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Think and solve the biomedical problems thorough computers

Now the massive measurement technologies convert diversities of life, such as genome, into biological big data.
However, we human are ‘ill-equipped’ to extract latent biological meanings from the massive data and solve the
biomedical problems. Therefore, our lab is developing methods to think the biomedical problems through the
informatics point of view and interpret massive data with the help of computers and Al: (1) Al-based prediction and
interpretation of functions of genome sequences, (2) Integrative analyses of massive biological data sets, (3)
Single-cell informatics (informatics for single-cell omics data), (4) Evolution of genomes and epigenomes. In
addition, we apply informatics and statistics to biological and disease research.

Prediction and interpretation of genome functions Biological data integration
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