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Type: Tool

Proper Citation

BigWig and BigBed (RRID:SCR_007708)

Resource Information

URL: http://hgdownload.cse.ucsc.edu/admin/exe/linux.x86_64/

Proper Citation: BigWig and BigBed (RRID:SCR_007708)

Description: Allow the high-performance display of next-generation sequencing experiment 
results in the UCSC Genome Browser.

Abbreviations: BigWig and BigBed

Resource Type: software resource

Resource Name: BigWig and BigBed

Resource ID: SCR_007708

Alternate IDs: OMICS_00626

Ratings and Alerts

No rating or validation information has been found for BigWig and BigBed.

No alerts have been found for BigWig and BigBed.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_007708/resolver
http://hgdownload.cse.ucsc.edu/admin/exe/linux.x86_64/
https://scicrunch.org/scicrunch/about/sources/nlx_144509-1


We found 25 mentions in open access literature.
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