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Figure S11: (A) Boxplots of log2 fold change in gene expression (ΔssrS/wild-type) for 
genes as a function of the number of nucleotides in their promoter -35 sequence that 
match to consensus, for a set of 312 mapped σ70 promoters, based on the data of 
Cavanagh et al. 2008. (B) Boxplots showing log2 fold change in expression 
(ΔssrS/wild-type) of the same genes in our dataset. (C) Boxplots showing log2 fold 
change in gene expression (ΔssrS/wild-type) for 77 genes whose promoters have a weak 
-35 element and extended -10 element, compared to 72 genes with a weak -35 element 
only, based on the data of Cavanagh et al. 2008. (D) Boxplots showing log2 fold change 
in gene expression (ΔssrS/wild-type) for the same genes in our dataset. p-values are for 
Wilcoxon Test.
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