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Development of a non-destructive method to track the transcriptome of living
cells across time

Yasuyuki, Ohkawa
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The phenotype of an individual is established through development and
differentiation and changes dynamically until it decays, leading to aging and death. Transcriptome
analysis has been widely used as the information that best reflects the state of the changing
phenotype. On the other hand, current transcriptome analysis cannot follow changes in the same cell
because it requires the destruction of the cell and extraction of RNA. In this study, we developed a

non-destructive RNAseq method for living cells based on our own previous findings that endogenous
RNA correlates with a small amount of RNA contained in exosomes secreted by cells. The project has
been successfully completed and is now being applied to a variety of samples.
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