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Strategy of a cell to survive during a long term stationary phase before cell
proliferation.

Mori, Hirotada

35,700,000

20 1)
population 2) population 3) BW3802
LB

population
LB

Comprehensive single gene knockout strain collection with 20nt molecular bar-code
of E. coli was constructed. The 20nt random bar-code sequences were determined after validation of the
target gene deletion by genomic PCR. About 3600 genes out of 4100 ORF genes were established as knockout
strain with bar-code. To prove the value of this collection, we performed analysis 1) to monitor
population dynamics during the long term stationary phase in LB up to three weeks, 2) profile analysis in
medium containing sub-lethal level of toxic compound. We also determine the host strain genome to confirm
its genetic background. For the analysis of the population dynamics in the long term stationary phase, at
each of samplings time, half of each of the samples were diluted with the fresh LB medium and re-grow up
to 0D600 = 2.0. Then re-grown samples were performed bar-seq analysis to quantify the growth ability of
each of deletion strains after the passage of stationary phase.

E. coli bar-code deletion collection population dynamics chemical genomics stationary ph
ase deep sequencing
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