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A Cytoscape plugin for visualization and clustering

analysis of protein interaction networks

TANG Yu, LI Min~
(School of Information Science and Engineering Central South University, Changsha 410083, China)

Abstract ; Clustering analysis is an important way to identify potential functional modules in protein interaction networks.
It not only helps to understand the constitutional structure of biological systems, but also is of great significance to
predict protein function. Visualization of clustering results is an effective way to realize protein network clustering. Based
on the open-source platform Cytoscape, a plugin called CytoCluster for clustering analysis and visualization of protein
interaction network has been designed and achieved. This plugin implements six typical clustering algorithms called
MCODE, FAG-EC, HC-PIN, OH-PIN, IPCA, EAGLE, provides the visualization of clustering results, where clusters
are intuitively presented in the form of a thumbnail list. For a single cluster, CytoCluster can display its location in the
original network and generate the new sub-network to show the selected cluster separately. It can export results to text
file, recording the name of algorithms, parameters, and the clustering results. CytoCluster has a good scalability,
providing unified algorithm interface. New clustering algorithms could be constantly extended into it.
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