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Proper Citation

PhylomeDB (RRID:SCR_007850)

Resource Information

URL.: http://phylomedb.bioinfo.cipf.es

Proper Citation: PhylomeDB (RRID:SCR_007850)

Description: Database for phylomes, that is, complete collections of phylogenetic trees for
all proteins encoded in a given genome. It aims at providing a repository of high-quality
phylogenies and alignments for proteins encoded in model species. To derive a phylome,
each protein encoded in a given genome is used as a seed to retrieve its homologs in other
complete genomes. These sequences are aligned and processed to derive reliable
phylogenies using several phylogenetic methods. Besides providing the evolutionary history
of the gene families, phylomeDB includes phylogeny based predictions of orthology and
paralogy relationships.

Synonyms: PhylomeDB
Resource Type: data or information resource, database

Defining Citation: PMID:17962297, PMID:21075798, PMID:24275491

Keywords: Genome-wide collections, gene phylogenies, phylogenetic trees collection,
proteins encoded, genome, bio.tools, FASEB list

Funding:
Availability: Free, Freely Available
Resource Name: PhylomeDB

Resource ID: SCR_007850



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_007850/resolver
http://phylomedb.bioinfo.cipf.es
https://pubmed.ncbi.nlm.nih.gov/17962297
https://pubmed.ncbi.nlm.nih.gov/21075798
https://pubmed.ncbi.nlm.nih.gov/24275491

Alternate IDs: nif-0000-03281, biotools:PhylomeDb
Alternate URLSs: https://bio.tools/PhylomeDB
Record Creation Time: 20220129T080244+0000

Record Last Update: 20250410T065631+0000

Ratings and Alerts

No rating or validation information has been found for PhylomeDB.

No alerts have been found for PhylomeDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 51 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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