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Proper Citation

Tree and reticulogram REConstruction (RRID:SCR_004497)

Resource Information

URL: http://www.trex.uqam.ca/

Proper Citation: Tree and reticulogram REConstruction (RRID:SCR_004497)

Description: A web server dedicated to the reconstruction of phylogenetic trees,
reticulation networks and to the inference of horizontal gene transfer (HGT) events.

Abbreviations: T-REX

Synonyms: Trex-online

Resource Type: service resource, data analysis service, analysis service resource,
software resource, production service resource

Defining Citation: PMID:22675075

Keywords: phylogenetic tree, analysis, visualization, network, bio.tools

Resource Name: Tree and reticulogram REConstruction

Resource ID: SCR_004497

Alternate IDs: biotools:t-rex, OMICS_04264

Alternate URLs: https://bio.tools/t-rex

Record Creation Time: 20220129T080224+0000

Record Last Update: 20260728T043203+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_004497/resolver
http://www.trex.uqam.ca/
https://pubmed.ncbi.nlm.nih.gov/22675075


No rating or validation information has been found for Tree and reticulogram
REConstruction.

No alerts have been found for Tree and reticulogram REConstruction.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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