Driving the expression of the Salmonella enterica sv Typhimurium flagellum using flnDC

from Escherichia coli results in key regulatory and cellular differences.
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Protein alignment of FIhD and FIhC from S. enterica and E. coli. Both proteins exhibit a
high level of similarity. For both proteins the greatest level of diversity occurs towards the
C-termini of each protein. How these amino acid changes impact the activity of the
FIhD4C2 complex is still unknown. However, the data presented in the current study can
act as a foundation to investigate their impact.
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Wild type GGGAACAATGCATACATCCGAGTTGCTAAAA
f1hD,, GGGAACAATGCATACEICCGAGTTGCTGARA
f1hDC,,  GGGAACAATGCATACTCCGAGTTGCTGARA
£1hC,, GGGAACAATGCATACATCCGAGTTGCTAAAA
f1hC STP
Wild type GATCGAACAGGCTGTTTAACCGAAACGGT
£1hD,_ GATCGAACAGGCTGTTTAACCGAAACGGT

f1hDC G CAGGCTGTTTAACCGAAACGGT
flhC G CAGGCTGTTTAACCGAAACGGT

Schematic diagram detailing the 3 replacements made during this study. The flnD ATG
start (STRT) codon boundary and the flnC STOP (STP) codon boundaries are shown as
examples of the replacement design. Known nucleotide changes for E. coli in these short
regions are highlighted as red boxes with white text.
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Promoter

Motility of lnDCst and flnDCec driven by Pinbcse compared to Preta Or Pretr €Xpression.
Quantification of swarms produced in motility agar after 6 to 8 hours incubation. Error bars
indicate calculated standard deviations.
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Unprocessed image of Gel shown in Figure 5A



