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Figure S1: (A) Amino acid sequence alignment of the osrR (FTL_0689) of F. tularensis (Ft) LVS
and XylS/AraC family proteins from indicated bacterial pathogens. Multiple alignments were
generated using Clustal W software. The C-terminal region (highlighted in grey) shows a conserved
DNA binding motif GxxxxxxFxxxxxxxxxxxP. (B) Amino acid sequence homology of the AraC of
indicated bacterial strains as compared to the OsrR of Ft LVS. (C) OsrR C-terminal region showing
the conserved DNA binding motif (GxxxxxxFxxxxxxxxGxxP). (D) Confirmation of osrR gene
deletion and transcomplementation by PCR. The wild type Ft LVS and sodB gene primers were used
as positive and internal controls, respectively.
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Figure S2: Wild type F. tularensis LVS (Ft LVS) and the ΔosrR mutant were exposed to (A) Cumene
hydroperoxide (CHP); (B) Tert-butyl hydroperoxide (TBH); (C) Paraquat; and (D) Menadione
diluted two-fold with a starting indicated concentrations for one hour and three hours in a spot assay.
(E) The sensitivities of the wild type F. tularensis LVS (Ft LVS), the ΔosrR mutant and the
transcomplemented strain (ΔosrR+posrR) to menadione was determined by disc diffusion assay and
the zone of inhibition around the discs impregnated with the indicated concentration of menadione
was measured. The results shown in A, B, C and D are representative of two independent
experiments. The data shown in E are representative of two independent experiments, each
conducted with three technical replicates.
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Figure S3

Figure S3: Expression profile of ΔosrR mutant as compared to the wild type F. tularensis in the absence
of oxidative stress. (A) The expression profile of down regulated and (B) up regulated genes in the
ΔosrR mutant.
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Figure S4

Figure S4: The expression profile of down regulated genes in the ΔosrR mutant as compared to the
wild type F. tularensis in the presence of oxidative stress induced by menadione.



Figure S5

Figure S5: Expression profile of up regulated genes in the ΔosrR mutant as compared to the wild type F.
tularensis LVS in the presence of oxidative stress induced by menadione.
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