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Why Microhes?

Microbes have an enormous range of chemical capabilities, some of which surpass
human technologies and have far-reaching implications for addressing DOE mission
challenges. Researchers have only scratched the surface of understanding the diversity of microbes,

which live in virtually all environments and make up a significant portion of the Earth’s biomass.
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What’s a ? What’s a Genome?
are the invisible bacteria, archaeae, protozoa, and fungi that inhabit our

environment—our bodies, our food and water, and even the air we breathe. A genome is all
v id Soute £ . > the DNA in any organism. It contains the information that orchestrates the chemical reactions
e bbb v » T T needed for all life functions.
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Innovative, High-Impact Science

In 1994 DOE initiated the Microbial Genome Program as a spinoff of its Human Genome
Program. MGP's goal is to generate biological solutions to challenging DOE missions in
energy, environmental cleanup, biodefense, and global climate change. Scientists expect to
find a vast repertoire of useful functions in the microbial world.
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Complementary DOE programs Web Sites

Microbial Genome Program: wuww.ornl.gov/microbialgenomes

» NABIR (Natural and Accelerated » Carbon Sequestration Genomes to Life: DOLGenomesToLife.org
DOE Joint Genome Institute: wuww,jgi.doe.gov

Bioremediation Research) Program Explores strategies for sequestration of carbon in Microbial Genomes: genome.ornlgoa/microbial
NABIR develops methods based on natural microbial oceanic and terrestrial environments. Comprehensive Microbial Resource: wit. integratedgenomics.com.GOLD
processes for the bioremediation of contaminated soils, . Natural and Accelerated Bioremediation Research: wwuw./bl.gov/NABIR
et S e » Genomes to Life Program BI-OMP: wierw sc.doe.gov/ober/GC/omp. bimi
Combines completed DNA sequence data with Carbon Sequestration Program: cdiac2.esd.ornl.gor/
» BI-OMP (Biotechnological Investigations— advanced high-throughput technologies to develop Human Genome Pralect: sseaom. goubgmis
Ocean Margins Program) a fundamental understanding of life processes. Contact
Studies linkages between coastal carbon and nitrogen Genomes to Life focuses on organisms with LI Ll B I ol 20 o
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Unattributed images provided courtesy of Joint Genome Institute

cycles and the processes affecting global change. capabilities of interest to DOE.
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