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Proper Citation

Gubbins (RRID:SCR_016131)

Resource Information

URL: https://sanger-pathogens.github.io/gubbins/

Proper Citation: Gubbins (RRID:SCR_016131)

Description: Software application as an algorithm that iteratively identifies loci containing
elevated densities of base substitutions while concurrently constructing a phylogeny based
on the putative point mutations outside of these regions. It is used for phylogenetic
analysis of genome sequences and generating highly accurate reconstructions under
realistic models of short-term bacterial evolution., THIS RESOURCE IS NO LONGER IN
SERVICE. Documented on September 16,2025.

Synonyms: Gubbins: Genealogies Unbiased By recomBinations In Nucleotide
Sequences

Resource Type: data analysis software, data processing software, software application,
software resource, sequence analysis software

Defining Citation: PMID:25414349

Keywords: rapid, phylogenetic, analysis, large, sample, recombinant, bacteria, whole,
genome, sequence, loci, elevated, densities, base, substitiution, mutatiion, outside, region,
evolution, alignment

Funding: Wellcome Trust 098051

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Gubbins

Resource ID: SCR_016131

Alternate IDs: OMICS_14386

Alternate URLs: https://sources.debian.org/src/gubbins/

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016131/resolver
https://sanger-pathogens.github.io/gubbins/
https://pubmed.ncbi.nlm.nih.gov/25414349


License: GNU

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260814T042936+0000

Ratings and Alerts

No rating or validation information has been found for Gubbins.

No alerts have been found for Gubbins.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 604 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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and environmental sources during the 2022-2023 cholera outbreak in Kenya. Frontiers in
microbiology, 16, 1603736.
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