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Fig. S1. Quantative PCR verification of ctrA gene expression during the cell cycle. Log10 change in ctrA transcript levels at 40, 80, 120, and 160 min normalized
by levels of SMc00128 transcript, which are uniform in the microarray expression data. Transcription of ctrA is repressed in the beginning of the cell cycle and
relieved during late S phase. Error bars represent the standard deviation between replicates.
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