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PROFESSIONAL EXPERIENCE

2016 - Executive Director, Steve & Cindy Rasmussen Institute for Genomic Medicine
Nationwide Children’s Hospital, Columbus, Ohio

2017 - Nationwide Foundation Endowed Chair in Genomic Medicine
Nationwide Children’s Hospital, Columbus, Ohio

2017-22 Director, Genomics Shared Resource
OSU Comprehensive Cancer Center-Nationwide Children’s Hospital

2016 - Professor, Department of Pediatrics
The Ohio State University College of Medicine, Columbus, Ohio

2014 -16 Alan A. and Edith L. Wolff Distinguished Professor of Medicine
Washington University School of Medicine, St. Louis, Missouri

2002 -16 Professor, Department of Genetics
Professor, Department of Molecular Microbiology
Washington University School of Medicine, St. Louis, Missouri

2002 -16 Director, McDonnell Genome Institute
Washington University School of Medicine, St. Louis, Missouri

2002 -16 Research Member, Siteman Cancer Center
Washington University School of Medicine, St. Louis, Missouri

2000-02 Associate Professor, Department of Molecular Microbiology
Washington University School of Medicine, St. Louis, Missouri

1998 - 02 Associate Professor, Department of Genetics
Washington University School of Medicine, St. Louis, Missouri

1998 - 00 Co-Founder, President, Acting CEO & Chairman
Orion Genomics, LLC, St. Louis, Missouri

1993 - 02 Co-Director, Genome Sequencing Center
Washington University School of Medicine, St. Louis, Missouri

1994 - 98 Research Associate Professor, Department of Genetics
Washington University School of Medicine, St. Louis, Missouri
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1990 - 94 Research Assistant Professor, Department of Genetics
Washington University School of Medicine, St. Louis, Missouri

1989 - 90 Senior Research Fellow, Division of Biology
California Institute of Technology, Pasadena, California

1986 - 89 Research Fellow, Division of Biology
California Institute of Technology, Pasadena, California
Mentor: Dr. Leroy Hood, M.D., Ph.D.
Areas of Research: Molecular basis of autoimmune disease; organization, structure
and expression of mammalian T-cell receptor genes; development of methodologies
and instrumentation for automated DNA sequencing.

1986 Postdoctoral Fellow, Department of Chemistry
University of Oklahoma, Norman, Oklahoma
Mentor: Dr. Bruce A. Roe, Ph.D.
Areas of Research: Characterization of eucaryote RNA processing enzymes; studies of
unusual codon response of tumor cell transfer RNA.

EDUCATION

1981 - 86 Ph.D., Chemistry, University of Oklahoma, Norman, Oklahoma
Thesis title: “Cloning, Expression and Processing of Transfer RNA” Genes.
Thesis advisor: Dr. Bruce A. Roe, Ph.D.

1977 - 81 B.A., Microbiology, Miami University, Oxford, Ohio

HONORS AND PROFESSIONAL AFFILIATIONS

American Association for Cancer Research 2020 Team Science Award (2020)

Nationwide Foundation Endowed Chair in Genomic Medicine, Nationwide Children’s Hospital (2017)
Alan A. and Edith L. Wolff Distinguished Professor of Medicine. Washington University (2014)
Member, American Society of Human Genetics (2014-present)

The George Engelmann Interdisciplinary Science Award, St. Louis (2012)

Fellow of the Academy of Science of St. Louis (2012)

Distinguished Achievement Award, Miami University, Oxford, Ohio (2011)

Distinguished Alumnus Award, University of Oklahoma, College of Arts & Sciences (2011)
Member, National Advisory Council for Human Genome Research (2010-13)

Co-Chair, The Cancer Genome Atlas (TCGA) Executive Committee (2009-11)

Fellow of the American Association for the Advancement of Science (2008)

Senior Leadership Committee, Siteman Cancer Center, Washington University (2008-16)
Member, American Association for Cancer Research (2008-present)

Chair, Scientific Advisory Board, The Ontario Institute for Cancer Research (2008-15)
Chair, NHGRI ENCODE Advisory Board (2007-08)

Member, International Cancer Genomics Consortium (2007-16)

Member, The Cancer Genome Atlas (NCI-NHGRI) Steering Committee (2006-16)

