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Mondo

RRID:SCR_022183
Type: Tool

Proper Citation

Mondo (RRID:SCR_022183)

Resource Information

URL: https://mondo.monarchinitiative.org/

Proper Citation: Mondo (RRID:SCR_022183)

Description: Open, community-driven ontology that integrates key medical and
biomedical terminologies, supporting disease data integration to improve diagnosis,
treatment, and translational research. Mondo records sources of all data and is continually
updated, making it suitable for research and clinical applications that require up-to-date
disease knowledge.

Abbreviations: Mondo
Synonyms: Mondo Disease Ontology

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

Defining Citation: DOI:10.1101/2022.04.13.22273750

Keywords: integrates key medical and biomedical terminologies, disease data integration
support, disease knowledge

Availability: Free, Freely available

Resource Name: Mondo

Resource ID: SCR_022183

Alternate URLSs: https://github.com/monarch-initiative/mondo
Record Creation Time: 202204277191217+0000

Record Last Update: 20260812T044419+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_022183/resolver
https://mondo.monarchinitiative.org/
https://dx.doi.org/10.1101/2022.04.13.22273750

No rating or validation information has been found for Mondo.

No alerts have been found for Mondo.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

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