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Additional File 3:

template),

variant protein

sequences
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Figure S1: FlaB protein of L. interrogans (A) (WP_000586170,
of NHSL13SL215 (B) (WKR44734)

NHSL13ML092 (C) (WKR38874), and NHSL13ML506 (D) (WKR38873). Conserved

regions of L.interrogans FlaB protein sequence and partial FlaB variant protein sequences



of the patient sample created by the ConSurf web server (https://consurf.tau.ac.il/consurf

index.php).

Amino acid sequence (WKR38874) deduced from the nucleotide sequence of patient
number, NHSL13ML092 (WKR38874). The variant D3G (D42G in wild type) is located
in a highly conserved region. The other two variants K93E and 1126T (K132E and 1165T

in template) are located in variable regions.

Amino acid sequence (WKR44734 and WKR38873) deduced from the nucleotide
sequence of patient number, NH SL13SL215 and NHSL13ML506. The mutation Y130C
(Y164C in wild type) and L138S (L175S in wild type) are located in variable regions.

Mutation positions

2 3 4 5 6 7 8
Variable Average Conserved

Insufficient Data

- An exposed residue according to the neural network algorithm.
b - A buried residue according to the neural network algorithm.
f - A predicted functional residue (highly conserved and exposed).

s - A predicted structural residue (highly conserved and buried).
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