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RAXML

RRID:SCR_006086
Type: Tool

Proper Citation

RAXML (RRID:SCR_006086)

Resource Information

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

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

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

Keywords: phylogeny, bio.tools

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/
Record Creation Time: 20220129T080234+0000

Record Last Update: 20260818T043244+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006086/resolver
https://github.com/stamatak/standard-RAxML
https://pubmed.ncbi.nlm.nih.gov/24451623
https://pubmed.ncbi.nlm.nih.gov/16928733
https://pubmed.ncbi.nlm.nih.gov/15608047
https://dx.doi.org/10.1093/bioinformatics/btu033

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 12997 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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diversification of endogenous retroviruses. The EMBO journal, 45(6), 1889.

Markkanen M, et al. (2026) Sulfonamide resistance gene sul4 is hosted by common
wastewater sludge bacteria and found in various newly described contexts and hosts.
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Mungunkhuyag K, et al. (2026) Isolation and characterization of heavy metal tolerant
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Sauerborn E, et al. (2026) Resolving plasmid-encoded carbapenem resistance dynamics
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2015 to 2018 to Inform Vaccination and Treatment Strategies. Influenza and other
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SunY, et al. (2026) Immunogenic relationship mapping supports a minimal-set trivalent
vaccine strategy for broad sarbecovirus protection. Signal transduction and targeted
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Bhattacharjee D, et al. (2026) Genomic insights into the functional and metabolic
versatility of gut microbiome Anaerostipes species. Microbial genomics, 12(2).

Lee D, et al. (2026) Genomic Insights into Bacterioruberin and Halorhodopsin Biosynthetic
Genes in 12 Halophilic Archaea Isolated from Korean Solar Salterns. Journal of
microbiology and biotechnology, 36, €2601015.

Buczek DJ, et al. (2026) Sequence type and strain-level detection of Klebsiella
pneumoniae in culture-enriched bacterial metagenomes: comparative performance of
MSWEEP and StrainGE bioinformatic tools. Microbial genomics, 12(2).

Li Z, et al. (2026) Insight into the sulfate transporter gene family in Nicotiana tabacum and
functional analysis of NtSULTR1;3 in response to salt stress. BMC plant biology, 26(1),
252.
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factors of diabetic foot-associated Escherichia coli. Microbiology spectrum, 14(2),
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1616.
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Yamakawa S, et al. (2026) Multiple losses of ecdysone receptor genes in nematodes: an
alternative evolutionary scenario of molting regulation. Molecular biology and evolution,
43(5).

Harmer CJ, et al. (2026) Mobilization of the AbGRI4 resistance island in Acinetobacter
baumannii: 1IS26 action and homologous recombination both contribute. Microbiology
spectrum, 14(6), e0038926.




