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Abstract PPI(Protein-Protein Interaction) data has information about the organism has maintained
a life with some kind of mechanism. So, it is used in study about cure research back, cause of disease,
and new medicine development. This PPl data has been increased by geometric progression because
high throughput methods are developed such as Yeast-two-hybrid, Mass spectrometry, and Correlated
mRNA expression. So, it is impossible that a person directly manage and analyze PPl data.
Fortunately, PPI data is able to abstract the graph which has proteins as nodes, interactions as edges.
Consequently, Graph theory plentifully researched from the computer science until now is able to be
applied to PPI data successfully. In this paper, we introduce Proteinca(PROTEin INteraction CAbaret)
workbench system for easily managing, analyzing and visualizing PPI data. Proteinca assists the user
understand PPI data intuitively as visualizing a PPl data in graph and provide various analytical
function on graph theory. And Protenica provides a simplified visualization with gravity-rule.
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o e ARE FARle ded #Eolw, Mass
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Paygor ARt F48FE dARE HEshe H
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