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Proper Citation

Phenomizer (RRID:SCR_006157)

Resource Information

URL: http://compbio.charite.de/phenomizer/

Proper Citation: Phenomizer (RRID:SCR_006157)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on March
31,2026. Phenomizer offers three different approaches to find the appropriate term for a
phenotypic abnormality, indicated by the three tabs on the left hand side: Feature, Disease
and Ontology. The Phenomizer is intended to be used by qualified and licensed
physicians in order to provide assistance in reaching the correct diagnosis in patients with
hereditary diseases and for use as a teaching aid. The Phenomizer does not make
diagnoses. Rather, it produces a ranked list of possibilities that can be used by physicians
as a part of the diagnostic workup. The Phenomizer does not contain information about all
possible diagnoses or even all possible hereditary diseases. The Phenomizer should not
be used to make medical decisions without the advice of a physician.

Synonyms: Phenomizer - Clinical Diagnostics with Similarity Searches in Ontologies

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Defining Citation: PMID:19800049

Keywords: feature, disease, ontology, clinical, differential diagnoses

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Phenomizer

Resource ID: SCR_006157

Alternate IDs: nlx_151657

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260728T043228+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006157/resolver
http://compbio.charite.de/phenomizer/
https://pubmed.ncbi.nlm.nih.gov/19800049


Ratings and Alerts

No rating or validation information has been found for Phenomizer.

No alerts have been found for Phenomizer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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