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Proper Citation

Parsnp (RRID:SCR_024153)

Resource Information

URL: https://harvest.readthedocs.io/en/latest/content/parsnp.html

Proper Citation: Parsnp (RRID:SCR_024153)

Description: Software to align the core genome of hundreds to thousands of bacterial
genomes. Input can be both draft assemblies and finished genomes, and output includes
variant (SNP) calls, core genome phylogeny and multi-alignments. Parsnp leverages
contextual information provided by multi-alignments surrounding SNP sites for
filtration/cleaning, in addition to existing tools for recombination detection/filtration and
phylogenetic reconstruction.

Synonyms: parsnp

Resource Type: software library, software toolkit, software resource

Defining Citation: PMID:25410596

Keywords: align core genome, bacterial genomes,

Availability: Free, Available for download, Freely available,

Resource Name: Parsnp

Resource ID: SCR_024153

Alternate IDs: OMICS_21461

Alternate URLs: https://sources.debian.org/src/parsnp/, https://github.com/marbl/parsnp

Record Creation Time: 20230824T050212+0000

Record Last Update: 20260807T043020+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_024153/resolver
https://harvest.readthedocs.io/en/latest/content/parsnp.html
https://pubmed.ncbi.nlm.nih.gov/25410596


No rating or validation information has been found for Parsnp.

No alerts have been found for Parsnp.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 54 mentions in open access literature.

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

Xie S, et al. (2026) Toxin gene profiles, antibiotic resistance, and genetic diversity of
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sciences, 10, 100582.

Li G, et al. (2026) Emergence of a carbapenem-resistant Klebsiella pneumoniae ST15-
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cellular and infection microbiology, 16, 1745492.
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Rossi L, et al. (2025) Epidemiology and Genomic Characterization of Trichophyton
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Zhang Y, et al. (2025) Emerging Mobile Colistin Resistance Gene Mcr-1 and Mcr-10 in
Enterobacteriaceae Isolates From Urban Sewage in China. Infection and drug resistance,
18, 1035.
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Chan Y-X, et al. (2025) Antimicrobial susceptibility and genomic characterization of
Lactococcus formosensis, Lactococcus garvieae, and Lactococcus petauri in Hong Kong.
Microbiology spectrum, 13(10), e0010125.

Adesoji AT, et al. (2025) Serratia nevei in Nigeria: First Report and Global Distribution.
Microorganisms, 13(12).

https://dknet.org/rin/sources/SCR_005400
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_024153/resolver/mentions


Nagpala MJM, et al. (2025) Genomic characterization of antimicrobial-resistant Salmonella
enterica in chicken meat from wet markets in Metro Manila, Philippines. Frontiers in
microbiology, 16, 1496685.
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Virulence, 16(1), 2546682.
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Escherichia coli in healthy individuals from urban residents in Shenzhen, China. Frontiers
in cellular and infection microbiology, 15, 1667196.
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