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Proper Citation

Bestus Bioinformaticus Tools (RRID:SCR_016968)

Resource Information

URL: https://jgi.doe.gov/data-and-tools/bbtools/

Proper Citation: Bestus Bioinformaticus Tools (RRID:SCR_016968)

Description: Software suite of bioinformatics tools for analysis of DNA and RNA
sequence data. Used for file formats such as fastq, fasta, sam, scarf, fasta plus qual,
compressed or raw, with autodetection of quality encoding and interleaving. Written in
Java and works on any platform supporting Java, including Linux, MacOS, and Microsoft
Windows.

Abbreviations: BBTools

Synonyms: BB Tools, Bestus Bioinformaticus Tools, BBTools

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

Keywords: Software, Bioinformatic, Data analysis, sequencing,

Resource Name: Bestus Bioinformaticus Tools

Resource ID: SCR_016968

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260728T043528+0000

Ratings and Alerts

No rating or validation information has been found for Bestus Bioinformaticus Tools.

No alerts have been found for Bestus Bioinformaticus Tools.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016968/resolver
https://jgi.doe.gov/data-and-tools/bbtools/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 591 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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mechanoresponsive intermediate filament-based biopolymer. Nature communications,
16(1), 9523.
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