Sequence variability in L3 and L6 of MOMP encoding sequences of C. jejuni and C. coli
strains.
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Sequence alignment was performed on the L3 and L6 loops of MOMP sequences obtained in
this study, from the MLSTdb database and from NCBI. The L3 and L6 loops of MOMP in

strain KC40 was utilized as consensus sequences.

!Loop 3 amino acid sequence of the MOMP of C. jejuni KC40 and the amino acid
substitutions found in the other 27 Campylobacter isolates, analysed in this study, and in the

sequences of the NCBI database at the same positions.

2Loop 3 amino acid sequence of the MOMP of C. jejuni KC40 and the amino acid
substitutions found in the sequences in the NCBI database, which contain amino acid
substitutions on different positions than found in the sequences of the MOMPs of the 28

strains analysed in this study.

3Loop 6 amino acid sequence of the MOMP of C. jejuni KC40 and the amino acid
substitutions found in the other 27 Campylobacter isolates, analysed in this study, and in the

sequences of the MLSTdb database at the same positions.

“Loop 6 amino acid sequence of the MOMP of C. jejuni KC40 and the amino acid
substitutions found in the sequences in the MLSTdb database, which contain amino acid
substitutions on different positions than found in the sequences of the MOMPs of the 28

strains analysed in this study.



