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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.

Abbreviations: PhyloBayes

Synonyms: PhyloBayes - phylogenetic reconstruction using infinite mixtures

Resource Type: software resource

Defining Citation: PMID:24318999

Keywords: phylogenomic, multigene alignment, alignment, reconstruction

Funding:

Availability: Free, Public

Resource Name: PhyloBayes

Resource ID: SCR_006402

Alternate IDs: OMICS_02212

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


Record Creation Time: 20220129T080236+0000

Record Last Update: 20250420T014326+0000

Ratings and Alerts

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 473 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Plus Onychophora. Genome biology and evolution, 17(1).

Klirs Y, et al. (2024) Evolutionary Insights from the Mitochondrial Genome of Oikopleura 
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Loss. Genome biology and evolution, 16(9).

Petitgas C, et al. (2024) Metabolic and neurobehavioral disturbances induced by purine 
recycling deficiency in Drosophila. eLife, 12.
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geological time using phylogenomics. Nature communications, 15(1), 3703.

Dai J, et al. (2024) The First Two Complete Mitochondrial Genomes for the Subfamily 
Meligethinae (Coleoptera: Nitidulidae) and Implications for the Higher Phylogeny of 
Nitidulidae. Insects, 15(1).
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distribution. Frontiers in microbiology, 15, 1446506.
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mitosome. Life science alliance, 7(1).
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Scientific reports, 14(1), 12861.
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Galindo LJ, et al. (2024) Transcriptomics of Diphyllatea (CRuMs) from South Pacific crater 
lakes confirm new cryptic clades. The Journal of eukaryotic microbiology, 71(6), e13060.
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and evolution, 41(2).
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and their evolutionary consequences. Nature ecology & evolution, 8(3), 519.

Hu Y, et al. (2024) Complete mitochondrial genome and phylogenetic analysis of 
Dollfustrema vaneyi (Trematoda: Bucephalidae). BMC genomics, 25(1), 862.


