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RRID:SCR_017304
Type: Tool

Proper Citation

TempEst (RRID:SCR_017304)

Resource Information

URL.: https://beast.community/tempest

Proper Citation: TempEst (RRID:SCR_017304)

Description: Software tool for investigating temporal signal and clocklikeness of molecular
phylogenies. Used for visualization and analysis of temporally sampled sequence data to
assess whether there is sufficient temporal signal in data to proceed with phylogenetic
molecular clock analysis, and to identify sequences whose genetic divergence and sampling
date are incongruent. Not available for downloading as of August 8, 2019.

Synonyms: Path-O-Gen, tempest

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

Defining Citation: DOI:doi.org/10.1093/ve/vew007

Keywords: temporal, signal, clocklikeness, molecular, phylogeny, visualization, analysis,
temporally, sampled, sequenced, data, identify, genetic, incongruent

Funding: EU Seventh Framework Programme ;
ERC Grant

Availability: Restricted
Resource Name: TempEst

Resource ID: SCR_017304



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_017304/resolver
https://beast.community/tempest
https://dx.doi.org/doi.org/10.1093/ve/vew007

Old URLSs: http://tree.bio.ed.ac.uk/software/tempest/
Record Creation Time: 20220129T080334+0000

Record Last Update: 20250519T203955+0000

Ratings and Alerts
No rating or validation information has been found for TempEst.

No alerts have been found for TempEst.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 123 mentions in open access literature.

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