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Proper Citation

khmer (RRID:SCR_001156)

Resource Information

URL: http://khmer.readthedocs.org/

Proper Citation: khmer (RRID:SCR_001156)

Description: Software library and suite of command line tools for working with DNA
sequence that takes a k-mer-centric approach to sequence analysis. It is primarily aimed
at short-read sequencing data such as that produced by the Illumina platform.

Synonyms: khmer project, khmer - k-mer counting & filtering FTW, khmer - k-mer
counting and filtering FTW, khmer: k-mer counting filtering and graph traversal FTW

Resource Type: software toolkit, software resource

Defining Citation: PMID:26535114, DOI:10.12688/f1000research.6924.1

Keywords: dna sequence, short-read, sequencing, dna, illumina, sequence analysis,
bio.tools

Funding: NHGRI R01HG007513

Availability: Free, Available for download, Freely available

Resource Name: khmer

Resource ID: SCR_001156

Alternate IDs: SciRes_000166, OMICS_02560, biotools:khmer

Alternate URLs: https://github.com/dib-lab/khmer, https://bio.tools/khmer,
https://sources.debian.org/src/khmer/

Old URLs: https://github.com/ged-lab/khmer, http://ged.msu.edu/papers/2012-diginorm/

License: BSD License

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_001156/resolver
http://khmer.readthedocs.org/
https://pubmed.ncbi.nlm.nih.gov/26535114
https://dx.doi.org/10.12688/f1000research.6924.1


Record Creation Time: 20220129T080205+0000

Record Last Update: 20260729T044008+0000

Ratings and Alerts

No rating or validation information has been found for khmer.

No alerts have been found for khmer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 25 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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