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Proper Citation

kraken2 (RRID:SCR_026838)

Resource Information

URL: https://github.com/DerrickWood/kraken2

Proper Citation: kraken2 (RRID:SCR_026838)

Description: Software tool as second version of Kraken taxonomic sequence
classification system.

Resource Type: software resource, software application, source code

Defining Citation: PMID:31779668

Keywords: taxonomic sequence classification system, taxonomic, sequence,
classification system,

Funding: NSF ;
NIGMS R01 GM118568;
NIGMS R35 GM130151

Availability: Free, Available for download, Freely available

Resource Name: kraken2

Resource ID: SCR_026838

License: MIT license

Record Creation Time: 20250424T064808+0000

Record Last Update: 20260731T043221+0000

Ratings and Alerts

No rating or validation information has been found for kraken2.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_026838/resolver
https://github.com/DerrickWood/kraken2
https://pubmed.ncbi.nlm.nih.gov/31779668


No alerts have been found for kraken2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1107 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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Walbaum). Journal of fish diseases, 49(1), e70004.

Hodgson RJ, et al. (2026) Contrasting Microbial Taxonomic and Functional Colonisation
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22(1), 204.
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Methods for the Combined Detection of Faecal RNA and DNA Viruses. Viruses, 17(2).

Mogashoa T, et al. (2025) Whole genomic analysis uncovers high genetic diversity of
rifampicin-resistant Mycobacterium tuberculosis strains in Botswana. Frontiers in
microbiology, 16, 1535160.
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and pathogenome. BMC biology, 23(1), 40.
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feeding guilds. Animal microbiome, 7(1), 21.
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translational medicine, 23(1), 130.
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