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Proper Citation

BWA (RRID:SCR_010910)

Resource Information

URL: http://bio-bwa.sourceforge.net/

Proper Citation: BWA (RRID:SCR_010910)

Description: Software for aligning sequencing reads against large reference genome.
Consists of three algorithms: BWA-backtrack, BWA-SW and BWA-MEM. First for
sequence reads up to 100bp, and other two for longer sequences ranged from 70bp to
1Mbp.

Abbreviations: BWA

Synonyms: Burrows-Wheeler Aligner (BWA), Burrows-Wheeler Aligner

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

Defining Citation: PMID:19451168, PMID:20080505, DOI:10.1093/bioinformatics/btp324

Keywords: sequence, alignment, reference, genome, human, short, long, read, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: BWA

Resource ID: SCR_010910

Alternate IDs: SCR_015853, biotools:bwa-sw, OMICS_00654

Alternate URLs: https://sourceforge.net/projects/bio-bwa/files/, https://bio.tools/bwa-sw,
https://sources.debian.org/src/bwa/

License: GNU General Public License 3.0, MIT License
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Record Creation Time: 20220129T080301+0000

Record Last Update: 20260819T044319+0000

Ratings and Alerts

No rating or validation information has been found for BWA.

No alerts have been found for BWA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2638 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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Ye H, et al. (2026) Early risperidone exposure impairs cognitive function by perturbation of
the gut microbiome and bile acids/tyrosine-PTP1B axis. Microbiome, 14(1).

Mao K, et al. (2026) Rumen microbiota-associated stress alleviation by creatine pyruvate
in newly received cattle: a multi-omics study. Microbiome, 14(1).

Huang Q, et al. (2026) Heat stress suppresses lactation through potential rumen-
mammary communication mediated by extracellular vesicles: integrated analysis of
microbiome, metabolome, and miRNA profiles. Microbiome, 14(1).
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