Resource Summary Report

Generated by T1D on Aug 9, 2026

Cytoscape

RRID:SCR_003032
Type: Tool

Proper Citation

Cytoscape (RRID:SCR_003032)

Resource Information

URL.: http://cytoscape.org

Proper Citation: Cytoscape (RRID:SCR_003032)

Description: Software platform for complex network analysis and visualization. Used for
visualization of molecular interaction networks and biological pathways and integrating
these networks with annotations, gene expression profiles and other state data.

Synonyms: Complex Network Analysis Visualization, Cytoscape 2.6, Cytoscape 3.0

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

Defining Citation: PMID:21149340, PMID:14597658

Keywords: biological, network, visualization, analysis, data, gene, pathway, molecular,
interaction, FASEB list

Funding: National Resource for Network Biology ;
NCRR RR031228;
NIGMS GM070743

Availability: Free, Available for download, Freely available
Resource Name: Cytoscape

Resource ID: SCR_003032

Alternate IDs: nif-0000-30404

Alternate URLSs: https://sources.debian.org/src/cytoscape/

License: GNU Lesser General Public License
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Record Creation Time: 20220129T080216+0000

Record Last Update: 20260808T185751+0000

Ratings and Alerts
No rating or validation information has been found for Cytoscape.

No alerts have been found for Cytoscape.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25317 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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