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Type: Tool

Proper Citation

Gene Ontology Tools (RRID:SCR_006941)

Resource Information

URL: http://geneontology.org/docs/tools-overview/

Proper Citation: Gene Ontology Tools (RRID:SCR_006941)

Description: Collection of tools developed by GO Consortium and by third parties. Tools
are listed by category or alphabetically and continue to be improved and expanded.

Abbreviations: GO Tools

Resource Type: database, catalog, software resource, software repository, data or
information resource

Keywords: registry, annotation browser, annotation search engine, annotation
visualization, ontology, annotation editor, database, data warehouse, software library,
statistical analysis, slimmer-type tool, term enrichment, text mining, protein interaction,
functional similarity, semantic similarity, analysis, annotation, visualization, editor

Availability: Free, Freely available

Resource Name: Gene Ontology Tools

Resource ID: SCR_006941

Alternate IDs: nlx_146273

Alternate URLs: https://neuinfo.org/mynif/search.php?q=*&t=indexable&nif=nlx_146273-1

Old URLs: http://www.geneontology.org/GO.tools.shtml

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260728T043241+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006941/resolver
http://geneontology.org/docs/tools-overview/


No rating or validation information has been found for Gene Ontology Tools.

No alerts have been found for Gene Ontology Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 27 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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