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Proper Citation

maftools (RRID:SCR_024519)

Resource Information

URL.: https://github.com/PoisonAlien/Maftools

Proper Citation: maftools (RRID:SCR_024519)

Description: Software R package offers multitude of analysis and visualization modules
that are commonly used in cancer genomic studies, including driver gene identification,
pathway, signature, enrichment, and association analyses. Maftools requires somatic
variants in Mutation Annotation Format (MAF) and is independent of larger alignment files.

Resource Type: software resource, software toolkit

Defining Citation: PMID:30341162

Keywords: MAF summarize, MAF analyze, MAF visualize, Mutation Annotation Format
files, driver gene identification, pathway, signature, enrichment, association analyses,
somatic variants in Mutation Annotation Format, MAF

Availability: Free, Available for download, Freely available
Resource Name: maftools

Resource ID: SCR_024519

Alternate URLSs: https://bioconductor.org/packages/maftools/
License: MIT license

Record Creation Time: 20231002T161337+0000

Record Last Update: 20260725T7191112+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_024519/resolver
https://github.com/PoisonAlien/Maftools
https://pubmed.ncbi.nlm.nih.gov/30341162

No rating or validation information has been found for maftools.

No alerts have been found for maftools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 195 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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