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DONALD F. CONRAD | CURRICULUM VITAE  

Professor and Chief, Division of Genetics 
Oregon National Primate Research Center 
Oregon Health & Science University 
Portland, OR 97239 

Phone: 503-346-5432 
Cell: 314-452-3893 
Email: conradon@ohsu.edu 
Web: www.conradlab.org 

 

EDUCATION 

Undergraduate and Graduate  

Ph.D., Human Genetics, advised by Jonathan Pritchard – The University of Chicago 2007 

M.Sc., Epidemiology, advised by Julie Parsonnet – Stanford University School of Medicine 2000 

A.B., Biochemistry and Molecular Biology – Dartmouth College 1999 

Postgraduate  

Postdoctoral fellow, advised by Matthew Hurles – Wellcome Trust Sanger Institute, Cambridge, UK 2010 

 

PROFESSIONAL EXPERIENCE 

Academic  

Professor, Division of Genetics, Oregon National Primate Research Center 2024-present 

Professor, Molecular & Medical Genetics, Oregon Health & Science University 2024-present 

Associate Professor, Division of Genetics, Oregon National Primate Research Center 2018-2024 

Associate Professor, Molecular & Medical Genetics, Oregon Health & Science University 2018-2024 

Associate Professor, Genetics and Pathology & Immunology, Washington University, St Louis, MO 2017-2018 

Assistant Professor, Genetics and Pathology & Immunology, Washington University, St Louis, MO 2011-2017 

  

Administrative  

Chief, Division of Genetics, Oregon National Primate Research Center 2018-present 

  

Other  

Statistical Programmer, Genaissance Pharmaceuticals, New Haven, CT 2002 

Epidemiologist, DzGenes LLC, St. Louis, MO 2000-2002 

 

SCHOLARSHIP 

Areas of Research 
Human genetics, Computational biology, Male infertility, Non-human primate genetics and genomics 

 
RESEARCH SUPPORT 

Federal (Current) 

PI U24HG012483 Multispecies NHP dGTEx Research Center $13.2M   08/15/22 – 05/31/27 
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PI, U24MH123696 Coordinating Center for Collaborative Marmoset Research $2.5M 09/01/20 – 06/30/25 

PI, P50HD096723-01A1 Project 1: Discovery And Annotation Of Targets For Gene 
Therapy Of Infertile Men  

$1.2M 04/01/19 – 06/30/28 

PI, R01HD078641 Genomics Of Spermatogenic Impairment, $2.55M 09/10/14 – 06/30/27 

  

Federal (Pending)  

PI, U24 MH123696, Coordinating Center for Collaborative Marmoset Research $5M 
(total) 

06/01/25-11/30/30 

   

Federal (Completed)   

Sub, U24HG010859-05S1 Adding Rhesus Macaque to the Alliance $810K 08/16/23– 07/31/24 

PI, R01HG007178 Analysis Of De Novo Mutation From Sequencing Of Related 
Individuals And Cells 

$2.05M 05/08/14 – 02/28/20 

PI, R01HG007178-04S1 Analysis Of De Novo Mutation From Sequencing Of Related 
Individuals And Cells 

$46K 14/09/17 – 02/28/19 

PI, R01MH101810 Modeling The Effects Of Structural Variation In GTEX Data And 
Mendelian Disease 

$1.14M 07/25/13 – 06/30/18 

PI, R01MH101810-03S1 Modeling The Effects Of Structural Variation In GTEX Data 
And Mendelian Disease 

$118K 07/01/16 – 06/30/18 

Co-I, U54HD087011-01 Washington University Intellectual and Developmental 
Disabilities Research Center 

$32.5K 09/01/15 – 06/30/18 

Co-I, R01MH100027 Autism Genetics, Phase II: Increasing Representation of Human 
Diversity 

$27.5K 03/25/13 – 02/28/18 

 

Other Support (Completed) 

