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Fig. S1: EMSA analysis of CcpA binding to spxB, in the presence of unlabeled competitor spxB, DNA.
Increasing concentrations of unlabeled competitor spxB, DNA was added to the reaction mixture containing
fixed amounts of CcpA (20 pmol) and biotin-labeled spxB, probe (1 fmol). 1 = negative control; 2 = plus 1 fmol
unlabeled probe; 3 = plus 10 fmol unlabeled probe; 4 = plus 50 fmol unlabeled probe; 5 = plus 100 fmol
unlabeled probe; 6 = plus 200 fmol unlabeled probe; 7 = plus 300 fmol unlabeled probe; 8 = plus 400 fmol
unlabeled probe; 9 = plus 500 fmol unlabeled probe. A representative picture is shown (n = 3).
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Fig. S2: I-TASSER proposed CcpA structural models. A) S. gordonii and B) S. sanguinis. Predicted 8-sheet
regions are depicted in green and a-helical regions are depicted in blue. The arrows point to the major
difference between both CcpA. The difference is highlighted in yellow in the S. gordonii structural model. C)
CcpA from Bacillus subtilis (PDB ID: 1ZVV) which served as template.
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Fig. S3: Ramachandran plots for structure validation of proposed CcpA structural models. A) S. gordonii and

B) S. sanguinis.
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Fig. S4: Sequence comparison of the spxB promoter region of several oral streptococci classified in three groups, representing their H,O, release regulation type. Start codons of spxB and upstream genes as well as stop
codons of upstream genes are underlined and displayed in bold. Shine-Dalgarno sequences and predicted cre sites (and known cre sites of SK36 and DL1) are boxed. In addition matching nucleotides are displayed in bold,
in case of the core palindromic sequence, nucleotides are displayed in the same color as in the consensus sequence (5'-WWGWAARCCYTTWCWW-3’). Nucleotides not matching the consensus sequence and gaps are
highlighted in grey. Please note the overlapping cre sites of S. parasanguinis. In group one only one representative of S. parasanguinis is shown, because there were no differences in the displayed sequence. The cre
prediction is based on similarities to the given consensus sequence and followed the rule of allowing no more than 4 variations (mismatches or gaps). Sequence prediction was manually performed.
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