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Type: Tool

Proper Citation

Integrating Network Objects with Hierarchies (RRID:SCR_002084)

Resource Information

URL: http://www.inoh.org

Proper Citation: Integrating Network Objects with Hierarchies (RRID:SCR_002084)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on October
28,2025. INOH (Integrating Network Objects with Hierarchies) is a pathway database of
model organisms including human, mouse, rat and others. In INOH, the term pathway
refers to higher order functional knowledge such as relationships among multiple bio-
molecules that constitute signal transduction pathways or biological events in general. As
most part of this knowledge resides in scientific articles, the database focuses on curating
and encoding textual knowledge into a machine-processable form. The system provides
pathway information as a composite of biological events, since functional knowledge is
usually described as a set of fragmented processes. Each event is annotated with entries
of a event ontology, which also has links to GO.

Synonyms: INOH
Resource Type: controlled vocabulary, data or information resource, database, ontology

Defining Citation: PMID:22120663

Keywords: biomolecule, human, mouse, pathway, rat, transduction
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Integrating Network Objects with Hierarchies
Resource ID: SCR_002084

Alternate IDs: nif-0000-20859

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260729T044032+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_002084/resolver
http://www.inoh.org
https://pubmed.ncbi.nlm.nih.gov/22120663

Ratings and Alerts

No rating or validation information has been found for Integrating Network Objects with
Hierarchies.

No alerts have been found for Integrating Network Objects with Hierarchies.

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 SPARC SAWG .
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