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MONARCH Initiative
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Type: Tool

Proper Citation

MONARCH Initiative (RRID:SCR_000824)

Resource Information

URL: https://monarchinitiative.org/

Proper Citation: MONARCH Initiative (RRID:SCR_000824)

Description: Repository of information about model organisms, in vitro models, genes,
pathways, gene expression, protein and genetic interactions, orthology, disease,
phenotypes, publications, and authors, and ability to navigate multi-scale spatial and
temporal phenotypes across in vivo and in vitro model systems in context of genetic and
genomic data, using semantics and statistics. Discovery system provides basic and
clinical science researchers, informaticists, and medical professionals with integrated
interface and set of discovery tools to reveal genetic basis of disease, facilitate hypothesis
generation, and identify novel candidate drug targets. Database that indexes authoritative
information on experimental models of disease from MGI, RGD and ZFIN.

Abbreviations: Monarch

Synonyms: MONARCH Integrated Disease Model, MONARCH Integrated Disease
Models View, MONARCH Disease Models View, The MONARCH Initiative

Resource Type: data or information resource, database

Defining Citation: PMID:26269093

Keywords: disease, animal model, phenotype, model organism, in vitro model, gene,
pathway, gene expression, protein interaction, genetic interaction, orthology, disease,
publication, author, genetic, genomic, model system, genotype, drug, in vivo model

Funding: NIH Office of the Director R24 OD011883

Availability: Free, Freely available

Resource Name: MONARCH Initiative

Resource ID: SCR_000824

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_000824/resolver
https://monarchinitiative.org/
https://pubmed.ncbi.nlm.nih.gov/26269093


Alternate IDs: r3d100011594, nlx_152525, SCR_001373, nlx_152748

Alternate URLs: https://orip.nih.gov/comparative-medicine/programs/genetic-biological-
and-information-resources, https://doi.org/10.17616/R31M09

Record Creation Time: 20220129T080203+0000

Record Last Update: 20260729T044008+0000

Ratings and Alerts

No rating or validation information has been found for MONARCH Initiative.

No alerts have been found for MONARCH Initiative.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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one, 10(1), e0117334.


