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Type: Tool

Proper Citation

CRAVAT (RRID:SCR_012776)

Resource Information

URL: http://www.cravat.us/

Proper Citation: CRAVAT (RRID:SCR_012776)

Description: A web-based application designed with an easy-to-use interface to facilitate
the high-throughput assessment and prioritization of genes and missense alterations
important for cancer tumorigenesis.

Abbreviations: CRAVAT

Synonyms: cancer-related analysis of variants toolkit

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Related Condition: Cancer

Funding: NCI CA 152432;
NSF DBI 0845275;
NCI 1U01CA180956-01

Resource Name: CRAVAT

Resource ID: SCR_012776

Alternate IDs: OMICS_00147

Record Creation Time: 20220129T080312+0000

Record Last Update: 20260728T043416+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_012776/resolver
http://www.cravat.us/


No rating or validation information has been found for CRAVAT.

No alerts have been found for CRAVAT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 26 mentions in open access literature.

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