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Proper Citation

Motif Mutation Analysis for Regulatory Genomic Elements (RRID:SCR_021902)

Resource Information

URL: https://github.com/vlink/marge

Proper Citation: Motif Mutation Analysis for Regulatory Genomic Elements
(RRID:SCR_021902)

Description: Software package that integrates genome wide genetic variation with
epigenetic data to identify collaborative transcription factor pairs. Optimized to work with
chromatin accessibility assays such as ATAC-seq or DNase I hypersensitivity, as well as
transcription factor binding data collected by ChIP-seq. Used to identify combinations of
cell type specific transcription factors while simultaneously interpreting functional effects of
non-coding genetic variation.

Abbreviations: MMARGE

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

Defining Citation: PMID:29893919

Keywords: genome wide genetic variation, epigenetic data, identify collaborative
transcription factor pairs, interpreting functional effects, non-coding genetic variation

Funding: NCI CA173903;
NIGMS GM085764;
NIDDK DK091183;
NHLBI R00 123485

Availability: Free, Available for download, Freely available

Resource Name: Motif Mutation Analysis for Regulatory Genomic Elements

Resource ID: SCR_021902

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_021902/resolver
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_021902/resolver
https://github.com/vlink/marge
https://pubmed.ncbi.nlm.nih.gov/29893919


Record Creation Time: 20220421T050137+0000

Record Last Update: 20260731T043113+0000

Ratings and Alerts

No rating or validation information has been found for Motif Mutation Analysis for
Regulatory Genomic Elements.

No alerts have been found for Motif Mutation Analysis for Regulatory Genomic Elements.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 608 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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