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SigProfilerMatrixGenerator

RRID:SCR_023122
Type: Tool

Proper Citation

SigProfilerMatrixGenerator (RRID:SCR_023122)

Resource Information

URL: https://github.com/AlexandrovLab/SigProfilerMatrixGenerator/

Proper Citation: SigProfilerMatrixGenerator (RRID:SCR_023122)

Description: Software tool to create mutational matrices for all types of somatic
mutations. Used to generate mutational matrices for set of samples with associated
mutational catalogues. Used for optimized exploration and visualization of mutational
patterns for all types of small mutational events. In addition to extending classification of
single base substitutions, provides support for classifying doublet base substitutions and
small insertions and deletions.

Resource Type: software application, software resource

Defining Citation: PMID:31470794

Keywords: mutational patterns, small mutational events, create mutational matrices,
somatic mutations, samples with associated mutational catalogues,

Funding: Cancer Research UK Grand Challenge Award ;
Singapore Ministry of Health ;
Singapore National Medical Research Council

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

Resource ID: SCR_023122

Alternate URLSs: https://osf.io/s93d5/wiki’lhome

License: BSD 2-Clause "Simplified" License

Record Creation Time: 20230116T062750+0000

Record Last Update: 20260810T040831+0000
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Ratings and Alerts
No rating or validation information has been found for SigProfilerMatrixGenerator .

No alerts have been found for SigProfilerMatrixGenerator .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 35 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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