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Proper Citation

RAXML (RRID:SCR_006086)

Resource Information

URL.: https://github.com/stamatak/standard-RAxXML

Proper Citation: RAXML (RRID:SCR_006086)

Description: Software program for phylogenetic analyses of large datasets under maximum
likelihood.

Abbreviations: RAXML
Synonyms: Randomized Axelerated Maximum Likelihood

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

Defining Citation: PMID:24451623, PMID:16928733, PMID:15608047,
DOI:10.1093/bioinformatics/btu033

Keywords: phylogeny, bio.tools

Funding:

Availability: GNU General Public License
Resource Name: RAXML

Resource ID: SCR_006086

Alternate IDs: biotools:raxml, OMICS_02242

Alternate URLSs: https://bio.tools/raxml, https://sources.debian.org/src/raxml/
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Ratings and Alerts
No rating or validation information has been found for RAXML.

No alerts have been found for RAXML.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11525 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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