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Proper Citation

IMG (RRID:SCR_007733)

Resource Information

URL: http://img.jgi.doe.gov/

Proper Citation: IMG (RRID:SCR_007733)

Description: Datasets and tools for comparative analysis and annotation of all publicly
available genomes from three domains of life in a uniquely integrated context. Plasmids
that are not part of a specific microbial genome sequencing project and phage genomes
are also included in order to increase its genomic context for comparative analysis. The
user interface (see User Interface Map) allows navigating the microbial genome data
space along its three key dimensions (genes, genomes, and functions), and groups
together the main comparative analysis tools. Microbial genome data analysis in IMG
usually starts with the definition of an analysis context in terms of selected genomes,
functional annotations, and/or genes, followed by the individual or comparative analysis of
genomes, functional annotations, or genes.

Abbreviations: IMG

Synonyms: Integrated Microbial Genomes

Resource Type: database, data or information resource

Keywords: genome, microorganism, annotation, bio.tools, FASEB list
Resource Name: IMG

Resource ID: SCR_007733

Alternate IDs: nif-0000-03009, biotools:img

Alternate URLSs: https://bio.tools/img

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260808T190414+0000
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Ratings and Alerts
No rating or validation information has been found for IMG.

No alerts have been found for IMG.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 715 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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