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Development of machine learning methods to comprehensively predict drug targets
from omics data
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The identification of interactions between drugs and target proteins is a key
area in genomic drug discovery. Various high-throughput experimental projects enable us to analyze the
genome, transcriptome, proteome. At the same time, the high—throu?hput screening of large-scale chemical
compound libraries with various biological assays produce chemical and phenotypic data on drugs and

bioactive compounds. In this project, we develop machine learning methods to infer unknown drug-target
interactions by integrating various large-scale omics data.
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