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Resource Information

URL.: http://supfam.org/SUPERFAMILY/dcGO/

Proper Citation: dcGO (RRID:SCR_014392)

Description: A database of domain-centric ontologies on functions, phenotypes, diseases
and more. As a biomedical ontology resource, dcGO integrates functional, phenotypic,
disease, and drug information. As a protein domain resource, it includes annotations to both
the individual domains and supra-domains. Domain classifications and ontologies are
organized in hierarchies, and dcGO includes the facility to browse the hierarchies: SCOP
Hierarchy for browsing domains, GO Hierarchy for browsing GO terms, and BO Hierarchy for
browsing other terms (mostly phenotypes). Users can mine and browse through resources.

Resource Type: database, data or information resource

Defining Citation: PMID:23161684

Keywords: database, mining, domain centric ontology, phenotype, human disease, drug,
biomedical ontology, protein domain, hierarchy

Funding:

Availability: Acknowledgement required, Both flat files and MySQL tables are available for
download

Resource Name: dcGO
Resource ID: SCR_014392

Record Creation Time: 20220129T080320+0000
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Ratings and Alerts
No rating or validation information has been found for dcGO.

No alerts have been found for dcGO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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