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Resource Information

URL.: https://github.com/im3sanger/dndscv

Proper Citation: dndSCV (RRID:SCR_017093)

Description: Software R package as suite of dN/dS methods to quantify selection in cancer
and somatic evolution. Contains functions to quantify dN/dS ratios for missense, nonsense
and essential splice mutations, at level of individual genes, groups of genes or at whole
genome level. Used to detect cancer driver genes on datasets.

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

Keywords: dN/dS, method, quantify, selection, cancer, somatic, evolution, missense,
nonsense, essential, splice, mutation, gene, genome, dataset

Funding:

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

Resource ID: SCR_017093

Record Creation Time: 20220129T080333+0000

Record Last Update: 20250412T060053+0000

Ratings and Alerts



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_017093/resolver
https://github.com/im3sanger/dndscv

No rating or validation information has been found for dndSCV.

No alerts have been found for dndSCV.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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