Supplementary material
Samples and their metadata are provided in the supplementary material. Captions: Supplementary Table S1 – OXA β-lactamase variants: designation, GenPept ID, GenBank ID, species, and amino acid sequences for 13 OXA variants deposited in public databases plus our novel variant; Supplementary Table S2 – OXA β-lactamase variants with GenBank ID, genomic coordinates, species, and 10 kbp upstream and downstream sequences surrounding the gene of interest; Supplementary Figure S1 – Amino acid alignment of OXA-1433 with OXA-12-like β-lactamase variants. Amino acid sequences of OXA-1433 and the thirteen previously described OXA-12-like β-lactamases (n = 14) were aligned to assess sequence conservation and identify residues distinguishing the novel variant. Conserved motifs characteristic of class D β-lactamases are shaded in gray. Symbols indicate the degree of conservation among aligned residues: * (asterisk), identical amino acids (complete conservation); : (colon), strongly conserved substitutions; . (period), weakly conserved substitutions; and blank spaces, positions with no apparent similarity. Supplementary Figure S2 Three-dimensional structural model of the OXA-12 β-lactamase from Aeromonas veronii ST3591.  Three-dimensional homology model of the OXA-12-like class D β-lactamase from Aeromonas veronii ST3591, generated using the crystal structure of OXA-427 (PDB accession code 6HUH, chain B) as the modeling template. The α-helices are shown in red, β-sheets in blue, and the active-site region is highlighted in yellow. 

