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IMG's primary goal is to provide a time release of the JGI microbial genomes in the
integrated context of publicly available microbial genome data.

http://img.jgi.doe.gov/
In the long run IMG aims at providing a data management system that will:

# Support the analysis of all genomes IMG genomes Why JGI?

# Support community annotation of genomic sequences

# Support modeling of cellular networks

# Become a platform for understanding genomes

# Enable scientists to explore microbial community genomic data in the context of relevant environmental,
geographical, geochemical and phylogenetic data

# Provide documentation and clarity of data, structural and operational semantics

JGI is the major worldwide contributor
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The Organism Browser provides multiple entries to the
IMG system.

You can view an alphabetical list of all organisms
whose genomes are available for study, or you can
view the list as a phylogenetic tree.

You can then click on an individual organism to view
details about its genome and follow links to useful
groupings of genes within that genome (e.g., genes
connected to KEGG pathways).

To select a subset of organisms, click to place a checkmark in the box next to each
organism of interest, then click on "Save Selections." The selections you save will be used
in multiple areas of IMG. These include the Gene Search, Gene Ortholog Neighborhoods
(reached via the Gene Details page), Phylogenetic Profiler, Organism Stats, and the
highlighting of orthologs in ortholog and homolog lists.
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