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i In this study, information-theoretic analysis of the response to stimuli on
a per-cell basis revealed that the existence of cell-by-cell response variability enables more

precise control of the response of tissues, which are collections of cells. The present study
reveals that the existence of cell-by-cell variability in response characteristics leads to an

increase in the range in which stimuli can be distinguished as a tissue, and thus enables accurate
response control.
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