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Clustering method based on protein-protein interaction network graph
PENG Li-hong,LIAO Bo,LIU Hao

School of Computer and Communication, Hunan University, Changsha410082, China

Abstract

The purpose of this study isto evaluate a novel clustering technique for clustering and detecting the isolated pointsin
protein-protein interaction network, which iteratively refines clusters based on a combination of the K-means clustering
agorithm and the Arithmetic Average Minimum Vaue (AAMV) .Theresult isthat the algorithm isfound to be
effective at detecting clusters and identifying the isolated points in the protein-protein interaction network graph with
regard to human Alzheimer’ s Disease. The algorithm outperforms competing approaches and is capable of effectively
predicting the function-unknown protein function.
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