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TGCACTTCCGGGATGCGGCAGATGTTAGGTAGCGGGGCTTATCGGCAAGGTGACGGAAGAATTACAAGTCGGTAATGAATATTCTCCACGGACAATTAGCGGTTACACTTCGGCAACCTTCGAAGAGAC
ACGTGAAGGCCCTACGCCGTCTACAATCCATCGCCCCGAATAGCCGTTCCACTGCCTTCTTAATGTTCAGCCATTACTTATAAGAGGTGCCTGT TAATCGCCAATGTGAAGCCGTTGGAAGCTTCTCTG
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Figure S1. A) DNAse | footprinting of czcR promoter (template strand) in the absence or
presence or of 1 uM Zur protein. DNA fragments were analyzed by capillary electrophoresis.
The two Zur boxes are indicated by the numbers 1 and 2 in red. The sequencing reaction is
visible below the figure (seql) and the sequence with the two boxes indicated in red is shown
below the figure. B) Transcription start site (+1) of czcR and czcC determined by 5’RACE. The
CzcR box, according to (1) is indicated in the box and the -35, -10 sequences were determined

in silico using BPROM program (2).
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