PI, Research Contract with PierianDx, Variant Clinical Relevance Scoring $130K 05/01/15 –12/31/16 

Co-I, Grant from Children’s Discovery Institute of St. Louis Children’s Hospital, MC-
II-2016-533 Sex-specific Super Enhancer Activity in Glioblastoma 

$150K 02/01/16 – 01/31/19 

 
SERVICE  

West Campus Integrated Informatics Task Force (Chair), OHSU 2020-present 

Advisory Committee, Integrated Genomics Lab, OHSU 2020-present 

Pediatrics Department Search Committee, Director of Genetics Division, Washington University 2016-2017 

Genetics Department Seminar Series Director, Washington University 2012-2018 

Genetics Department Faculty Search Committee, Washington University 2012-2015 

 

HONORS AND AWARDS 

Fulbright Specialist Grant 2017 

Inducted into Dartmouth College Sports Hall of Fame 2014 

Finalist for Postdoctoral Trainee (Basic) award, ASHG 2008 
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Best Dissertation in Biological Sciences (honorable mention), The University of Chicago 2008 

NCAA DI Champion Track and Field (Team), Stanford University 2000 

Ranked 14th in the USA (Individual, 10k) 2000 

Captain of the Dartmouth Track and Field, Cross-Country teams (4 times) 1997-1999 

Ivy League Champion Track and Field (Individual, 10k) 1997 

 

EDITORIAL RESPONSIBILITIES 

Editorial board of Genome Research 2014-present 

Associate Editor, Editorial board of Andrology 2012-present 

Editorial board of Biology of Reproduction 2013-2020 

Articles or proposal refereed  

190 articles for 43 Journals: Nature (17x), Science (5x), American Journal of Human Genetics, Andrology, 
Bioinformatics, Bioinformatics Advances, Biological Psychiatry, Biology of Reproduction, BMC Biology, Briefings in 
Functional Genomics, Cell & Tissue Research, Chromosome Research, Contraception, CSH Protocols, Development, 
EMBO Molecular Medicine, European Journal of Human Genetics, Fertility & Sterility, F & S Reports, Forensic Science 
International: Genetics, Genetics, Genome Biology, Genome Research, Human Heredity, Human Molecular Genetics, 
Human Mutation, Human Reproduction, Journal of Clinical Investigation, Journal of Pharmacogenomics, Journal of 
Urology, Molecular Biology and Evolution, Molecular Ecology, Nature Communications, Nature Genetics, Nature 
Methods, Nature Reviews Genetics, Neurogenetics, Pediatrics, PLoS Genetics, PLoS ONE, PNAS, Systems Biology in 
Reproductive Medicine, Trends in Genetics. 

United States-Israel Binational Agricultural Research and Development Fund (BARD). National Science Foundation of 
Switzerland 

 

PROFESSIONAL SOCIETIES AND ORGANIZATIONS 

American Society of Andrology 2010-present 

American Society of Human Genetics 2005-present 

Society for the Study of Reproduction 2018-present 

 

INVITED PROFESSORSHIPS AND LECTURESHIPS 

Department Seminar, Microbiology & Molecular Genetics, University of California, Davis, CA 2024 

Endocrine Society, Boston, MA 2024 

Department Seminar, Biology, Johns Hopkins University, Baltimore, MD 2024 

Emil Steinberger Memorial Lecture, American Society of Andrology, Denver, CO 2024 

Department Seminar, Human Genetics, University of Utah 2023 

Endocrinology Grand Rounds, Mass General Hospital, Boston, MA 2023 

Northwest Reproductive Sciences Symposium (Keynote) Skamania, WA 2022 

Gametes meet in the time of COVID-19 (Gordon Conference substitute), Online 2021 

Grand Rounds, Molecular & Medical Genetics, Oregon Health & Science University 2021 

International Congress of Andrology, Muenster, Germany 2020 

Grand Rounds, Ob/Gyn, Oregon Health & Science University 2019 
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3rd Andrology Symposium, European Academy of Andrology, Zagreb 2019 

