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Proper Citation

Mouse Genome Informatics: The Gene Ontology Project (RRID:SCR_006447)

Resource Information

URL: http://www.informatics.jax.org/mgihome/GO/project.shtml

Proper Citation: Mouse Genome Informatics: The Gene Ontology Project
(RRID:SCR_006447)

Description: This resource is part of the Gene Ontology Consortium which seeks to
provide controlled vocabularies for the description of the molecular function, biological
process, and cellular component of gene products. These terms are to be used as
attributes of gene products by collaborating databases, facilitating uniform queries across
them. GO team members at MGI participate in ontology development, outreach, and
functional curation of mouse gene products. The GO vocabularies have a hierarchical
structure that permits a range of detail from high-level, broadly descriptive terms to very
low level, highly specific terms. This broad range is useful both in annotating genes and in
searching for gene information using these terms as search criteria. GO terms are defined,
allowing all databases to use the terms consistently and properly. GO annotations in the
databases additionally include the publication reference which allowed the association to
be made and an evidence statement citing how the association was determined.

Synonyms: Gene Ontology (GO) Project, MGI: GO Project, Gene Ontology Project

Resource Type: controlled vocabulary, data or information resource, database

Keywords: function, gene, biological, cellular, component, molecular, process, product

Funding: NHGRI HG002273

Availability: Available to the research community

Resource Name: Mouse Genome Informatics: The Gene Ontology Project

Resource ID: SCR_006447
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Alternate IDs: nif-0000-10304

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260801T042625+0000

Ratings and Alerts

No rating or validation information has been found for Mouse Genome Informatics: The
Gene Ontology Project.

No alerts have been found for Mouse Genome Informatics: The Gene Ontology Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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