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Proper Citation

Human Phenotype Ontology (RRID:SCR_006016)

Resource Information

URL: http://www.human-phenotype-ontology.org/

Proper Citation: Human Phenotype Ontology (RRID:SCR_006016)

Description: Provides standardized vocabulary of phenotypic abnormalities encountered
in human disease. Structured and controlled vocabulary for phenotypic features
encountered in human hereditary and other disease. HPO is being developed in
collaboration with members of OBO Foundry (Open Biological and Biomedical
Ontologies), and logical definitions for HPO terms are being developed using PATO and a
number of other ontologies including FMA, GO, ChEBI, and MPATH.

Abbreviations: HPO, HP

Synonyms: Human Phenotype Ontology (HPO), Human Phenotype Ontology

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

Defining Citation: PMID:20412080

Keywords: phenotype, genetics, disease, phenomizer, obo, clinical, phenome,
pathological, organismal, FASEB list

Related Condition: Monogenic disease, Hereditary disease

Availability: Free, Freely available

Resource Name: Human Phenotype Ontology

Resource ID: SCR_006016

Alternate IDs: SCR_006219, nlx_151406, nlx_151835

Alternate URLs: http://purl.bioontology.org/ontology/HP,
http://compbio.charite.de/svn/hpo/trunk/src/ontology/human-phenotype-ontology.obo

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_006016/resolver
http://www.human-phenotype-ontology.org/
https://pubmed.ncbi.nlm.nih.gov/20412080


Record Creation Time: 20220129T080233+0000

Record Last Update: 20260805T044129+0000

Ratings and Alerts

No rating or validation information has been found for Human Phenotype Ontology.

No alerts have been found for Human Phenotype Ontology.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 73 mentions in open access literature.

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