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Elucidate latent rules in disruption of biological system
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ChlP-seq

We reconstructed human and mouse gene regulatory network based on the
enormous public ChIP-seq data. For sporadic and unequal time series data often obtained in
medical/biological research, we introduced an algorithm that represent states of data as "landscape"

based on multidimensional variables. Utilizing the method, we could stratify patient states and
predict state transition of disease progression. We also applied machine learning for the accurate
diagnostic and prognostic prediction for epithelial ovarian cancer based on preoperative blood test
data. Hereafter, we would like to expand our research aiming at forecasting and preventing disease
development by identifying presymptomatic disease state based on health check data and real-world
measurement data obtained from various loT devices.
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