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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: software resource, web application, source code

Defining Citation: DOI:10.1093/molbev/msg060

Keywords: phylogenic software, phylogeny, maximum likelihood, web server, bio.tools
Funding:

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: 20250417T065458+0000

Ratings and Alerts



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

No rating or validation information has been found for PhyML.

No alerts have been found for PhyML.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7425 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Dufresnes C, et al. (2025) Speciation and historical invasions of the Asian black-spined toad
(Duttaphrynus melanostictus). Nature communications, 16(1), 298.

Yerlikaya Z, et al. (2025) Clade-1 Vap virulence proteins of Rhodococcus equi are
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20(1), e0316541.
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Li N, et al. (2025) Chromosome-scale genome assembly of three-spotted seahorse
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