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This study attempts to solve the problem that most of the current techniques

for single cell analysis require the destruction of cells, and although it is possible to obtain
cellular information at that point in time, the temporal and spatial information of the cells
themselves is lost.

Since conventional methods treat multiple cells with different processes as a single population
without distinction, they are limited in their ability to characterize phenomena such as cancer
development mechanisms and metastasis. In addition, we constructed a model that clarifies the
diversity of cancer cells in tumor tissue by describing fluctuations in the cell cycle of a single
cell as a probability distribution.
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