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Proper Citation

GreenPhylDB (RRID:SCR_002834)

Resource Information

URL: http://www.greenphyl.org/

Proper Citation: GreenPhylDB (RRID:SCR_002834)

Description: A database designed for plant comparative and functional genomics based
on complete genomes. It comprises complete proteome sequences from the major phylum
of plant evolution. The clustering of these proteomes was performed to define a consistent
and extensive set of homeomorphic plant families. Based on this, lists of gene families
such as plant or species specific families and several tools are provided to facilitate
comparative genomics within plant genomes. The analyses follow two main steps: gene
family clustering and phylogenomic analysis of the generated families. Once a group of
sequences (cluster) is validated, phylogenetic analyses are performed to predict homolog
relationships such as orthologs and ultraparalogs.

Abbreviations: GreenPhylDB

Resource Type: service resource, data analysis service, database, analysis service
resource, production service resource, data or information resource

Defining Citation: PMID:20864446

Keywords: comparative genomics, genome, functional genomics, genomics, gene family,
homolog, bio.tools

Availability: Free, Freely available, Available for download

Resource Name: GreenPhylDB

Resource ID: SCR_002834

Alternate IDs: biotools:greenphyldb, nif-0000-02928

Alternate URLs: http://greenphyl.cirad.fr, http://www.greenphyl.org/v3/,
https://bio.tools/greenphyldb

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002834/resolver
http://www.greenphyl.org/
https://pubmed.ncbi.nlm.nih.gov/20864446


Record Creation Time: 20220129T080215+0000

Record Last Update: 20260728T043135+0000

Ratings and Alerts

No rating or validation information has been found for GreenPhylDB.

No alerts have been found for GreenPhylDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Transgenic Soybean Plants. PloS one, 11(10), e0163106.

Dhanapal AP, et al. (2015) Unlimited Thirst for Genome Sequencing, Data Interpretation,
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