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Abstract

We extracted protein signal delivery path from protein interaction data, using location
information and weight of protein. We obtained the protein interaction data by experimenting in
two-hybrid system using Yeast. We simulated function’s data of Hypotonic Shock comparing to
signal delivery path provided in KEGG from the results. We measured process running period as
well. In future, this research can be key to discover the origin of various genetic diseases and
develop treatment.
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