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IST-13: Biological Information Networks Group

Professor Tatsuya Akutsu Associate Professor Takeyuki Tamura
Assistant Professor Tomoya Mori

(Laboratory of Mathematical Bioinformatics,
Bioinformatics Center, Institute for Chemical Research, Kyoto University)

Study on Bioinformatics

Our ultimate goal is to elucidate the mathematical and information science principles
of how information that can reconstruct humans is stored in DNA sequences.

s Subject=Biology/Chemistry, Method=Mathematical/Information Science

= We study theory and applications of bioinformatics

= Our laboratory is a part of Bioinformatics Center, Kyoto University, which is a major
research center on bioinformatics in Japan
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Analysis/design of chemical structures Design of genome-scale metabolic networks
by using neural networks as cell factories

= Examples of Research topics
= Analysis of gene requlatory networks and protein-protein interaction networks
= Analysis of genomic scale metabolic networks

= Applications/developments of machine learning methods for bioinformatics
Discrete models of neural networks

= Discrete algorithms for analyzing biological and chemical data
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Extraction of knowledge from trained Developed web server for prediction
neural networks of subcellular localization of proteins

Lab HP: https://www.bic.kyoto-u.ac.jp/takutsu/index.html
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