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Proper Citation

Roary (RRID:SCR_018172)

Resource Information

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

Proper Citation: Roary (RRID:SCR_018172)

Description: Software tool for rapid large scale prokaryote pan genome analysis. Builds
large scale pan genomes, identifying core and accessory genes. Makes construction of
pan genome of thousands of prokaryote samples on standard desktop without
compromising on accuracy of results. Not intended for meta genomics or for comparing
extremely diverse sets of genomes.

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

Defining Citation: PMID:26198102

Keywords: Genome analysis, prokaryote pan genome, pan genome, gene identification,
analysis, bio.tools

Funding: Wellcome Trust

Availability: Free, Available for download, Freely available

Resource Name: Roary

Resource ID: SCR_018172

Alternate IDs: OMICS_09491, biotools:roary

Alternate URLs: https://github.com/sanger-pathogens/Roary, https://bio.tools/roary,
https://sources.debian.org/src/roary/

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260728T043549+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_018172/resolver
https://sanger-pathogens.github.io/Roary/
https://pubmed.ncbi.nlm.nih.gov/26198102


Ratings and Alerts

No rating or validation information has been found for Roary.

No alerts have been found for Roary.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 602 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Wang X-Y, et al. (2026) Genomic epidemiology and plasmid characterization of
antimicrobial resistance and virulence in cattle Escherichia coli from China. Microbiology
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Lu S, et al. (2025) Genomic characterization of an ESBL-producing Klebsiella pneumoniae
ST37 recovered from a hospitalized patient in Armenia. Microbiology spectrum, 13(9),
e0033225.
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82(9), 426.

Chen S, et al. (2025) Molecular characterization, comparative genome analysis and
resistance determinants of three clinical Elizabethkingia miricola strains isolated from
Michigan. Frontiers in microbiology, 16, 1582121.

Siddique N, et al. (2025) Probiotic potential and antimicrobial efficacy of a dairy isolate,
Enterococcus faecium MBBL3. Applied microbiology and biotechnology, 109(1), 176.

Mills EG, et al. (2025) Bacteriocin production facilitates nosocomial emergence of
vancomycin-resistant Enterococcus faecium. Nature microbiology, 10(4), 871.

Yang Y, et al. (2025) Genomic and phenotypic characterization of multidrug-resistant
Staphylococcus haemolyticus isolated from burn patients in Chongqing, southwestern
China. Microbiology spectrum, 13(6), e0257724.

Kim DD, et al. (2025) Contaminated drinking water facilitates Escherichia coli strain-
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mesenteroides. Scientific reports, 15(1), 22980.

Sun S, et al. (2025) Identification of two KPC variants, KPC-204 and KPC-227, in ST11-
K64 Klebsiella pneumoniae during prolonged hospitalization of a single patient. Frontiers
in microbiology, 16, 1543470.

Halder G, et al. (2025) Antimicrobial resistance and phylogenetic lineages of KPC-2-
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e0012625.


