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Supplemental Figure 14. Average ChIP-seq signal surrounding the transcript start site of the first (left) and second (right) gene in all operons. ChIP-seq signal was binned into eight quantiles according to the second gene (G2) SL2/(SL2+SL1) ratio; the bin with the highest ratio is the top row as in Figure 4. The x-axis labels are also as in Figure 4 (Transcript Starts in basepairs ranging from -500 to 0 to + 500). Signal is shown from blue (lowest) to white (medium) to red (highest).
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