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The Jackson Laboratory for Genomic Medicine
10 Discovery Dr.
Farmington, CT 06030
860-837-2319
mark.adams@jax.org

EDUCATION:
1990 Ph.D., Biological Chemistry, University of Michigan, Ann Arbor, MI

Thesis Advisor: Dale L. Oxender

Dissertation: Structure/Function Studies on the Leucine-Binding Proteins of Escherichia coli
1984 B.A., Chemistry, Warren Wilson College, Swannanoa, NC

EMPLOYMENT:
12/2016- The Jackson Laboratory for Genomic Medicine, Farmington, CT
Deputy Director, JAX-Genomic Medicine (2019-present)
Professor (2017-present)
Director, Microbial Genomic Services (2016-2020)
Director, Clinical Diagnostic Research (2020-present)
Affiliated Professor of Genetics and Genome Sciences, University of Connecticut School
of Medicine (2018-present)

7/11-12/2016  J. Craig Venter Institute, La Jolla, CA

Professor; Scientific Director (2011-2016); Campus Director for La Jolla (2016)

Participating Member, Moores Cancer Center, University of California, San Diego

» Developed and applied novel approaches to assessing genetic variation in multidrug-resistance
pathogens to ascertain evolutionary and epidemiological patterns

» Promoted faculty development and stimulate new programs in areas of infectious diseases,
synthetic biology, and environmental microbiology

» Directed all NGS activities and encourage new uses of sequencing assays

» Contributed to overall strategic directions for the Institute including faculty recruitment and
intellectual property evaluation

» Oversaw Environmental Health and Safety and the Institutional Biosafety Committee

» Coordinated two major facility moves

7/03-08/11 Case Western Reserve University, Cleveland, OH

Associate Professor (tenured), Department of Genetics

Member, Center for Human Genetics

Associate Professor, Center for Proteomics and Bioinformatics

Associate Member, Case Comprehensive Cancer Center

Director, Genomics Core Facility
Identified genes responsible for hematopoietic abnormalities in ENU-mutagenized mice
Initiated genome-scale approaches to multidrug-resistant Acinetobacter baumannii
Supported DNA sequencing and genotyping needs of >100 investigators in twelve departments
Introduced Illumina sequencing to CWRU
Established methods for somatic mutation detection in colon cancer using targeted exome
sequencing
Graduated two Ph.D. students; served on >30 thesis and mentoring committees
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7/98-5/03: Celera Genomics, Rockville, MD
7/02-5/03 Vice President of Bioinformatics
7/98-6/02 Vice President for Genome Programs
» Established the largest DNA sequencing facility in the world at the time with 240 ABI
sequencers and supporting automation
» Directed sequencing and annotation of the human, mouse, and Drosophila genomes
» Provided content support for Celera’s subscription-based service
» Supported informatics activities related to drug and diagnostic development

8/92-7/98: The Institute for Genomic Research (TIGR), Rockville, MD
1/96-7/98: Investigator and Director, Department of Eukaryotic Genomics
8/92-1/96: Assistant Investigator
8/92-7/98: DNA Sequencing Facility Director

» Led large-scale human gene discovery program

» Contributed to sequencing of the first complete genome of a free-living organism, Haemophilus
influenza and other microbes

» Recipient of one of the first NHGRI human genome sequencing grants for chromosome 16.

5/90-7/92: Section of Receptor Biochemistry and Molecular Biology, NINDS/NIH, Bethesda, MD
9/91-7/92 Staff Fellow
5/90-9/91 Postdoctoral Fellow (Intramural Research Training Award)

» Developed the expressed sequence tag (EST) strategy for rapid gene discovery genes.

MEMBERSHIP IN PROFESSIONAL SOCIETIES
2008-present Member, American Society for Microbiology
2004-2008 Member, International Society for Molecular Biology and Evolution
2003-2008 Member, International Mammalian Genome Society
2002-2006 Member, American Society of Human Genetics
1992-2003: Member, Human Genome Organization (HUGO)

HONORS & AWARDS:

2013 ICAAC Program Committee Award (Epidemiology of Infection)

2004 Distinguished Alumni Award, Warren Wilson College

2002 Distinguished Graduate Lecture, University of Michigan, Biological Chemistry

2001 Newcomb-Cleveland Prize “For An Outstanding Contribution To Science ”,
American Association for the Advancement of Science

1992 NIH Merit Award

1990 Dominic D. Dziewiatkowski Dissertation Award (UM Biological Chemistry)

1988-89 Horace Rackham Predoctoral Fellowship

1984-88 NIH Predoctoral Genetics Training Program

PROFESSIONAL SERVICE

2018-2020 Scientific Advisory Board, Concentric Ag

2015-present  Department of Energy Joint Genome Institute Scientific Advisory Committee
2013-present  Editorial Board, Antimicrobial Agents and Chemotherapy

2008-2016 Faculty of 1000

2008-2011 Member, Scientific Advisory Board, Mouse Genome Informatics

2008-2011 Editorial Board, Mammalian Genome

2006-2011 Advisory Committee, Great Lakes Science Center BioMedTech Exhibit
2006-2009 Research Advisory Board, Case Research Institute

2004-2008 Genomics, Computational Biology, and Technology Study Section, NIH
2003-2013 Associate Editor, Genomics
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2003-2006 Member, Advisory Board of RavGen, Inc.

2003-2007 Member, Department of Energy Joint Genome Institute Scientific Advisory
Board

1999-2001: Member, Scientific Advisory Council of Paracel, Inc.

1993-1997: Advisory Committee, Montgomery College Biotechnology Program

PEER REVIEWED PUBLICATIONS (148):
Scopus Metrics (as of 11/30/20):
54,994 total citations
h-index: 68
A full list of publications is available at:
http://www.ncbi.nlm.nih.gov/myncbi/browse/collection/40351834/?sort=date&direction=descending
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