croR promoter sequence L . . .
A P q transcriptional start site translational start site

TGGCTATAGTTTATTAACTTTTAGCAARATCTTCTARATTTATCGTAATATATCAAGGATTTTGTCCTTTTTAGCAATTATTTGTTAAAATATGGARAAGAGATTTTTTTATATATGGAGGAAATGRAACGCTTATG
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-95 -85 -75 -65 -55 -45 -35 Npg -10 +1 Nag

B pbp4(5) promoter sequence transcriptional start site translational start site

GATGAAATGGAAARAATTGATCAAACTTTATTAAGAAATTAAAAARAGTATAGGTGAAACACAAGCATTTTAAAARAAAGTT ACGTATAATAGA]—\GAAAPFGACATATTATATAGTTAGGGGAT TATTGAATG
)

-101 -95 -85 =75 -65 -55 -45 -35 -10 +1 N3p

Supplemental Figure 2. Identification of transcriptional start sites for (A) croR and (B) pbp4(5) via 5’RACE. The
underlined sequence corresponds to previously published croR promoter -35 and -10 sequences (TTGTCC-N1s-TAAAAT)
(Comenge 2003). The CroR-dependent regulatory motif identified in this study is shown in bold. Ny indicates the

number (x) of nucleotides (N) within the bracket sequences.



