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Proper Citation

Kraken (RRID:SCR_005484)

Resource Information

URL: http://www.ebi.ac.uk/research/enright/software/kraken

Proper Citation: Kraken (RRID:SCR_005484)

Description: A set of software tools ( Reaper, Tally and Sequence Imp) designed to
streamline the analysis of next-generation sequencing data. Although designed with small
RNA sequence analysis in mind the tools can be used to address issues facing next-
generation sequencing in general.

Abbreviations: Kraken

Synonyms: Kraken: A set of tools for quality control and analysis of high-throughput
sequence data

Resource Type: software resource

Defining Citation: PMID:23816787

Keywords: adapter trimming, algorithm, next-generation sequencing, pipeline, rnaseq,
sequencing

Availability: Apache License

Resource Name: Kraken

Resource ID: SCR_005484

Alternate IDs: OMICS_01057

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260801T190254+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_005484/resolver
http://www.ebi.ac.uk/research/enright/software/kraken
https://pubmed.ncbi.nlm.nih.gov/23816787


No rating or validation information has been found for Kraken.

No alerts have been found for Kraken.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1711 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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