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WHER B OMEEL (33C) : The model bacterium, Escherichia coli, is able to survive under
various stressful conditions in nature by forming the bacterial community, in which each
cell plays a different physiological role. For search of the role each plays, single—live
cell observation systems were developed using newly constructed cell chips, and
transcription in individual cells was analyzed. Towards understanding the regulation
mechanism of genome transcription, we also performed the systematic analysis of
regulatory roles of a total of 300 transcription factors from E. coli.
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Functional Differentiation of Escherichia coli RNA Polymerase
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Single-Live Bacterial Cell Assay of Promoter Activity
E. coli gcl promoter + 40 mM glyoxylate
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