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Type: Tool

Proper Citation

WashU Epigenome Browser (RRID:SCR_006208)

Resource Information

URL: http://epigenomegateway.wustl.edu/

Proper Citation: WashU Epigenome Browser (RRID:SCR_006208)

Description: Software tool for visualizing and interacting with whole-genome datasets.
Browser hosts Human Epigenome Atlas data produced by Roadmap Epigenomics project,
but its use of advanced, multi-resolution data formats and its user-friendly interface make
it possible for investigators to upload and visualize their own data as custom tracks.
Developed and maintained by Epigenome Informatics Group at Washington University in
St. Louis.

Abbreviations: Human Epigenome Browser

Synonyms: WashU Epigenome Browser, WashU Genome Browser, Human Epigenome
Browser at Washington University

Resource Type: data or information resource, software resource, software application,
data set, source code, data analysis software, data processing software

Defining Citation: PMID:22127213

Keywords: epigenomics, genome browser, visualization, clustering, genome, sequencing,
next-generation sequencing, virus

Availability: Free, Freely available

Resource Name: WashU Epigenome Browser

Resource ID: SCR_006208

Alternate IDs: OMICS_00629, nlx_151754

Alternate URLs: http://epigenomegateway.wustl.edu/browser/

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006208/resolver
http://epigenomegateway.wustl.edu/
https://pubmed.ncbi.nlm.nih.gov/22127213


Record Creation Time: 20220129T080234+0000

Record Last Update: 20260808T185856+0000

Ratings and Alerts

No rating or validation information has been found for WashU Epigenome Browser.

No alerts have been found for WashU Epigenome Browser.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 184 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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and chromatin interactions. bioRxiv : the preprint server for biology.
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