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RRID:SCR_002827
Type: Tool

Proper Citation

HGNC (RRID:SCR_002827)

Resource Information

URL: https://genenames.org

Proper Citation: HGNC (RRID:SCR_002827)

Description: Only worldwide authority that provides standardized nomenclature, i.e. gene
names and symbols (short form abbreviations), for all known human genes, and stores all
approved symbols in the HGNC database. Approved human gene nomenclature.
Database of gene symbols and names. Manually curated genes into groups based on
shared characteristics such as homology, function or phenotype. Data for protein-coding
genes, pseudogenes and non-coding RNAs.

Synonyms: HUGO symbols, HGNC Database, HGNC - HUGO Gene Nomenclature
Committee, HUGO Gene Nomenclature Committee, Human Genome Organization Gene
Symbols

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

Defining Citation: PMID:36243972, PMID:32747822, PMID:34615987, PMID:33152070

Keywords: gene, owl, gene symbol, phenotype, nomenclature, gene family, gene groups,
genomic, proteomic, ortholog, web service, locus, protein coding, genetics, gold standard,
bio.tools, FASEB list, GCBR, ELIXIR Core Data Resource, DRKB

Funding: NHGRI U24HG003345
Availability: Free, Freely available
Resource Name: HGNC
Resource ID: SCR_002827

Alternate IDs: biotools:genenames.org, nif-0000-02955, r3d100010901
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Alternate URLSs: http://bioportal.bioontology.org/ontologies/HUGO,
https://bio.tools/genenames.org, https://doi.org/10.17616/R3XC80

License: Creative Commons Public Domain (CCO)
Record Creation Time: 20220129T080215+0000
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Ratings and Alerts
No rating or validation information has been found for HGNC.

No alerts have been found for HGNC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1134 mentions in open access literature.

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