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Proper Citation

cytoHubba (RRID:SCR_017677)

Resource Information

URL: http://apps.cytoscape.org/apps/cytohubba

Proper Citation: cytoHubba (RRID:SCR_017677)

Description: Software tool for identifying hub objects and sub-networks from complex
interactome. Predicts and explore nodes and subnetworks in given network by several
topological algorithms. Provides interface to analyze topology of protein-protein interaction
networks, such as human, yeast, rat, mouse, fly etc. Plugin works with Cytoscape 2.6 or
above, which requires Java 1.5 or above.

Synonyms: cytoHubba 1.6

Resource Type: software application, data analysis software, software resource, data
processing software, network analysis software

Defining Citation: PMID:25521941

Keywords: Identify, network, subnetwork, topological, algorithm, analyze, protein,
interaction, hub, object, intercome

Funding: Ministry of Science and Technology (MOST) ;
Taiwan

Availability: Free, Available for download, Freely available

Resource Name: cytoHubba

Resource ID: SCR_017677

Alternate URLs: http://hub.iis.sinica.edu.tw/cytoHubba/

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260729T044440+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_017677/resolver
http://apps.cytoscape.org/apps/cytohubba
https://pubmed.ncbi.nlm.nih.gov/25521941


Ratings and Alerts

No rating or validation information has been found for cytoHubba.

No alerts have been found for cytoHubba.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 356 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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