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Datamonkey
RRID:SCR_010278
Type: Tool

Proper Citation

Datamonkey (RRID:SCR_010278)

Resource Information

URL: http://www.datamonkey.org/

Proper Citation: Datamonkey (RRID:SCR_010278)

Description: Web-based suite of phylogenetic analysis tools for use in evolutionary
biology. Web application for comparative analysis of sequence alignments using statistical
models. Used for analyzing evolutionary signatures in sequence data. Datamonkey 2.0
provides curated collection of methods for interrogating coding-sequence alignments for
imprints of natural selection, packaged as a responsive (i.e. can be viewed on tablet and
mobile devices), fully interactive, and API-enabled web application.

Synonyms: , Datamonkey 2.0, datamonkey.org

Resource Type: data access protocol, web service, source code, software resource

Defining Citation: PMID:15713735, PMID:20671151, PMID:29301006

Keywords: comparative analysis of sequence alignments, analyzing evolutionary
signatures, sequence data,

Funding: NIGMS R01 GM093939;
NIGMS U01 GM110749;
NSF ;
NIAID AI43638;
NIAID AI47745;
NIAID AI57167;
University of California at San Diego ;
Canadian Institutes of Health Research

Availability: Free, Available for download, Freely available

Resource Name: Datamonkey

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_010278/resolver
http://www.datamonkey.org/
https://pubmed.ncbi.nlm.nih.gov/15713735
https://pubmed.ncbi.nlm.nih.gov/20671151
https://pubmed.ncbi.nlm.nih.gov/29301006


Resource ID: SCR_010278

Alternate IDs: nlx_156937

Alternate URLs: https://github.com/veg/datamonkey-js

Record Creation Time: 20220129T080257+0000

Record Last Update: 20260729T044241+0000

Ratings and Alerts

No rating or validation information has been found for Datamonkey.

No alerts have been found for Datamonkey.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1120 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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and CRF07_BC_O in Shanghai, 2017-2023. Virulence, 16(1), 2554301.

Legrand A, et al. (2025) Evolutionary characterization of antiviral SAMD9/9L across
kingdoms supports ancient convergence and lineage-specific adaptations. Nature ecology
& evolution, 9(12), 2206.

Lee L, et al. (2025) WDR75: An essential protein for ribosome assembly undergoing
purifying selection. PloS one, 20(2), e0318395.

Glasner DR, et al. (2025) Short 5' UTRs serve as a marker for viral mRNA translation
inhibition by the IFIT2-IFIT3 antiviral complex. bioRxiv : the preprint server for biology.

Wangui J, et al. (2025) Molecular Analysis of Human Respiratory Syncytial Virus Group B
Strains Isolated in Kenya Before and During the Emergence of Pandemic Influenza
A/H1N1. Influenza and other respiratory viruses, 19(2), e70082.

Qian X, et al. (2025) The Potassium Utilization Gene Network in Brassica napus and
Functional Validation of BnaZSHAK5.2 Gene in Response to Potassium Deficiency.
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