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Proper Citation

ClinVar (RRID:SCR_006169)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/clinvar/

Proper Citation: ClinVar (RRID:SCR_006169)

Description: Archive of aggregated information about sequence variation and its
relationship to human health. Provides reports of relationships among human variations
and phenotypes along with supporting evidence. Submissions from clinical testing labs,
research labs, locus-specific databases, expert panels and professional societies are
welcome. Collects reports of variants found in patient samples, assertions made regarding
their clinical significance, information about submitter, and other supporting data. Alleles
described in submissions are mapped to reference sequences, and reported according to
HGVS standard.

Abbreviations: ClinVar

Resource Type: service resource, data repository, data or information resource,
database, storage service resource

Keywords: sequence variation, variation, phenotype, genetics, genetic variation, clinical,
allele, aggregator, geneotype, gene, disease, clinical assertion, bio.tools

Availability: Free, Freely available

Resource Name: ClinVar

Resource ID: SCR_006169

Alternate IDs: nlx_151671, r3d100013331, biotools:clinvar, OMICS_00262

Alternate URLs: https://bio.tools/clinvar, https://doi.org/10.17616/R31NJMS3

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260731T042719+0000

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_006169/resolver
http://www.ncbi.nlm.nih.gov/clinvar/


Ratings and Alerts

No rating or validation information has been found for ClinVar.

No alerts have been found for ClinVar.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 6595 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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