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Proper Citation

RAxML Next Generation (RRID:SCR_022066)

Resource Information

URL: https://github.com/amkozlov/raxml-ng

Proper Citation: RAxML Next Generation (RRID:SCR_022066)

Description: Software phylogenetic tree inference tool which uses maximum likelihood
optimality criterion. Used for maximum likelihood phylogenetic inference. Offers improved
accuracy, flexibility, speed, scalability, and usability compared with RAxML/ExaML.

Abbreviations: RAxML-NG

Synonyms: Randomized Axelerated Maximum Likelihood Next Generation

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

Defining Citation: DOI:10.1093/bioinformatics/btz305

Keywords: phylogenetic tree inference, maximum likelihood optimality criterion, maximum
likelihood phylogenetic inference

Funding: Klaus Tschira Foundation

Availability: Free, Available for download, Freely available

Resource Name: RAxML Next Generation

Resource ID: SCR_022066

Alternate URLs: https://sources.debian.org/src/raxml-ng/

License: GNU Affero General Public License v3.0

Record Creation Time: 20220421T050138+0000

Record Last Update: 20260811T043700+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_022066/resolver
https://github.com/amkozlov/raxml-ng
https://dx.doi.org/10.1093/bioinformatics/btz305


Ratings and Alerts

No rating or validation information has been found for RAxML Next Generation.

No alerts have been found for RAxML Next Generation.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 354 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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