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GSVA (RRID:SCR_021058)

Resource Information

URL: https://www.bioconductor.org/packages/release/bioc/html/GSVA.html

Proper Citation: GSVA (RRID:SCR_021058)

Description: Open source software R package for assaying variation of gene set
enrichment over sample population.Used for microarray and RNA-seq data analysis. Gene
set enrichment method that estimates variation of pathway activity over sample population
in unsupervised manner.

Abbreviations: GSVA

Synonyms: Gene Set Variation Analysis

Resource Type: software application, data analysis software, software resource, data
processing software, software toolkit

Defining Citation: PMID:23323831

Keywords: Gene set enrichment, variation estimation, pathway activity, sample
population, microarray, RNA-seq, data analysis

Funding: ISCIII COMBIOMED ;
Spanish MINECO ;
NCI U54 CA149237

Availability: Free, Available for download, Freely available

Resource Name: GSVA

Resource ID: SCR_021058

License: GPL

Record Creation Time: 20220129T080353+0000
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Ratings and Alerts

No rating or validation information has been found for GSVA.

No alerts have been found for GSVA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 256 mentions in open access literature.

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