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CURRICULUM VITAE 
 
 

Date of Revision: August 31, 2017  
 
Name James P. Noonan, Ph.D. 
 
Education 
B.S. Biology and English Literature, State University of New York at 
  Binghamton, 1997 
Ph.D. Genetics, Stanford University School of Medicine, 2004 
 Thesis: The evolution of protocadherin gene cluster diversity 
 Advisor: Richard M. Myers, Ph.D. 
 
Career/Academic Appointments 
2004-2007 Postdoctoral Fellow, Genomics Division, Lawrence Berkeley National  
 Laboratory, Berkeley, CA 
 Advisor: Edward M. Rubin, M.D., Ph.D. 
2007-2013 Assistant Professor, Department of Genetics,   
 Yale School of Medicine, New Haven, CT 
2013-2014 Associate Professor, Department of Genetics, Yale School of Medicine, 
 New Haven, CT 
2014-2016 Associate Professor, Department of Genetics and Department of Ecology and 
 Evolutionary Biology, Yale University 
2016-present Associate Professor (tenure), Department of Genetics and Department of Ecology 

and Evolutionary Biology, Yale University 
2016-present Executive Director for Genome Sciences, Yale Center for Genome Analysis 
 
 
Professional Honors and Recognition 
International/National/Regional 
2008 Career Award, Edward Mallinckrodt Jr. Foundation 
2004 NIH NRSA Postdoctoral Fellowship  
1997 Phi Beta Kappa, State University of New York at Binghamton 
 
Grant History 
Active 
Agency:  NIH-NIGMS 
ID#:  R01 GM094780-08 
Title:  “Identifying enhancers with human-specific developmental functions” 
P.I.  James P. Noonan 
Direct costs per year:   $390,830 
Percent effort:    50% 
Total costs for project period:  $6,364,543 
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Project period:    08/01/2010 - 07/31/2019 
    
Agency:  Simons Foundation 
ID#:  512694 
Title:  "Mapping ASD regulatory networks at cellular resolution in neurodevelopment" 
P.I.  James P. Noonan 
Direct costs per year:   $220,000 
Percent effort:     10% 
Total costs for project period:  $825,000 
Project period:     09/01/17-/08/31/20  
 
Agency:  Charles Hood Foundation 
Title:  “Discovering gene regulatory networks in early human brain development that contribute 
  to autism spectrum disorder” 
P.I. James P. Noonan 
Direct costs per year:   $204,545 
Percent effort:    10% 
Total costs for project period:  $450,000 
Project period:   01/01/16-12/31/17 
 
Agency: NIH-NIDA 
ID#  R01 DA023999-07 
Title:  “Origin of cortical species-specific distinctions” 
P.I.  Pasko Rakic 
Role on project:  Co-Investigator 
Direct costs per year:   $17,857 
Percent effort:    9% 
Total costs for project period:  $7,562,902 
Project period:    12/1/2007 - 02/28/2019 
 
Agency:  NIH-NEI 
ID#  R01 EY002593-30 
Title:  "Prenatal development of the visual system" 
P.I.  Pasko Rakic 
Role on project: Co-Investigator 
Direct costs per year:   $9,708 
Percent effort:    5% 
Total costs for project period:  $2,858,938 
Project period:    9/30/2014-8/31/2018   
 
Past 
Agency: Simons Foundation 
ID#:  274624 
Title:  "A gene-driven systems biological approach to ASD pathology" 
P.I.  Matthew State, Nenad Sestan, James P. Noonan, Kathryn Roeder 
Total costs for project period:  $1,258,251 
Project period:    08/01/2013-07/31/2016 
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Agency: NIH-NIMH 
ID#:  RC2 MH089929 
Title:  “Transcriptional atlas of human brain development” 
P.I.  Nenad Sestan 
Role on project:  Co-Investigator 
Total costs for project period:  $9,889,558 
Project period:    09/30/2009 - 08/31/2012  
 
