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Salmonella enterica
serovar Typhimurium

ATCC 14028
4,870,265 bp
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Figure S1. Identification of SOS response genes. A. Location of the 318 putative LexA
boxes identified by bioinformatic analysis in the chromosome of S. enterica ATCC
14028. B. Chromosomal location of genes differentially expressed in the presence of

8,5 pg/ml of nalidixic acid. In red: genes upregulated by nalidixic acid that present a
SOS box in their promoter region (listed in Table 1).



