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The aim of this project is to develop in silico drug discovery pipeline using omics data set. In

this year, we attended the drug discovery contest managed by Initiative for Parallel
Bioinformatics (IPAB) and identified drug candidate compounds. We attended Academic
forum (Bigsight, Tokyo) and appealed achievement of our project to several companies. We
also applied InCob2014 (Sidney, Australia) and our paper was accepted and awarded as best
paper awards. We attended BiodJapan2014 where we have organized meetings with 23
companied to aim to receive external funds from these companies. The disease we dealt
with included non-small cell lung cancer, posttraumatic stress disorder mediated heart

diseases, and SYK gene that are related to cancer and inflammatory diseases.
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