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A maximal clique-based method for predicting interactions
in protein networks

Wang Jianxin, Cai Zhao, Li Min
(School of Information Science and Engineering, Central South University, Changsha 410083)
Abstract
This paper analyzes the problem that the protein-protein interaction datasets identified by present large-scale, high-
throughput methods contain a relatively high level of noise, and then proposes a maximal clique-based method for predict-
ing interactions in protein networks according to the distribution characteristics of noise data and topological properties in
the networks, to overcome the drop of the reliability in the dataset identification due to the noise. The method predicts
the interactions among proteins based on the degree of correlation between a protein and a protein clique, and then
deletes the noise data after amplifying them in the predicted dataset, which improves the prediction reliability. The exper-
imental results show that this method can predict not only more interactions but also higher reliable interaction datasets.

Key words: protein-protein interaction network, interaction prediction, false positive, maximal clique





