
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

OrthoDB
RRID:SCR_011980
Type: Tool

Proper Citation

OrthoDB (RRID:SCR_011980)

Resource Information

URL: https://www.orthodb.org/

Proper Citation: OrthoDB (RRID:SCR_011980)

Description: Database of orthologous protein coding genes across vertebrates,
arthropods, fungi, basal metazoans, and bacteria.

Synonyms: OrthoDB: Database of Orthologous Groups, OrthoDB v7, OrthoDB - The
Hierarchical Catalog of Orthologs, OrthoDB v10

Resource Type: database, data or information resource

Defining Citation: PMID:23180791

Keywords: Hierarchical catalog, ortholog, protein coding genes, mapping genomics to
functional data, FASEB list

Funding: Swiss National Foundation

Availability: Free, Freely available

Resource Name: OrthoDB

Resource ID: SCR_011980

Alternate IDs: OMICS_01692

Alternate URLs: http://cegg.unige.ch/orthodb7

License: Creative Commons Attribution License

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260725T191202+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_011980/resolver
https://www.orthodb.org/
https://pubmed.ncbi.nlm.nih.gov/23180791


Ratings and Alerts

No rating or validation information has been found for OrthoDB.

No alerts have been found for OrthoDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 999 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Maurstad MF, et al. (2026) The green lacewing venom system and the complex
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heredity, 117(1), 96.
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shark. Nature communications, 17(1), 39.
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Jetha P, et al. (2025) Discovery of Cortinarius O-methyltransferases for the heterologous
production of dermolutein and physcion. Biotechnology for biofuels and bioproducts, 18(1),
25.

Zhao X, et al. (2025) Chromosome-level genome assembly of an endoparasitoid Cotesia
ruficrus. Scientific data, 12(1), 508.
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chromosome-specific centromeres in a stick insect. Science advances, 11(1), eads6459.
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mediated rejection of aberrant splicing substrates. Cell research, 35(4), 296.
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genome expansion and karyotype evolution in Matthiola incana. Plant biotechnology
journal, 23(9), 4109.
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metabolites from the endophytic fungus Diaporthe kyushuensis ZMU-48-1 with antifungal
activity. Frontiers in microbiology, 16, 1604639.

Ryan K, et al. (2025) New Genome Assemblies for Poeciliidae: A Foundation for
Adaptation Studies. Genome biology and evolution, 17(6).


