene-ograpy” video for distribution on ABC networks
Video by American Musum of Natural History
Shown in the Hall of Human Origins at the American Museum of Natural History INYC, NY),

2008
2008

the Frank H. McClung Museum (Knoxville, TN), the Great Lakes Science Center (Cleveland, OH),

and Science Wotld (Vancouver, BC).

Additional Outreach:
PBSNews, What scientists are thankful for this Thanksgiving
Media surrounding announcement of MacArthur Fellowship

2016
2015

- Interviews with: Chicago Tribune, Chicago Sun Times, WBEZ Morning Shift, PBS NewsHour,

Fast Company, Colorado Springs Gazette
- Announcement and summary of research featured in multiple additional venues.
Media surrounding dog domestication research:

2013

- Freedman et al research 18th out of top 25 science stories of 2013 in Science News Magazine

Outreach from ancestry-based recombination map estimation research:
- Covered by media outlets: National Public Radio “Morning Edition”, Boston Globe,
LA Times, Science News, Genome Web News, ScienceDaily, BET, EurekAlert, Bio-Medicine,
Jerusalem Post, GPB News, Atlanta Pos, Medical Xpress, News-Medical.net, RedOrbit
-Covered by science journals: Nature Genetics News and Views
Outreach from dog domestication research:
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2011

2010


https://www.reddit.com/r/science/comments/3tf9a1/science_ama_series_im_john_novembre_and_i_study/
file:///Users/jnovembre/Dropbox/NovembreDB/doc/CurriculumVitae/(https:/www.wbez.org/shows/morning-shift/university-of-chicago-computational-biologist-receives-macarthur-genius-grant/c2665358-4a97-4e80-b470-6834d4d2444a
https://www.youtube.com/watch?v=czVNYdtAaB8
http://www.npr.org/2011/07/21/138548043/genome-maps-may-spot-disease-in-african-americans
http://www.sciencentral.com/video/2008/09/22/genetic-geography/
http://www.amnh.org/explore/science-bulletins/(watch)/human/news/genes-and-geography-they-go-together

- Covered by wotld media outlets: New York Times, Washington Post,
San Francisco Chronicle, Toronto Star, Jerusalem Post, Reuters UK, India, and Africa,

Malaysia Sun, Argentina Star, The Hindu Business Line, People’s Daily (China), Voice of America

- Focus of a comedic news item on Colbert Report

Outreach from “Genes mirror geography in Europe” research: 2008
- Covered by world media outlets: New York Times, International Herald Tribune,
Spiegel (Germany), La Stampa (Italy), Folha (Brazil), World Journal (China), Malaysia Sun,
New Kerala (India).
- Covered by various science media outlets: New Scientist, Technology Review,
Discover Magazine, Popular Science, Tech Herald, Science Daily
- Covered by science journals: Nature Reviews Genetics, Nature Podcast, ScienceNOW
Source for background on population genetics by science journalists at: Discover Magazine, 2008-
Nature, New Scientist, New York Times, Los Angeles Times, Huffington Post
Invited Speaking
Departmental Seminars
e Department of Computational Biology, University of Southern California 2023
e Department of Computational Biology, Cornell University 2023
e Department of Genetics, Cambridge University 2023
e Genome Sciences Training Program, University of Michigan 2022
e Institute for Ecology and Evolution, University of Oregon 2022
e Department of Science, Technology, & Mathematics, Galludet University, April. 2021
e Lewontin 1972 Seminar Series, Stanford University, September. 2021
e Department of Biology, University of lowa, February. 2020
e Department of Biology, University of Illinois-Chicago, February. 2020
e DPopulation Genetics Groups Seminar, Arizona State University, January. 2020
e  Human Genetics Seminar Series, University of Utah, May. 2019
e Department of Systems Biology, Columbia University, April. 2019
e A, Watson Armour Seminar Series, The Field Museum, February. 2018
e University of Maryland School of Medicine, Institute for Genome Sciences, May. 2018
e Genome Science Seminar Series (GS3) at University of Virginia sponsored by the Center 2018
for Public Health Genomics (CPHG), April.
e Broad Institute, Medical and Population Genetics Program, March. 2018
e  University of California - San Diego, Genetics, Bioinformatics and Systems Biology 2018
Colloquium, February.
e Duke University Program in Genetics and Genomics Distinguished Lecturer Series, Nov. 2017
o bioCaddie Seminar Series, March. 2017
e McKusick-Nathans Institute of Genetic Medicine, Johns Hopkins University 2017
School of Medicine, February.
e Distinguished Speaker Series, Max Planck Institute for Developmental Biology and 2016
the Friedrich Miescher Laboratory, June.
e Program in Genetics, North Carolina State University, April. 2016
e Biology Week, Chicago State University, April. 2016
e Biodiversity Research Seminar Series, University of British Columbia, March. 2016
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Department Seminar, International Laboratory for Human Genome Research of the
Universidad Nacional Autonoma de Mexico (UNAM), November.

Biology Colloquium, University of Wisconsin-Milwaukee, November.

Department of Ecology and Evolution, Stony Brook University, October.

Department of Evolution, Ecology and Organismal Biology, Ohio State University, April
Department of Biological Sciences, Florida State University, April.

Computational Biology Seminar Series (student-run), UC-Berkeley, February.

Molecular Biology Seminar Series, Genentech, June.

National Center for Biological Sciences, Bangalore, India, February.

Postdoc-invited speaker, Department of Genome Sciences, University of Washington, Jan.
Seminars of the Barcelona Biomedical Research Park, Barcelona, September.

The Jackson Laboratory, September.

Wellcome Trust Center for Human Genetics, April.

Genetics Interdisciplinary Program, University of Arizona, April.

