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RRID:SCR_003035
Type: Tool

Proper Citation

bwtool (RRID:SCR_003035)

Resource Information

URL: https://github.com/CRG-Barcelona/bwtool/wiki

Proper Citation: bwtool (RRID:SCR_003035)

Description: A command-line utility for bigWig files designed to read bigWig files rapidly
and efficiently, providing functionality for extracting data and summarizing it in several
ways, globally or at specific regions. Its functionality is subdivided into subprograms that
roughly fall into three categories: data extraction, analysis, and data modification, although
e.g. in the case of the matrix program or the sax program, the boundary between data
extraction and analysis isn't very strong. The data modification programs all have the
behavior that a bigWig is inputted and a new bigWig is outputted.

Resource Type: software resource

Defining Citation: PMID:2448936

Keywords: standalone software, unix/linux, bio.tools
Availability: Free, Available for download, Freely available
Resource Name: bwtool

Resource ID: SCR_003035

Alternate IDs: biotools:bwtool, OMICS 05125

Alternate URLSs: https://bio.tools/bwtool

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260725T190536+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_003035/resolver
https://github.com/CRG-Barcelona/bwtool/wiki
https://pubmed.ncbi.nlm.nih.gov/2448936

No rating or validation information has been found for bwtool.

No alerts have been found for bwtool.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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