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Due to the low cost of next generation sequencing experiments and the high
performance of microscopes, there has been an increase in research on measuring changes in the state
of life over time at the cellular level. In general, time-series data are expected to provide more
accurate estimates of causal relationships among elements than data measured only at a single time

point. However, at present, descriptive analysis methods such as clustering are mainly used to
analyze these data, and there is not much research on estimating the mechanisms that cause life
state changes from measurement data. Therefore, we have developed and implemented a new set of
algorithms to apply the theory of Kalman filter, which is widely used in the field of control
engineering, to biological data.
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