Genomics Seminar Series, University of Wisconsin — Madison, January.
Pharmaceutical/Pharmacogenomics Seminar Seties, UCSF, June.

Department of Genome Sciences, University of North Carolina, December.
Evolutionary Genomics Group, University of California — Berkeley, August.

Department of Ecology and Evolution, University of California-Davis, June.

School of Public Health, Harvard University, March

Dept of Ecology, Evolution, and Marine Biology, UCSB, February.

Center for Investigation in Biodiversity and Genetic Resources, Portugal, March.

Licenciatura en Ciencas Genomicas, Universidad Nacional Autonoma de Mexico, February.

Center for Computational Science, Tulane University, February.
Department of Basic Sciences, The Commonwealth Medical College, November.
Department of Biological Sciences, University of Idaho, November.

Dept. of Evolutionary Genetics, Max Planck Institute for Evolutionary Anthropology, June.

Department of Human Genetics, University of Michigan, May.

Institute of Ecology and Evolution, University of Berne, January.

Department of Biostatistics, University of Southern California, December.

Department of Ecology and Evolutionary Biology, University of California-Irvine, Nov.
Department of Biological Sciences, Humboldt State University, October.

Dept. of Molecular and Computational Biology, University of Southern California, Sept.
Department of Biology, The Colorado College, April.

Department of Human Genetics, University of Michigan, March.

Department of Ecology and Evolution, University of California-Los Angeles, November.
Hayama Seminar, Graduate University for Advanced Studies (Sokendai), Japan, August.
Department of Biology, The Colorado College, March.

Facultad de Ciencias, Universidad de la Republica, Uruguay, March.

Conference Presentations

Gordon Conference for Human Genetics and Genomics
Global Genomics & Health Equity and Institute for Biomedical Informatics Symposium
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2015
2015
2015
2015
2015
2014
2014
2014
2013
2013
2013
2013
2013
2013
2012
2012
2012
2012
2012
2011
2011
2011
2010
2010
2010
2010
2009
2008
2008
2008
2008
2007
2007
2005
2005
2004
2003

2023
2023



on “Human Genomic Diversity and Medicine: Challenges and Solutions to

Rednce Health Disparities” University of Pennsylvania

Keynote, MexPopGen meeting, December.

Online workshop, “Raising a Woke Generation of Geneticists: How and Why to

Include Eugenics History in Genetics Classes.” Genetics Society of America

TAGC meeting, May.

Plenary speaker. Advances in Genome Biology and Technology. San Marcos, Florida, Feb.

Reconstructing the Human Past — Using Ancient and Modern Genomics.
EMBO Heidelberg, March.

Workshop on the Polygenic Turn, Edmond ] Safra Center for Ethics, Oct.
Gene Flow detection session. SMBE Annual Meeting, Japan, July.

Keynote, Mathematical Computational Evolutionary Biology Meeting,

Montepellier, France, June.

Keynote for Great Lakes Bioinformatics Consortium Conference, May.

Plenary for Gordon Research Conference on Quantitative Genetics and Genomics, Feb.
National Academy of Sciences/ Kavli Frontiers of Science meeting, November.

CSHL Banbury Meeting “Ancient DNA and Archaeology”, May (discussant)

Center for Computational, Evolutionary and Human Genomics Annual Symposium,
Stanford University, February.

“Sequencing the Human Past” Symposium, University of California-Los Angeles, October.
SardiNIA Symposium at the National Institute of Aging, October.

9th ISABS Conference in Forensic, Anthropological and Medical Genetics and Mayo Clinic
Lectures on Translational Medicine, Bol, Island of Brac, Croatia June.

SMBE Symposium on Adaptive Evolution, Montpellier, France, May.

American Society of Human Genetics (ASHG) Genetic Ancestry Inference Roundtable 11
(invited participant)

NESCent Simbank Workgroup meeting, November.

Keynote Speaker, Pharmacogenomics Research Network Meeting, Sept.

Cell Symposium: Evolution of Modern Humans — From Bones to Genomes,

Sitges, Spain, March.

Grad-student invited keynote Biomedical Computation at Stanford Conference,

Stanford University, January.

4th Biological Evolution Workshop, Porto Alegre, Brazil. November.

Plenary Session, Genomics: From Population to Personal, ASHI, November.

Coalescent Theory: New Developments and Applications Meeting, Montreal, October.
Invited Session, Insights from Large Scale Sequencing, ASHG, October.

NGx Dynamics of Microbiome in Health and Disease Conference, August.

Biodiversity Genomics Conference and Workshop, Australia National University, April.
1000 Genomes Community Meeting, University of Michigan, July.

Mathematical Biosciences Institute workshop “Spatial Models of Micro and

Macro Systems,” April.

Royal Society Discussion meeting on Human evolution, migration and history revealed

by genetics, immunity and infection, June.

NSF MIGRATE workshop, Max Planck Institute for Ornithology, Germany, June.
American Association for Anthropological Genetics symposium at the AAPA meeting. April.
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2020
2019

2018
2018
2018

2017
2017
2016
2016
2016

2015
2015

2015
2015
2015

2014
2014
2014

2014

2013
2013
2013
2013
2013
2013
2012
2012

2011

2010
2010



Keynote, “Peopling of Europe” session, 4 Congress on DNA polymorphisms in human 2009
populations, Rome, Italy, December.
American Society for Human Genetics Genetic Anthropology at Fine Scales Workshop, Oct. 2009

Darwin 200 South American Celebration Conference, Uruguay, September. 2009
Gordon Conference on Ecological and Evolutionary Functional Genomics, July. 2009
Kavli Institute for Theoretical Physics, Population Genetics Program, December. 2008
Third International Symposium on Conservation Genetics, 2007

American Museum of Natural History, September.
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