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Proper Citation

PhyloBayes (RRID:SCR_006402)

Resource Information

URL: http://megasun.bch.umontreal.ca/People/lartillot/www/

Proper Citation: PhyloBayes (RRID:SCR_006402)

Description: A Bayesian Monte Carlo Markov Chain (MCMC) sampler software for
phylogenetic reconstruction. Its main distinguishing feature is the underlying probabilistic
model, CAT (Lartillot and Philippe, 2004). CAT is an infinite mixture model accounting for
site-specific amino-acid or nucleotide preferences. It is well suited to phylogenomic studies
using large multigene alignments., THIS RESOURCE IS NO LONGER IN SERVICE.
Documented on September 16,2025.

Abbreviations: PhyloBayes

Synonyms: PhyloBayes - phylogenetic reconstruction using infinite mixtures

Resource Type: software resource

Defining Citation: PMID:24318999

Keywords: phylogenomic, multigene alignment, alignment, reconstruction

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: PhyloBayes

Resource ID: SCR_006402

Alternate IDs: OMICS_02212

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260725T190622+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006402/resolver
http://megasun.bch.umontreal.ca/People/lartillot/www/
https://pubmed.ncbi.nlm.nih.gov/24318999


No rating or validation information has been found for PhyloBayes.

No alerts have been found for PhyloBayes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 485 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Shazib SUA, et al. (2025) Phylogeny and species delimitation of ciliates in the genus
Spirostomum (class Heterotrichea) using single-cell transcriptomes. BMC ecology and
evolution, 25(1), 17.

Goremykin V, et al. (2025) ?High-level phylogenetic relationships within Pezizomycotina
revisited. IMA fungus, 16, e153279.
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