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Figure S1. Comparative sequential analysis of the S8 domain of the LbrM.13.0860 and
LbrM.28.2570 genes. Sequence analysis was performed on the BLAST server
(https://blast.ncbi.nlm.nih.gov). In the figure is shown the alignment of the region
corresponding to the S8 domain based on the amino acid residues of the catalytic site (*) of
the LbrM.13.0860 gene. In the Lbrm28.2570 gene, amino acid residues with potential for active
site formation can be detected in the intracellular and extracellular regions: Aspartic (D),
Asparagine (N), Histidine (H) and Serine (S).



