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Proper Citation

MPO (RRID:SCR_004855)

Resource Information

URL.: http://www.informatics.jax.org/searches/MP_form.shtml

Proper Citation: MPO (RRID:SCR_004855)

Description: Community ontology to provide standard terms for annotating mammalian
phenotypic data. It has a hierarchical structure that permits a range of detail from high-level,
broadly descriptive terms to very low-level, highly specific terms. This range is useful for
annotating phenotypic data to the level of detail known and for searching for this information
using either broad or specific terms as search criteria. Your input is welcome.

Abbreviations: MPO, MP
Synonyms: Mammalian Phenotype Ontology
Resource Type: data or information resource, controlled vocabulary, ontology

Defining Citation: PMID:17989687

Keywords: mus, phenotype, obo

Funding:

Availability: The community can contribute to this resource
Resource Name: MPO

Resource ID: SCR_004855

Alternate IDs: nix_83784

Alternate URLSs: http://obofoundry.org/cgi-bin/detail.cgi?id=mammalian_phenotype,



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_004855/resolver
http://www.informatics.jax.org/searches/MP_form.shtml
https://pubmed.ncbi.nlm.nih.gov/17989687

http://purl.bioontology.org/ontology/MP
Record Creation Time: 20220129T080226+0000

Record Last Update: 20250421T053454+0000

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

No alerts have been found for MPO.

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 dkNET.
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