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WFZER R OEZE (F£30) : Construction of interaction network of protein is a first step toward
the understanding of complex biological systems. Usually, the network is made from nodes
and edges representing proteins and interactions, respectively. However, the abstract
representation prevents us from analyzing the biological systems in molecular levels.
Therefore, in this project, we have developed a method to construct the interaction
networks based on gene coexpression, and also develop a method to predict the protein
complex structures.
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