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Proper Citation

Plant Ontology (RRID:SCR_006494)

Resource Information

URL: http://www.plantontology.org

Proper Citation: Plant Ontology (RRID:SCR_006494)

Description: Ontology and database that links plant anatomy, morphology and growth
and development to plant genomics data.Plant Ontology Consortium develops, curates
and shares controlled vocabularies (ontologies) that describe plant structures and growth
and developmental stages, providing semantic framework for meaningful cross species
queries across databases. PO is under active development to expand to encompass
terms and annotations from all plants.

Abbreviations: PO

Synonyms: Plant Ontology Browser, PO Browser, Plant Ontology Consortium Database,
PO Database, Plant Ontology Database, POC Database

Resource Type: ontology, database, data or information resource, controlled vocabulary

Defining Citation: PMID:18628842, PMID:18194960

Keywords: obo, gene, development, anatomy, morphology, growth, genomics, database

Funding: NSF 0822201;
NSF 0321685

Resource Name: Plant Ontology

Resource ID: SCR_006494

Alternate IDs: SCR_006844, nlx_55564

License: Creative Commons Attribution-NoDerivs License v3

Record Creation Time: 20220129T080236+0000
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Record Last Update: 20260805T044136+0000

Ratings and Alerts

No rating or validation information has been found for Plant Ontology.

No alerts have been found for Plant Ontology.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 31 mentions in open access literature.

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