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Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/MutationalPatterns.htmi

Proper Citation: mutationalpatterns (RRID:SCR_024247)

Description: Software R package provides set of flexible functions to evaluate and visualize
multitude of mutational patterns in base substitution catalogues of e.g. healthy samples,
tumour samples, or DNA-repair deficient cells.

Resource Type: software resource, software toolkit

Keywords: evaluate and visualize multitude of mutational patterns, base substitution
catalogues patterns,

Funding:

Availability: Free, Available for download, Freely available,

Resource Name: mutationalpatterns

Resource ID: SCR_024247

Alternate URLSs: https://sources.debian.org/src/r-bioc-mutationalpatterns/
Record Creation Time: 20230830T050217+0000

Record Last Update: 20250421T054522+0000

Ratings and Alerts



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_024247/resolver
https://bioconductor.org/packages/release/bioc/html/MutationalPatterns.html

No rating or validation information has been found for mutationalpatterns.

No alerts have been found for mutationalpatterns.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 162 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Jing X, et al. (2024) DNA damage response alterations in clear cell renal cell carcinoma:
clinical, molecular, and prognostic implications. European journal of medical research, 29(1),
107.
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