ASA-EAA Exchange Lecture, European Congress of Andrology, Budapest  2018 

Department Seminar, Bloomberg School of Public Health, Johns Hopkins University  2018 

Institute of Genomic Medicine, University of Newcastle, UK  2017 

Human Genome and Healthcare, Royal Society, London, UK  2017 

International Congress of Andrology, Copenhagen  2017 

Department Seminar, University of Tartu, Estonia  2017 

Department Seminar, ONPRC, Oregon Health and Science University  2017 

Society for Reproductive Investigation, Orlando  2017 

Department Seminar, Dept. of Human Genetics, University of Michigan  2017 

Broad Institute Medical & Population Genetics Seminar  2016 

Department Seminar, Indiana State University  2016 

Greenwald Symposium, University of Kansas  2016 

Department Seminar, Medical College Wisconsin  2016 

Portugalia Geneticae, Porto, Portugal  2016 

Leena Peltonen School of Human Genetics, Sanger Institute  2015-2017 

Eliot B. Shoolman Visiting Professor, Harvard Medical School  2015 

Department Seminar, Biology, Columbia University  2014 

Invited Seminar, Hayward Genetics Center, Tulane University  2014 

Dept. Seminar, Center for Molecular Medicine, Wayne State University  2014 

Banbury Center Meeting, Cold Spring Harbor Labs  2014 

XXIII North American Testis Workshop, San Antonio  2013 

Department Seminar, Dept. of Human Genetics, University of Chicago  2013 

Department Seminar, IPATIMUP, Porto, Portugal  2011 

Keystone Symposium, Functional Impact of Structural Variation, Steamboat Springs, CO  2011 

Department Seminar, Genetics, University College London, UK  2010 

anEUploidy Workshop, Split, Croatia  2010 

Personal Genomes (session co-chair), Cold Spring Harbor Laboratory, NY  2010 

Department of Genetics, Washington University School of Medicine, MO  2010 

COGS Symposium, Cambridge Research Institute, Cambridge, UK  2010 

Department of Genetics, MD Anderson Cancer Center, Houston, TX  2010 

Genomic Disorders Meeting, Cambridge, UK  2010 

Department of Genetics and Genomics, Mt. Sinai School of Medicine, NY  2010 

Department of Genetics, Albert Einstein College of Medicine, NY  2010 

Division of Human Biology, Fred Hutchinson Cancer Research Center, WA  2010 

Division of Medical Genetics, University of Geneva School of Medicine, Switzerland  2009 

Genetic Anthropology at Fine Scales, Honolulu, HI  2009 
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Amer. Soc. of Human Genetics (from submitted abstract), Honolulu, HI  2009 

CNV Workshop, University of Leicester, UK  2009 

Geneforum 2009, Tartu, Estonia) 2009 

5th International Meeting on Cryptic Chromosomal Rearrangements in Mental Retardation and Autism, 
Troina, Sicily  

2009 

Division of Medical Genetics, University of Geneva School of Medicine, Switzerland  2009 

American Society of Human Genetics (from submitted abstract), Philadelphia, PA  2008 

anEUploidy Workshop, Geneva, Switzerland  2008 

DECIPHER Symposium, Cambridge, UK  2008 

Department of Statistics, Oxford University, UK  2007 

Human Genome Variation 2007, Barcelona, Spain  2007 

Genetics of Complex Traits and Isolated Populations, Turin, Italy  2007 

American Society of Human Genetics (from submitted abstract), New Orleans, LA  2006 

Department of Human Genetics, University of Pecs, Pecs, Hungary  2006 

American Society of Human Genetics (from submitted abstract), Salt Lake City, UT  2005 

 

