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Proper Citation

Bamtools (RRID:SCR_015987)

Resource Information

URL: https://github.com/pezmaster31/bamtools/wiki

Proper Citation: Bamtools (RRID:SCR_015987)

Description: Software that provides both a C++ APl and a command-line toolkit for
reading, writing, and manipulating genome sequence alignment files in the BAM and SAM
formats. It is used for research analysis and management of data produced by sequencing
technologies.

Synonyms: API:Application Programming Interface, BAM:Binary Alignment Map,
SAM:Sequence Alignment Map

Resource Type: data processing software, data management software, software toolkit,
data analysis software, software resource, software application

Defining Citation: PMID:21493652, DOI:10.1093/bioinformatics/btrl74

Keywords: c++, api, sam, bam genome, sequence, alignment, data, analysis,
management, command, manipulation, binary, map, bio.tools

Funding: NHGRI RO1 HG004719;
NHGRI RC2 HG005552

Resource Name: Bamtools

Resource ID: SCR_015987

Alternate IDs: biotools:bamtools, OMICS 11315

Alternate URLSs: https://bio.tools/bamtools, https://sources.debian.org/src/bamtools/
License: GNU General Public License (GPL), MIT licence

Record Creation Time: 20220129T080328+0000
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Record Last Update: 20260731T042958+0000

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

No alerts have been found for Bamtools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 324 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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10, 100236.
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45668.
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cell organizer. The EMBO journal, 44(1), 281.
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