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Type: Tool

Proper Citation

ClinGen (RRID:SCR_014968)

Resource Information

URL: https://www.clinicalgenome.org

Proper Citation: ClinGen (RRID:SCR_014968)

Description: Genomics knowledgebase for clinical relevance of genes and variants for
use in research. ClinGen's primary function is to store and share information for the benefit
of the scientific community. Laboratory scientists, clinicians, and patients can share and
access data.

Abbreviations: CGR
Synonyms: Clinical Genome Resource (ClinGen), Clinical Genome Resource
Resource Type: data or information resource, database

Defining Citation: PMID:26014595

Keywords: database, knowledgebase, genomics, healthcare, clinical, FASEB list

Funding: Eunice Kennedy Schriver NICHD ;
NHGRI U41 HG006834-01A1;

NHGRI U01 HG007437-01;

NHGRI U01 HG007436-01;

NCI HHSN261200800001E;

NCI contract HHSN261200800001E

Availability: Free, Available to the scientific community
Resource Name: ClinGen

Resource ID: SCR_014968

Record Creation Time: 20220129T080323+0000

Record Last Update: 20260811T043516+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014968/resolver
https://www.clinicalgenome.org
https://pubmed.ncbi.nlm.nih.gov/26014595

Ratings and Alerts
No rating or validation information has been found for ClinGen.

No alerts have been found for ClinGen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1153 mentions in open access literature.

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