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Highly precise protein-protein interaction prediction using hybrid

prediction model based on de novo docking and sequence-based methods.
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Abstract: Protein-protein interaction (PPI) is important for understanding biological functions. Currently,
various in silico PPI prediction methods have been developed and they are generally classified into two
typical approaches: a method based on protein docking and a method based on known PPI information.
The result of de novo docking based method contains many false-positive predictions, and the known PPI
information based method is difficult to predict a novel PPI. In this research, we have proposed new hybrid
PPI prediction methods by combining de novo docking based prediction and known PPI information based
prediction. For evaluating proposed method, we applied the methods to human apoptosis signaling pathway.
As results, proposed method achieved an improvement in F-measure (0.21 — 0.26).
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TiibhzbDTY.
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