CONSULTING RELATIONSHIPS AND BOARD MEMBERSHIPS 

Paterna Biosciences, Scientific Advisor 2022-present 

NIH/CSR Reproductive, Perinatal and Pediatric Health, ad hoc reviewer 2023 

NIH Workshop on Rigor in Nonhuman Primate Research  2020 

Site reviewer, March of Dimes Prematurity Research Center 2018 

NHGRI/NICHD Workshop on Reproductive Genetics, Discussion Group Co-lead  2018 

NICHD Study Section, CHHD-R: Reproduction, Andrology & Gynecology, standing member  2013-2019 

Consultant, PierianDx 2015-2017 

NICHD Special Emphasis Panel, ZHD1 DSR-L 50 1  2017 

NICHD/CDC Workshop, Fertility Status and Overall Health, invited participant  2016 

NICHD Special Emphasis Panel, ZHD1 DSR-L 50 1  2016 

NIH/CSR Genomics of Health and Disease, ad hoc reviewer  2016 

Consultant, CDC, Served as a consultant on the design of a novel CGH array-based system for newborn 
screening from blood spots  

2012 

NIH Study Section, NICHD P01, ad hoc reviewer, invited 4 times  2012 

NHGRI Special Emphasis Panel, ENCODE technology development, ad hoc reviewer  2011 

 

TEACHING RESPONSIBILITIES 

Lecturer, FUND, OHSU School of Medicine 2023-present 

Lecturer, MGEN 622/CANB 622: Advanced Topics in Genome Sciences, OHSU 2021-2022 

Co-director, Bio5488: Genomics, Washington University School of Medicine 2012-2018 

Lecturer, Bio621: Computational Statistical Genetics, Washington University School of Medicine 2011-2018 
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Lecturer, Bio5285: Mammalian Genetics, Washington University School of Medicine 2011-2018 

Lecturer, Bio5488: Genomics, Washington University School of Medicine 2011 

Guest Lecturer, Wellcome Trust Advanced Course: Design and Analysis of Genetic-based Association 
Studies  

2009-2010 

Instructor, Core Bio Writing Course, The University of Chicago  2007 

Teaching assistant, The X and the Y, The University of Chicago  2006 

Teaching assistant, Human Variation and Disease, The University of Chicago  2004 

Teaching assistant, Human Heredity, The University of Chicago  2004 

Teaching assistant, Molecular Biology, Dartmouth College  1997 

 

BIBLIOGRAPHY 

Peer reviewed manuscripts 

1. Diminished DNA binding affinity of DMRT1 caused by heterozygous DM domain mutations is a cause of male 
infertility. Marić T, Castillo-Madeen H, Klarić ML, Barišić A, Trgovec-Greif L, Murphy MW, Juchnewitsch AG, Lillepea 
K, Dutta A, Žunić L, Stendahl AM, Punab M, Pomm K, Mendoza DM, Lopes AM, Šorgić AM, Vugrek O, Gonçalves J, 
Almstrup K, Aston KI, Belužić R, Ježek D, Bertoša B, Laan M, Bojanac AK, Conrad DF, Barbalić M. Hum Mol Genet. 
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9. C19ORF84 connects piRNA and DNA methylation machineries to defend the mammalian germ line. Zoch A, 
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11. Genome sequencing of Pakistani families with male infertility identifies deleterious genotypes in SPAG6, CCDC9, 
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ahead of print. 

12. TAD evolutionary and functional characterization reveals diversity in mammalian TAD boundary properties and 
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RR, Mao Y, Ndjamen B, Lima AC, Vigh-Conrad KA, Stendahl AM, Yang R, Fedorov L, Matthews IR, Easow SA, Chan DK, 
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13. A naturally occurring variant of MBD4 causes maternal germline hypermutation in primates. Stendahl AM, Sanghvi 
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14. Deleterious genetic changes in AGTPBP1 result in teratozoospermia with sperm head and flagella defects. Lin YH, 
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2023 Nov 8. Doi: 10.1111/jcmm.18031 
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Ardlie K, Cohen BA, Conrad DF. Science. 2023; Apr 14; 380(6641):eabn7113. 
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Conrad, 8 
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