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Proper Citation

pybedtools (RRID:SCR_021018)

Resource Information

URL.: https://daler.github.io/pybedtools/#

Proper Citation: pybedtools (RRID:SCR_021018)

Description: Software Python wrapper for bedtools. Wraps and extends BEDTools and
offers feature level manipulations from within Python. Flexible Python library for manipulating
genomic datasets and annotations.

Resource Type: software toolkit, software resource

Defining Citation: PMID:21949271

Keywords: Exploring complex genomics datasets, manipulating genomic datasets, Python,
bedtools

Funding: Intramural Program of the National Institute of Diabetes and Digestive and Kidney
Diseases

Availability: Free, Available for download, Freely available

Resource Name: pybedtools

Resource ID: SCR_021018

Alternate IDs: biotools:pybedtools

Alternate URLSs: https://pypi.python.org/pypi/pybedtools, https://bio.tools/pybedtools

Record Creation Time: 20220129T080353+0000
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Record Last Update: 20250412T060310+0000

Ratings and Alerts
No rating or validation information has been found for pybedtools.

No alerts have been found for pybedtools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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research, 11(6), 747.

Schleussner N, et al. (2023) Transcriptional reprogramming by mutated IRF4 in lymphoma.
Nature communications, 14(1), 6947.

Lee RRQ, et al. (2023) Generating minimum set of gRNA to cover multiple targets in multiple
genomes with MINORg. Nucleic acids research, 51(8), e43.
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