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Proper Citation

Network Ontology Analysis (RRID:SCR_005667)

Resource Information

URL.: http://app.aporc.org/NOA/

Proper Citation: Network Ontology Analysis (RRID:SCR_005667)

Description: Network Ontology Analysis (NOA) (abbreviated to NOA) is a freely available
collection of Gene Ontology tools aiming to analyze functions of gene network instead of
gene list. Network rewiring facilitates the function changes between conditions even with the
same gene list. Therefore, it is necessary to annotate the specific function of networks by
considering the fundamental roles of interactions from the viewpoint of systems biology. NOA
is such a novel functional enrichment analysis method capable to handle both dynamic and
static networks. The application of NOA in biological networks shows that NOA can not only
capture changing functions in rewiring networks but also find more relevant and specific
functions in traditional static networks. Platform: Online tool

Abbreviations: NOA
Synonyms: Network Ontology Analysis (NOA)

Resource Type: service resource, data analysis service, production service resource,
analysis service resource

Defining Citation: PMID:21543451

Keywords: gene, ontology, ontology or annotation browser, statistical analysis, term
enrichment, browser
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Availability: Open unspecified license - Free for academic use
Resource Name: Network Ontology Analysis

Resource ID: SCR_005667

Alternate IDs: niIx_149105

Record Creation Time: 20220129T080231+0000

Record Last Update: 20250407T215531+0000

Ratings and Alerts

No rating or validation information has been found for Network Ontology Analysis.

No alerts have been found for Network Ontology Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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