(®)
2014 2016

Development of a sequence-based prediction method of interacting protein
partners for drug target discovery

Murakami, Yoichi
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This study applied previously developed PSOPIA, a method for predicting an
interaction between two proteins, for developing a new computational method to predict proteins that
interact with a given protein. The new method was trained on a highly imbalanced and large training
dataset of human protein-protein interactions and successfully achieved higher prediction
performance than PSOPIA. I have also developed a fast system that can automatically make predictions
of interactions between a given protein and all the proteins registered in a public database.
Furthermore, 1 have developed a graphical user interface with the new method developed in this study
for identifying drug targets and biomarkers.
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Filter | Enter your keyword | {[All Fields ] _ | v] [ Contains k|

#  Partner Name vilALFalas] Score-maxf v Interaction
Partner

1 Q13sa7 Histone deace  Name 0.99999584 known

2 Pat7st RAC-betaseri  Score-maxt rase 0.99999583 -
Interaction

3 P3i749 RAC-alphasel  GOFunction  Inase 0.99998576 known

4 po2r7t Alpha-fetoprot ~ GO:Process 0.99998576 known
GO:Gomponent

5  Po3aT2 EStrogen recelmn 0.99998576 known

6 P10589 COUP transcription factor 1 0.99998576 known
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