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Proper Citation

GISTIC (RRID:SCR_000151)

Resource Information

URL: http://www.mmnt.net/db/0/0/ftp-genome.wi.mit.edu/distribution/GISTIC2.0

Proper Citation: GISTIC (RRID:SCR_000151)

Description: Software to identify genes targeted by somatic copy-number alterations
(SCNAs) that drive cancer growth. By separating SCNA profiles into underlying arm-level
and focal alterations, they improve the estimation of background rates for each category.

Abbreviations: GISTIC

Synonyms: GISTIC2.0, GISTIC 2.0, GISTIC 2

Resource Type: software resource

Defining Citation: PMID:21527027

Keywords: somatic copy-number alteration, gene

Related Condition: Cancer

Availability: Free, Available for download, Freely available

Resource Name: GISTIC

Resource ID: SCR_000151

Alternate IDs: OMICS_02296

License URLs: Ftp://ftp-genome.wi.mit.edu/distribution/GISTICv2/LICENSE.txt

Record Creation Time: 20220129T080159+0000

Record Last Update: 20260801T190110+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_000151/resolver
http://www.mmnt.net/db/0/0/ftp-genome.wi.mit.edu/distribution/GISTIC2.0
https://pubmed.ncbi.nlm.nih.gov/21527027


No rating or validation information has been found for GISTIC.

No alerts have been found for GISTIC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 58 mentions in open access literature.

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