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Proper Citation

Gene Reference into Function (RRID:SCR_003436)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/gene/about-generif

Proper Citation: Gene Reference into Function (RRID:SCR_003436)

Description: A database and annotation tool that provides a simple mechanism to allow
scientists to add to the functional annotation of genes described in Gene. To be
processed, a valid Gene ID must exist for the specific gene, or the Gene staff must have
assigned an overall Gene ID to the species. The latter case is implemented via records in
Gene with the symbol NEWENTRY.

Abbreviations: GeneRIF

Synonyms: GeneRIF: Gene Reference into Function

Resource Type: data or information resource, database

Defining Citation: PMID:17094227, PMID:23725347

Keywords: functional annotation, gene, function

Funding: NIH

Availability: Free, Freely available

Resource Name: Gene Reference into Function

Resource ID: SCR_003436

Alternate IDs: nlx_157765

Record Creation Time: 20220129T080219+0000

Record Last Update: 20260729T044042+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_003436/resolver
http://www.ncbi.nlm.nih.gov/gene/about-generif
https://pubmed.ncbi.nlm.nih.gov/17094227
https://pubmed.ncbi.nlm.nih.gov/23725347


No rating or validation information has been found for Gene Reference into Function.

No alerts have been found for Gene Reference into Function.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Hu Y, et al. (2017) Measuring disease similarity and predicting disease-related ncRNAs by
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multi-level ontologies. Scientific reports, 6, 34820.
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Gobeill J, et al. (2014) Closing the loop: from paper to protein annotation using supervised
Gene Ontology classification. Database : the journal of biological databases and curation,
2014.

Wang V, et al. (2013) GeneTopics--interpretation of gene sets via literature-driven topic
models. BMC systems biology, 7 Suppl 5(Suppl 5), S10.


