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[Abstract]MDM?2 is an important inhibitory factor for p53, and cooperate with each other through different
pathway to inhibit p53 activity in the process of tumorigenesis or the development process of the embryo. Search Tool
For Interactions Of Chemicals(STITCH) goes through integrate metabolic network, protein molecular crystal structure,
signal transduction to contribute the relationship between experiments and drug targets. In this study, we constructed
MDM proteins interaction networks using STITCH, and then analyzed their topological parameters and important nodes.
This approach provides a systematic view of the action of MDM proteins in a simple visual format.
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PicoMled Publiding
Parameter MDM2
Number of nodes 269
Number of edges 2380
Characteristic path length 1.989
Network diameter 4
Avg. number of neighbors 16.699
Network density 0.062
Clustering coefficient 0.488
Network heterogeneity 1.358
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