Agency: Edward Mallinckrodt, Jr. Foundation  
ID#  Career Award  
Title:  “Elucidating the regulatory architecture of development using enhancer target capture” 
P.I.  James P. Noonan 
Total costs for project period:  $180,000 
Project period:    10/1/2008 - 09/30/2011 
 
 
Invited Speaking Engagements, Presentations, Symposia and Workshops not Affiliated with Yale 
International/National 
 
2017   Simons Foundation Autism Research Initiative Annual Meeting, New York, NY  

   "Discovering CHD8 regulatory networks disrupted in autism" 
2017   ASBMB Special Symposium: Evolution and Core Processes in Gene Expression 
   Stowers Institute 
   "Genetic models of human evolution" 
2017   Society for Molecular Biology and Evolution Annual Conference, Invited   
   Symposium 
   "Genetic models of human evolution" 
2017   "Science at the Edge" Seminar Series, Michigan State University 
   "Genetic models of human evolution" 
2017   BBC Graduate Programs Seminar Series, University of California, San Francisco 
   "Genetic models of human evolution" 
2015   CSHL Meeting: Behavior and Neurogenetics of Nonhuman Primates 
   “Comparative epigenetic analysis of early primate cortical development” 
2015   Stanley Center for Cognitive Genomics, Cold Spring Harbor Laboratory 
    “Gene regulatory mechanisms in human cognition and its disorders” 
2015   Department of Biology and the Institute of Genetic Medicine, Johns Hopkins 

University, Baltimore, MD 
   “Evolution of distinctly human phenotypes” 
2014   Molecular Psychiatry 2nd Annual Conference, San Francisco, CA 
    "Regulatory convergence in Autism Spectrum Disorder" 
2014   The Jackson Laboratory for Genomic Medicine, Farmington, CT 
    "Long-range regulatory interactions during embryonic development" 
2014   Simons Foundation Autism Research Initiative Annual Meeting, New York, NY  

   "Regulatory convergence in Autism Spectrum Disorder" 
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2014   Society for Molecular Biology and Evolution Annual Conference, Invited   
   Symposium, "Evolution of the human developmental regulome" 

2014   Advances in Genome Biology and Technology Annual Meeting, Marco Island, FL 
    "Epigenomic analysis in the developing human embryo" 
2013   Department of Genetics, University of Pennsylvania, Philadelphia, PA 
    "Evolution of the human developmental regulome" 
2013   Society for Molecular Biology and Evolution Annual Conference, Invited   

   Symposium, "The molecular basis of human traits"  
2013   Department of Genome Sciences, University of Washington, Seattle, WA 
    "Human-specific gene regulation in the developing embryo" 
2013   Department of Anthropology, University of New Mexico, Albuquerque, NM  

   "The evolution of human-specific developmental gene regulation" 
2012   Department of Developmental Biology, Stanford University, Palo Alto, CA  

   "Evolution of the human developmental regulome" 
2012   Department of Human Genetics, University of Chicago, Chicago, IL 
   “Deciphering uniquely human developmental gene regulation” 
2011   Genome Institute of Singapore, Singapore 
    “Deciphering uniquely human gene regulation” 
2011   22nd Meeting of the German Society of Human Genetics, Regensburg, Germany 
    “Gene regulation and the origins of human biological uniqueness” 
2011   CARTA Symposium: The Genetics of Humanness, San Diego, CA 
    “Uniquely human gene regulation” 
2011   Advances in Genome Biology and Technology Meeting, Marco Island, FL 
    “Next generation sequencing at the Yale Center for Genome Analysis” 
2011   Genome Sciences Symposia, Lawrence Berkeley National Laboratory 
    “Deciphering uniquely human gene regulation” 
2010   McKusick-Nathans Institute of Genetic Medicine, Johns Hopkins University,  

   Baltimore, MD 
    “Functional genomic analysis of human evolution” 
2010   11th International Conference on Limb Development and Regeneration,   
   Williamsburg, VA 

“Using next-generation sequencing to study gene regulation in human embryonic 
limb development” 

