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Appendix D:
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Joint Genome Institute

Policy Board Membership

The DOE JGI Policy Board serves two primary functions. They
are to:

1. Serve as a visiting committee that provides advice on policy aspects
of JGI operations and long-range plans of the program, including
the research and development necessary to ensure future capabili-
ties will meet DOE mission needs;

2. Ensure that JGI resources are used to maximize the technical
productivity and scientific impact of the DOE JGI now and in the
future.

The DOE JGI Policy Board meets annually to review and evaluate
the performance of the entire JGI. Findings and recommendations
are reported to the participating Laboratory Directors and to the DOE
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Scientific Advisory Committee
(SAC)

The Scientific Advisory Committee is a board convened by the
DOE JGI Director to provide a scientific and technical overview
of the DOF, JGI. Among the board’s responsibilities are: providing
technical input on large-scale production sequencing, new sequenc-
ing technologies, and related informatics; overview of the DOE JGI's
scientific programs; and an overview of the Community Sequencing
Program (CSP). One of the most important tasks of the SAC is to set
the final sequence allocation for the CSP based on input from the
CSP Proposal Study Panel on CSP project prioritization, and the
concurrence of the DOE Office of Biological and Environmental
Research.

Office of Biological and Environmental Research.

Members
Gerry Rubin
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Mel Simon
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Technology
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Sallie W. (Penny) Chisholm
Massachusetts Institute of
Technology
James Tiedje
Michigan State University

Edward F. DeLong
Massachusetts Institute of
Technology

Chris Somerville
Stanford University

David Galas
Battelle Memorial Institute,
Columbus, Ohio, and Institute
for Systems Biology, Seattle,
Washington

Stephen Quake

Stanford University

Members Jim Krupnick
Bruce Birren Lawrence Berkeley National
Broad Institute Laboratory

Edward F. DeLong
Massachusetts Institute of

FEric J. Mathur
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Salk Institute for Biological Doug Ray
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Lawrence Livermore National ~ Toby Bloom

Laboratory Broad Institute
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Appendix E:

2009
DOE JGI
User
Meeting
Speakers

The DOE, JGI Fourth Annual Ge-
nomics of Energy and Environment
User Meeting took place March 25-27,
2009, in Walnut Creek, California. The
keynote speakers were Chris Somerville
from the Energy Biosciences Institute,
George Church from Harvard Univer-
sity, and J. Craig Venter from the J. Craig
Venter Institute.
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Bryan O’Neill

Sapphire Energy
Cameron Currie
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Salk Institute
Dick Smith

Pacific Northwest National Laboratory
Dan Rokhsar

DOE Joint Genome Institute
Ashlee Earl

Harvard University
Jonathan Fisen

University of California, Davis
James Galagan

Broad Institute
John Willis

Duke University
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University of Washington
Len Pennacchio

DOL Joint Genome Institute
Steve Turner

Pacific Biosciences
Pavel Pevzner

University of California, San Diego
Gary Andersen

Lawrence Berkeley National Laboratory
Sabeeha Merchant

University of California, Los Angeles
Peg Riley

University of Massachusetts
Lucy Shapiro

Stanford University
Jetfrey Miller

University of California, Los Angeles
Rod Wing

University of Arizona
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http://www.scivee.tv/node/10579/
video

Scenes from the 2009 DOE JGI Genomics of Energy and Environment User Meeting. Photos by Roy Kaltschmidt, LBNL
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