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Proper Citation

mutationalpatterns (RRID:SCR_024247)

Resource Information

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

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,

Availability: Free, Available for download, Freely available,

Resource Name: mutationalpatterns

Resource ID: SCR_024247

Alternate URLs: https://sources.debian.org/src/r-bioc-mutationalpatterns/

Record Creation Time: 20230830T050217+0000

Record Last Update: 20260725T191110+0000

Ratings and Alerts

No rating or validation information has been found for mutationalpatterns.

No alerts have been found for mutationalpatterns.

Data and Source Information

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


Source: SciCrunch Registry

Usage and Citation Metrics

We found 220 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Dong G, et al. (2025) Diverse somatic genomic alterations in single neurons in chronic
traumatic encephalopathy. bioRxiv : the preprint server for biology.

Zeng Y, et al. (2025) Mapping the chromothripsis landscape in urothelial carcinoma
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Yamamoto A, et al. (2025) A novel mouse model of upper tract urothelial carcinoma
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prevention despite carcinogen exposure. International journal of cancer, 156(7), 1439.
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communications, 16(1), 4459.
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mammals. Communications biology, 8(1), 763.
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specimens in clinical oncology. Nature communications, 16(1), 10649.


