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Bowtie

RRID:SCR_005476
Type: Tool

Proper Citation

Bowtie (RRID:SCR_005476)

Resource Information

URL: http://bowtie-bio.sourceforge.net/index.shtml

Proper Citation: Bowtie (RRID:SCR_005476)

Description: Software ultrafast memory efficient tool for aligning sequencing reads.
Bowtie is short read aligner.

Resource Type: data processing software, sequence analysis software, data analysis
software, software resource, alignment software, image analysis software, software
application

Defining Citation: PMID:19261174, DOI:10.1186/gh-2009-10-3-r25

Keywords: sequence, analysis, long, reference, read, alignment, gap, local, pair, end,
rna, rnaseq, bio.tools

Funding: NHGRI RO1 HG006102;
NIGMS R01 GM083873;
Amazon Web Services in Education Research

Availability: Free, Available for download, Freely available
Resource Name: Bowtie

Resource ID: SCR_005476

Alternate IDs: biotools:bowtie, OMICS 00653

Alternate URLSs: https://github.com/BenLangmead/bowtie, https://bio.tools/bowtie,
https://sources.debian.org/src/bowtie/

License: GNU GPL v3.0

Record Creation Time: 20220129T080230+0000



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_005476/resolver
http://bowtie-bio.sourceforge.net/index.shtml
https://pubmed.ncbi.nlm.nih.gov/19261174
https://dx.doi.org/10.1186/gb-2009-10-3-r25

Record Last Update: 20260731T042710+0000

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

No alerts have been found for Bowtie.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13226 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Xiong EH, et al. (2025) Protocol to identify genes important for Candida albicans fitness in
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protocols, 6(1), 103645.
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