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Proper Citation

PhyloPhlAn (RRID:SCR_013082)

Resource Information

URL.: https://bitbucket.org/nsegata/phylophlan/wiki/Home

Proper Citation: PhyloPhlAn (RRID:SCR_013082)

Description: Software pipeline for reconstructing highly accurate and resolved
phylogenetic trees based on whole-genome sequence information. Pipeline is scalable to
thousands of genomes and uses the most conserved 400 proteins for extracting the
phylogenetic signal. PhyloPhlAn also implements taxonomic curation, estimation, and
insertion operations., THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 16,2025.

Abbreviations: PhyloPhlAn
Synonyms: PhyloPhlAn: microbial Tree of Life using 400 universal proteins
Resource Type: software resource

Defining Citation: PMID:23942190

Keywords: phylogenetic tree, whole-genome sequence, genome, protein
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: PhyloPhlAn

Resource ID: SCR_013082

Alternate IDs: OMICS 01525

Alternate URLSs: https://sources.debian.org/src/phylophlan/

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260801T190455+0000



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_013082/resolver
https://bitbucket.org/nsegata/phylophlan/wiki/Home
https://pubmed.ncbi.nlm.nih.gov/23942190

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

No alerts have been found for PhyloPhlAn.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 340 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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