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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 
Office of Biological and Environmental Research.

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 DOE 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.
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The DOE JGI Fourth Annual Ge-

nomics of Energy and Environment 

User Meeting took place March 25-27, 

2009, in Walnut Creek, California. The 
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Venter Institute.
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Videos of the 2009 User Meeting 
talks are available on the DOE 

JGI’s SciVee channel at:  
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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Representatives of the four DOE JGI genome 

programs (plant, fungal, metagenome, and microbe) 

grace the cover of this annual report. Three of the 

organisms were among the 81 projects selected in 

2009 for the 2010 Community Sequencing Program 

portfolio. Photo credits, clockwise from bottom left: 

Brachypodium distachyon by Roy Kaltschmidt, LBNL; 

Amanita thiersii fungus by Joe McFarland; Cow rumen 

metagenome by Gemma Henderson, AgResearch; 

Soybeans by Roy Kaltschmidt, LBNL; Zymomonas 

mobilis Z4 by Katherine Pappas, University of Athens
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