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Proper Citation

Clonalframe (RRID:SCR_016060)

Resource Information

URL: http://www.xavierdidelot.xtreemhost.com/clonalframe.htm

Proper Citation: Clonalframe (RRID:SCR_016060)

Description: Software package for the inference of bacterial microevolution using
multilocus sequence data. It is used to identify the clonal relationships between the
members of a sample, while also estimating the chromosomal position of homologous
recombination events that have disrupted the clonal inheritance.

Synonyms: ClonalFrameML

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

Defining Citation: DOI:10.1534/genetics.106.063305

Keywords: analysis, sequence, inference, bacteria, microevolution, multilocus, clonal,
sample, chromosome, homologuous, recombination, disrupted, inheritance, DNA, genome

Funding: Wellcome Trust

Availability: Free, Available for download

Resource Name: Clonalframe

Resource ID: SCR_016060

Alternate IDs: OMICS_14623

Alternate URLs: https://github.com/xavierdidelot/ClonalFrameML,
https://sources.debian.org/src/clonalframe/

License: GNU General Public License

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016060/resolver
http://www.xavierdidelot.xtreemhost.com/clonalframe.htm
https://dx.doi.org/10.1534/genetics.106.063305


Record Creation Time: 20220129T080328+0000

Record Last Update: 20260821T194101+0000

Ratings and Alerts

No rating or validation information has been found for Clonalframe.

No alerts have been found for Clonalframe.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 407 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Chen D, et al. (2026) Analysis of mobile genetic elements carrying mcr genes in clinical
Leclercia spp. isolates. BMC microbiology, 26(1).

Yano H, et al. (2026) Giant linear plasmids in Mycobacterium avium harbour a tRNA array
unit. DNA research : an international journal for rapid publication of reports on genes and
genomes, 33(1).

Bull EM, et al. (2026) Pathological convergence of a bacterial plant pathogen is associated
with the horizontal transfer of an effector-containing mobile element. BMC genomics,
27(1).

Mota-Merlo M, et al. (2026) Diversity of enzymes for exopolysaccharide synthesis in the
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