The MarR family regulator OsbR controls oxidative stress response, anaerobic
nitrate respiration, and biofilm formation in Chromobacterium violaceum

Additional File 1. Figures S1-S2.
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Fig. S1 OsbR alignment. a. Clustal Omega alignment of C. violaceum OsbR with highly
similar MarR family transcriptional regulators. Proteins of Pseudogulbenkiania
ferrooxidans (EEGO07003.1), Aquitalea magnusonii  (KJV29229.1), Gulbenkiania
mobilis (WP_054286986.1), Paludibacterium purpuratum (TDR78472.1), Crenobacter
cavernae (RXZ44812.1), Microvirgula aerodenitrificans (WP_028497861.1),
Neisseriaceae bacterium (RTK97832.1), Vogesella mureinivorans (WP_147694480.1)
found by BLASTp analysis. High conserved Cys55 and less conserved Cys133 residues
are indicated in yellow. Percentages indicate protein identity with OsbR accordingly with
NCBI BLAST. b. Clustal Omega alignment of OsbR with Pseudomonas aeruginosa
OspR, Bacteroides fragilis BmoR, Mycobacterium tuberculosis MosR, Staphylococcus
epidermidis AbfR, and Staphylococcus aureus MgrA. Conserved cysteines are indicated
in yellow, as well as both OsbR cysteine residues. Percentages indicate protein identity

with OsbR accordingly with NCBI BLAST.
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Fig. S2 His-OsbR purification by affinity chromatography. The His-OsbR was
overexpressed in E. coli BL21(DE3) with IPTG (Non-purified). The purification of His-
OsbR in a Ni-NTA column presented high efficiency and purity (OsbR purified). His-

OsbR has approximately 17 kDa.



