Stacey Bolk Gabriel, Ph.D.

Research and Management Experience

Broad Institute of MIT and Harvard (formerly Whitehead Institute Center for Genome Research)

11/98 - Present

Director, Genomics Platform, Broad Institute of Harvard and MIT, 5/2012 - Present

Direct the Broad Institute's largest platform, and the largest US genome center, comprising 180
people dedicated to all sample handling, microarray, genotyping, and sequencing activities.
Responsible for $90M annual budget for genomic activities.

Oversee project management and data analysis activities, primarily in support of cancer and
medical genetics.

Oversee technology development and evaluation and implementation of new technology
platforms.

In addition, maintain all leadership activities listed below (as Program Co-Director)

Co-Director, Genome Sequence and Analysis Program and Medical and Population Genetics Program, Broad
Institute of Harvard and MIT, 1/2009 ~ 5/2012

Responsible for planning, execution and delivery of a portfolio of cancer and medical
sequencing projects as part of the NHGRI Large-scale sequencing grant (P, Lander) with a
budget total of ~$40M annually.

At most recent Large-scale sequencing grant renewal named Co-PI with Eric Lander.

As Principle Investigator (PI), secured over $100M in other NIH awards over a period of 5
years aimed at large scale genotyping and sequencing.

Direct the activity of cross-disciplinary teams, totaling 60 people, including project managers,
analysts, computational biologists and software engineers in the analysis of next-gen sequence
data as applied to an array of cancer genomics and medical genetics projects.

Serve as co-chair of Data Production committee for the International 1000 Genome Project, as
well as serving as a member of the Executive and Steering committee for The Cancer Genome
Atlas.

Director, Genetic Analysis Platform, Broad Institute of Harvard and MIT, 5/2004 - 1/2009
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Responsible for creating, scaling and directing the Genetic Analysis Platform of the Broad
Institute. The platform encompasses all production and data management activities related to
nucleic acid analysis (gene expression, genotyping, re-sequencing).

At peak period (2006-2008) operated the platform with yearly revenue of $45 million,
overseeing a staff of 65 individuals (project managers, research scientists, software engineers
and computational biologists).

Key milestones included producing microarray data on over 1000,000 DNA samples over an 18
month period,

Directed data production for over 50 publications describing Genome-wide Association
findings.
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Associate Director, High throughput biology, Medical and Population Genetics Program, Whitehead Institute
Center for Genome Research, 5/2003 - 5/2004

* In this role spearheaded the expansion of SNP genotyping activity from targeted activity for
Human HapMap project to a centralized technology platform with dedicated activity in
technology development, large-scale production, data management and analysis.

s Oversaw successful completion of the Whitehead's contribution to the Human Hap Map project
($10 M project).

Scientific Director, SNP genotyping / HapMap Program, Whitehead Institute Center for Genome Research,
2/2002 - 5/2003

* Responsible for all aspects of the center’s contribution to the International HapMap Project.
* Qversaw a team of 15 technicians, analysts and software engineers.

 Played active role in project design and quality control.

* Served on International HapMap project Steering committee.

Research Scientist, Program in Medical and Population Genetics, Whitehead Institute Center for Genome
Research, 11/98 —2/2002
* Investigated the haplotype structure of the human genome. Research resulting in first author
Science publication, widely regarded as laying the foundation for the Human HapMap project.
¢ Technical development and implementation of the first platforms to be used for large high
throughput SNP genotyping

Graduate Student, Department of Genetics, Case Western Reserve University, Cleveland, OH, 1/94- 11/98
Advisor; Aravinda Chakravarti, Ph.D.
+ Dissertation “Genetic Dissection of Complex Human Disease”

Research Assistant, Department of Human Genetics, Chakravarti Lab, University of Pittsburgh, Pittsburgh,
PA, 5/92-1/94
s Conducted lab work and phlebotomy in support of human genetic studies

Education and degrees

Doctor of Philosophy, Genetics. Case Western Reserve University, Department of Genetics, 1998.
Dissertation; Hirschsprung disease: Genetic dissection of a complex phenotype. Advisor: Aravinda Chakravarti.

Bachelor of Science, Molecular Biology. Carnegic Mellon University, Pitisburgh, PA, 1993.

Peer Review and other Extramural Activities

February 2007-present External Advisory Committee, NHLBI Resequencing and Genotyping Service
March 2008-present  External Advisory Committee, USC Epigenome Center
November 2008-2009 Editorial Board, Human Genetics

February, 2009 Genomics, Computational Biology and Technology, Ad Hoc reviewer

March 2009 Editorial Board, Genome Research

July, 2009 NHL.BI Special Emphasis Panel

July, 2009-present Genomics,; Computational Biology and Technology, Study section, Standing member

January 2010 - present Genome Canada Science and Industry Advisory Committee, Member
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August 2011 — present  Scientific Advisory Board, PAAR4KIDS, St. Jude Research Hospital
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