






Fig. S4: Sequence comparison of the spxB promoter region of several oral streptococci classified in three groups, representing their H2O2 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’-WWGWAARCGYTTWCWW-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.

Group I Goup I

S. oralis J22 TAAAAGCGAGCTTGCTCGCTTTTTATTATAAAACAGTCACAT_AAAACGTTTTCAAACTGTACTGTAATAGAGAATAAAAACTTCTGAGCAGATTCTTAGTAAAGTCAAAATAATTGTGATAAATTAGTAGAGTAAAAATTTGCTG_AAACGTTTCCAAATAATATATGAAAACGGATGAATCAAGTTTTAAAAATATTTGAAGGAGAGTTATTATTATG S. oralis J22

S. infantis TAA-(N)125-TAACCGCTTTTTTCTATTCTAAAACAGATTTTCAAACCGCTTCCAAACTGTACTGTAATAGAGAATGAAAGTTTCTGAGCATATACTTAGAAATCTAAAATCAAATGTGATAAATTAGGATTGTAAATTTACTG_AATCGTTTTCAAATAACATATAAAAGCGTTTTTTGTAAATATATGAAATTATTTTGAAGGAGAGTTATCATTATG S. infantis

S. dentisanii 2-1B CAT-(N)139-TTTTTTGAAATCTATTATAAAATACATTTCAAAATTCAGAAAAATCTCATAATTGTTATGTAATAGTTCTAAAGCAATCCTGAGCATATTCTTATACAAGAGTTGGAAAAAGTGATAAATTTGTAGAGTAAGTTTATTG_AAACGTTTTCATTAACCTATCTGAAAGTTTTCAATAAATAATTTAATTTTGAAGGAGAGTTATCATTATG S. dentisanii 2-1B

S. mitis 3-1  TAAAAGCGGGCTTGCTCGCTTTTTTATTATAAAACAGAAGCTAAAAACGTTTTCAAACTGTACTGTAATAGAGAATAAAAACTTCTGAGCAGATTCTTAGTAAAGTCAAAATAAATGTGATAAATTAGTAATGTAAAAATTTACTG_AAACGTTTTCAAAAACTATATGAAACCTTTTTTAGTAGATTTAAAAATATTTGAAGGAGAGTTATCATTATG S.mitis 3-1

S. parasanguinis TAA-(N)299-AATAGGGATTGAGCATCTCTGAGCAGATTCTTATACATGTGAATCTCTTTGTGATAAATTAATACTGTAATCGTTTTGTAAATCGTTTTCATGAGAAATGTCAGAAAAAACTCATTTTCAAAACGAAACCTGATCGCAAAGATGAAGTAG_AAGCGCTATGCTACATTTTTAAAGGATCAAAATAGATTTAAAGGAGAGTTAGA___ATG S. parasanguinis

S. parasanguinis 1-9 stop-(N)<208-AATAGGGATTGAGCATCTCTGAGCAGATTCTTATACATGTGCATCTCTTTGTGATAAATTAATACTGTAATCGTTTTGTAAATCGTTTTCATGAGAAATGTCAGAAAAAACTCATTTTCAAGGCGAGATGATCGCAAAGATGAAGTAG_AAGCGCTATGCTGCATTTTTAAAGGATCAAAATAGATTTAAAGGAGAGTTAAA___ATG S. parasanguinis 1-9

Group II Goup II

S. parasanguinis 1-7 TAA-(N)319-GAATAGGGATTGAGCATCTTTGAGCAGATCTTTATACATGTGAATCTCTTTGTGATAAATTAATACTGTAATCGTTTTGTAAATCGTTTTCATTAGAAAAGTCTGAAAAAACTCATTTTCAAGACGAGATGATCGCAAAGATGAAGTAG_AAGCGCTATGCTGCATTTTTAAAGGATCAAAATAGATTTTAAAGGAGAGTTAAA___ATG S. parasanguinis 1-7

S. sanguinis SK36 TAG-(N)108-AATTATTATAAAACACATTGGACTTTGTGAAAAAAATCAGGGCTTGGTGTTATGTAATAGTTCTATATCATCTTTGAGCATATTCTTATACAAGAGCGAAAAAACATGATAAATTGATAGAGTAAAGTTTCTTG_AAGCGTTTTCATTCACAAATGGAAATATTTTCAACAACTGAAAATTTATTTTATTGAAGGAGAGTTATT___ATG S. sanguinis SK36

Group III Goup III

S. gordonii DL1 TAA-(N)245-TATCCTATTCTACTATAGTTTGTGAAACTTTCTCAAAAAAGAGCATCTGTTATGTAATAGGGATTGAGCATCTCTGAGCATATTCTTATACAAGTGAGAAAAAACATGGTAAATTGATATAGTAAAGTTTCTTG_AAGCGTTTTCATTCACAAATGGAAATGTTTTCAATAACTGAAAATTTATTTTATTGAAGGAGAGTTATTCTTATG S. gordonii DL1

S. mitis 2-7   TAAAAGCGGGCTTGCTCGCTTTTTATTATAAAACAGTTTCATAAAACGCTTTCAAACTGTACTGTAATAGATAATAAAAACTTCTGAGCAGATTCTTAGTAAACTAAAATTAAATGTGGTAAATTAGAAATGTAATAAATTTGCTAAAAACGCTTTCATGGTTTATCTGAATGCTCCTTAGTAAATTTAAAAATATTTGAAGGAGAGTTATA___ATG S. mitis 2-7

S. mitis 2-8 TAA-(N)107-TTAATTTTCATTGAGTATTATAAAACAGAATTTAAAACCGTTTTCAAACTGTACTGTAATAGAGAATAAAAACTTCTGAGCAGATTCTTAGTAAACTAAAATTAAATGTGGTAAATTAGAATTGTAATAAATTTGCTAAAAGCGTTTTCATAATTTATCTGAATGTTTCTTAGTAAATTTAAAAATATTTGAAGGAGAGTTATCATTATG S. mitis 2-8
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