Kent City Schools Hall of Fame (Kent, Ohio), Career/Life Achievement (Inducted 2005)
Chair, Tumor Sequencing Project Management Committee (2005-10)

Chair, NHGRI Genome Research Review Committee (2005-09)

Co-Organizer, “Genome Sequencing & Biology”, Cold Spring Harbor Laboratory (2005-07)
Board of Reviewing Editors, Science (AAAS) (2003-04)
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Editorial Board, Journal of Biotechnology (Elsevier) (2000-05)

Co-founder & Organizer, “Advances in Genome Biology & Technology (AGBT)” (1999-present)
Keynote Speaker, “Genome Sequencing & Biology”, Cold Spring Harbor, NY (1999)
DOE Joint Genome Institute Advisory Committee (1998-99, 2005)

Distinguished Lecturer, University of Oklahoma College of Medicine (1996)
Associate Editor, Genomics (Academic Press) (1996-2004)

German Human Genome Project Scientific Advisory Committee (1996-2000)
Editorial Board, Genome Research (CSHL Press) (1995-2004)

Co-founder, Instructor, “Advanced Genome Sequencing & Analysis”, CSHL (1995-99)
Editorial Board, BioTechniques (Eaton Publishing) (1994-2004)

Co-Organizer, “Automation in DNA Mapping & Sequencing” (1994-98)

Editorial Board, PCR Methods and Applications (CSHL Press) (1993-95)

NIH-DRG Genome Study Section (1994-99)

Member, Human Genome Organization (1994-2005)

Markey Fellowship; Division of Biology, California Institute of Technology (1988-90)
Member, American Association for the Advancement of Science (1986- )

Graduate Research Excellence Award; Graduate College, Univ. of Oklahoma (1985)
Conoco Company Fellowship in Chemistry; Univ. of Oklahoma (1984-85)

Alumni Program for Excellence Research Fellowship; Univ. of Oklahoma (1983-84)
Dow Chemical Company Scholarship Award; Univ. of Oklahoma (1983-84)

PROFESSIONAL ACTIVITIES AND CONSULTATIONS

Applied Biosystems, Inc., Foster City, CA (1992-95)

Beckman Instruments Inc., Palo Alto, CA (1987-89)

BioRad Laboratories Inc., Hercules, CA (1988-92)

Foundation Medicine, Inc., Cambridge MA (Scientific Advisory Board, 2010-11)

The Genome Partnership (Non-profit), Boston, MA/St. Louis, MO (Board of Directors, 1999-present)
GenomeQuest, Inc., Westborough, MA (Scientific Advisory Board, 2010-13)

Gerson Lehrman Group, New York, NY (2006-present)

Guidepoint Global, New York, NY (2006-09)

Lynx Therapeutics, Inc., Hayward, CA (1994-95)

MEDACorp Network, Boston, MA (2007-09)

Millenium Pharmaceuticals, Inc., Cambridge, MA (1993-98)

Molecular Dynamics Inc., Sunnyvale, CA (1990-92; 1996-99)

Omic Medicine/Genomics 4 Cancer, St. Louis, MO (Founder/Principal; 2012-13)

Orion Genomics, LLC (Board of Directors, 1998-present; CEO and Chairman, 1998-2000)
Time Logic Inc. Moorpark, CA (1988-94)

PATENTS GRANTED/APPLIED FOR

“Method of and Apparatus for Transferring Micro Quantities of Liquid Samples to Discrete Locations.”
R.K. Wilson, E.R. Mardis, D.A. Panussis, Inventors. Filed by Washington University: March 15, 1996.
USPTO number 5,849,598. Patent Issued December 4, 1998.

“Methods of Determining Risk of Adverse Outcomes in Acute Myeloid Leukemia.”
T.J. Ley, RK. Wilson, E.R. Mardis, L. Ding, ].F. DiPersio, Inventors. Filed by Washington University:
November 10, 2010. USPTO number 61/456,560. Abandoned.
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like loci. Adv. Immunol. 46, 1-59.

11. Wilson, R.K,, Kono, D.H., Zaller, D. and Hood, L. (1989). Rapid analysis of T-cell receptor gene
structure and expression. In: Current Communications in Molecular Biology: The Polymerase Chain
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