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Main Research
Projects

@® Mathematical modelling and analysis of dynamical processes in biology
Recently, the mathematical modelling has taken an important role in biological
and medical research, such as the emergence and development of cancers,
circadian rhythm of cells, and epidemics of infectious diseases. Our current
concern is the modelling of the dynamics of various biological processes using
differential equations. The mathematical analysis of these models will give us
important information on the understanding and treatment of these diseases.

@ Application of network theory for the analysis of clinical data
Network theory is now widely used in social, engineering, and biological studies.
However, this theory has not been scarcely applied in the field of medical
research. We try to apply the network theory for the analysis of clinical data,
which leads to the development of early-warning methods for critical
symptoms.

® Genome data mining
Development of next generation sequencer will lead to the era of genome-based
medicine. We aim to analyze the clinical genome data and to develop new data-
mining methods suitable for clinical application.
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