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Mash

RRID:SCR_019135
Type: Tool

Proper Citation

Mash (RRID:SCR_019135)

Resource Information

URL.: https://github.com/marbl/Mash

Proper Citation: Mash (RRID:SCR_019135)

Description: Software tool for genome and metagenome distance estimation using
MinHash. Reduces large sequences and sequence sets to small, representative sketches,
from which global mutation distances can be rapidly estimated.

Resource Type: software resource, data analytics software, software application

Defining Citation: PMID:27323842

Keywords: Genome distance estimation, metagenome distance estimation, MinHash,
mutation distance, sequence, sequence set

Funding: NHGRI ;
NIH

Availability: Free, Available for download, Freely available
Resource Name: Mash

Resource ID: SCR_019135

Alternate IDs: OMICS 10468

Alternate URLSs: https://mash.readthedocs.io/en/latest/,
https://sources.debian.org/src/mash/

License: BSD license
Record Creation Time: 20220129T080343+0000

Record Last Update: 20260808T042909+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_019135/resolver
https://github.com/marbl/Mash
https://pubmed.ncbi.nlm.nih.gov/27323842

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

No alerts have been found for Mash.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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lactamase-producing Klebsiella pneumoniae among children and chicken in the rural
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Columbian Bolivian mummy. Nature communications, 17(1).

Kidenya BR, et al. (2025) Multidrug resistant hypervirulent ST307 clone from genomic
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faecium ST80-lineages by 70% of patients in an Irish hospital. JAC-antimicrobial
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21.

Xu Z, et al. (2025) PISAD: reference-free intraspecies sample anomalies detection tool
based on k-mer counting. GigaScience, 14.
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Emerging infectious diseases, 31(10), 2017.




