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Organisms in nature spend most of their life time in stationary growing phase.
Cellular metabolisms in stationary phase are largely different to those in log phase.
During long-term stationary phase, organisms might survive against variety of
stresses, such as starvation of nutrient. To clear the physiological network during
stationary phase, we have constructed the comprehensive bar-coded single gene
deletion library of E. coli. Using this new resource, we have developed the method to
quantitatively monitor the population dynamics of each of deletion strains during
long-term stationary phase.
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