Additional file 9. Comparison of predicted binding site motifs in Streptococcaceae and Lactobacillaceae.
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! Sequences Logos were constructed using WebLogo package (http://weblogo.berkeley.edu/logo.cgi)

2NS. number of binding site sequences used to construct Logo.

® Category reflects a conservancy between TFBS motifs in Streptococcaceae and Lactobacillaceae: 1. highly conserved motifs; I1. moderately different motifs; 111. substantially
different motifs.

*Number of genomes where current TF regulon was found.

> Average number of target operon in regulon per genome.
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