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Why |s Biology a Good Source for
Systems Biology & Engineering?
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Biology Solutions for Big Problems
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JGI| Overview

User Facility for Large Scale Genomics
to Enable Bioenergy and Environmental Research

e Facility
— Walnut Creek 4-Bldgs/80,000 sq ft

e Staff
— 284 FTE
e Funding

~69 M US Dept of Energy
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DOE Systems Biology Knowledgebase
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Description

Bacillus subtilis subsp. subtilis str. 168 [WGS] not found. You can
start a new page for this genome on Wikipedia.

Showing description for Bacillus subtilis
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Integrative Genomics
Building (IGB)

Providing essential infrastructure

for systems biology for bioenergy
and the environment
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