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PhyML

RRID:SCR_014629
Type: Tool

Proper Citation

PhyML (RRID:SCR_014629)

Resource Information

URL: http://www.atgc-montpellier.fr/phyml/

Proper Citation: PhyML (RRID:SCR_014629)
Description: Web phylogeny server based on the maximume-likelihood principle.
Resource Type: web application, source code, software resource

Defining Citation: DOI:10.1093/molbev/msg060

Keywords: phylogenic software, phylogeny, maximum likelihood, web server, bio.tools
Availability: Public server, Source code is available on request

Resource Name: PhyML

Resource ID: SCR_014629

Alternate IDs: biotools:phyml, OMICS_04241

Alternate URLSs: https://bio.tools/phyml, https://sources.debian.org/src/phyml/

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260728T043441+0000

Ratings and Alerts
No rating or validation information has been found for PhyML.

No alerts have been found for PhyML.

Data and Source Information


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014629/resolver
http://www.atgc-montpellier.fr/phyml/
https://dx.doi.org/10.1093/molbev/msq060

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7740 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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De Coninck T, et al. (2025) OsAPSE modulates non-covalent interactions between
arabinogalactan protein O-glycans and pectin in rice cell walls. Frontiers in plant science,
16, 1588802.

Zhou Y, et al. (2025) Telomere-to-telomere genome and resequencing of 254 individuals
reveal evolution, genomic footprints in Asian icefish, Protosalanx chinensis. GigaScience,
14.

Zilkha N, et al. (2025) Distinct oxytocin populations support seismic social communication
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dolphins. Journal of virology, 99(1), e0137024.

Martin G, et al. (2025) Unravelling genomic drivers of speciation in Musa through genome
assemblies of wild banana ancestors. Nature communications, 16(1), 961.

Patil MP, et al. (2025) Complete Mitochondrial Genome of Niphon spinosus (Perciformes:
Niphonidae): Genome Characterization and Phylogenetic Analysis. Biomolecules, 15(1).

Dufresnes C, et al. (2025) Speciation and historical invasions of the Asian black-spined
toad (Duttaphrynus melanostictus). Nature communications, 16(1), 298.



https://scicrunch.org/sawg/rin/sources/SCR_005400
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014629/resolver/mentions

Yue H, et al. (2025) Enzyme Repertoires and Genomic Insights into Lycium barbarum
Pectin Polysaccharide Biosynthesis. Genomics, proteomics & bioinformatics, 22(6).

Veitova L, et al. (2025) European Brown hare (Lepus europaeus) as an accidental host of
Trypanosoma pestanai. International journal for parasitology. Parasites and wildlife, 27,
101079.

Legrand A, et al. (2025) Ancient convergence with prokaryote defense and recent
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SAMDB9s. bioRxiv : the preprint server for biology.
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Pdr transporters in the Hemiascomycete yeasts. FEMS yeast research, 25.

Fehér E, et al. (2025) Occurrence of Recombinant Canine Coronavirus, Picodicistrovirus,
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Among Carnivores. Transboundary and emerging diseases, 2025, 6681119.
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