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Type: Tool

Proper Citation

BEAST2 (RRID:SCR_017307)

Resource Information

URL.: https://www.beast2.org/

Proper Citation: BEAST2 (RRID:SCR_017307)

Description: Software package for advanced Bayesian evolutionary analysis by sampling
trees. Used for phylogenetics, population genetics and phylodynamics. Program for
Bayesian phylogenetic analysis of molecular sequences. Estimates rooted, time measured
phylogenies using strict or relaxed molecular clock models. Framework can be extended
by third parties. Comprised of standalone programs including BEAUti, BEAST, MASTER,
RBS, SNAPP, MultiTypeTree, BDSKY, LogAnalyser, LogCombiner, TreeAnnotator,
DensiTree and package manager.

Synonyms: , Beast 2.5

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

Defining Citation: PMID:30958812

Keywords: Bayesian, evolutionary, sampling, tree, phylogenic, analysis, Markov, chain,
monte carlo, phylogenetic, population, genetic, phylodynamic, sequence

Funding: Royal Society of New Zealand Marsden award ;
European Research Council ;

NIGMS U01 GM110749;

Swiss National Science foundation ;

Max Planck Society ;

EMBL

Availability: Free, Available for download, Freely available

Resource Name: BEAST?2



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_017307/resolver
https://www.beast2.org/
https://pubmed.ncbi.nlm.nih.gov/30958812

Resource ID: SCR_017307
License: GNU GPL v2
Record Creation Time: 20220129T080334+0000

Record Last Update: 20260808T190049+0000

Ratings and Alerts
No rating or validation information has been found for BEAST?2.

No alerts have been found for BEAST2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 211 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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flavus Outbreak Linked to Contaminated Building Materials, Denmark, 2025. Emerging
infectious diseases, 32(3), 376.
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Scientific reports, 16(1).
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Lambisia AW, et al. (2025) Genomic and clinical epidemiology of SARS-CoV-2 in coastal
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outbreak in New Zealand. Microbial genomics, 11(10).
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11(51), eadz1888.
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the evolution of the family Sicistidae (Rodentia: Dipodoidea), with descriptions of a new
genus and two new species. Zoological research, 46(4), 921.
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