2009   Human Genetics Gordon Conference, Biddeford, ME 
 “Genome-wide identification and characterization of human-specific developmental 

regulatory functions” 
2009   ISMB/ECCB Meeting, Stockholm, Sweden 
    “The role of developmental cis-regulatory change in human evolution” 
2009   National Center for Biotechnology Information, Bethesda, MD 
    “Genome regulation and the evolution of human development” 
2009   HudsonAlpha Institute for Biotechnology, Huntsville, AL 
    “Exploring the genetic basis of human uniqueness” 
2009   Department of Biology, Brandeis University, Waltham, MA 
    “Genome regulation and the evolution of human development” 
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2008   CSHL Meeting: The Biology of Genomes (Session co-Chair) 
    “Human-specific gain of function in a developmental enhancer” 
2008   Department of Biology, Columbia University, New York, NY 
    “The role of developmental gene regulatory change in human evolution” 
2008   EvoS Seminar Series, State University of New York at Binghamton 
    “Functional insights into human evolution from comparative genomics” 
2008   Keystone Symposia: Complex Traits, Santa Fe, NM 
    “Functional insights into the role of gene regulatory change in human evolution” 
 
Peer-Reviewed Presentations & Symposia Given at Meetings Not Affiliated With Yale 
International/National 
2015   International Meeting for Autism Research, Salt Lake City, UT 
    “Deciphering regulatory networks that contribute to autism risk” 
2015   CSHL Meeting on Systems Biology: Global Regulation of Gene Expression 

 “Evolutionary changes in promoter and enhancer activity during human 
corticogenesis” 

2014   International Meeting for Autism Research 
    "The CHD8 network in the developing brain is enriched for ASD risk genes" 
2012   CSHL Meeting on Systems Biology: Global Regulation of Gene Expression: 
    “Chromatin profiling of human embryonic tissues identifies enhancers with human- 

   specific functions” 
 
Professional Service 
Peer Review Groups/Grant Study Sections 
2015   Genome Variation and Evolution Study Section (ad hoc), NIH 
2013   External reviewer for Wellcome Trust Investigator Award program (UK) 
2013   External reviewer for NSF CAREER program 
2010   Genome Canada: Large-Scale Applied Research Project Competition 
 
Journal Service 
2008-present  Reviewer for: Science, Nature, PNAS, Nature Neuroscience, PLoS Genetics, Nature 

   Reviews Genetics, Genome Research, Genome Biology, Molecular Biology and  
   Evolution, others 

2008-2014   Member, Editorial Board, Genome Research 
 
Service for Professional Organizations 
American Society of Human Genetics  
2012 Organizer, Invited Session, “Gene Regulatory Change: The Engine of Human 
 Evolution,” ASHG 62nd Annual Meeting  
2010 Organizer, Invited Session, “Gene Regulation in Human Disease and  
 Evolution,” ASHG 60th Annual Meeting 
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Society for Molecular Biology and Evolution 
2016 Organizer, Invited Symposium, “Genetic Mechanisms Influencing Morphological 

Evolution,” SMBE Annual Meeting 
 
Yale University Service 
Yale University Committees 
2012 Faculty Advisory Committee, Deputy Chief Information Officer for Academic IT 
 candidate search 
2009-2010, 2013 Admissions Committee, MCGD track, BBS 
2008-present Yale Center for Genome Analysis Advisory Committee 
 
Medical School Committees 
2015 Basic Science Strategic Planning Subcommittee on Bioinformatics (YSM) 
2015 Yale Center for Genome Editing Advisory Committee 
2012 Faculty Advisory Committee, Deputy Chief Information Officer for Academic IT 
 candidate search 
2008-present Yale Center for Genome Analysis Advisory Committee 
 
Departmental Committees 
2014-present Genetics Faculty Search Committee 
2012-present Human Genetics and Genomics Training Grant Executive Committee 
 
Public Service 
2012 Consultant, NOVA/WGBH Production, Cracking Your Genetic Code 
2010 Featured Expert and Consultant, NOVA/WGBH Production, What Darwin Never 

 Knew 
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