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Supplementary Figure 1. Schematic structure of OprD (PDB accession 35Y?7). Sites of amino acid
substitutions identified in susceptible (green) or non-susceptible (black) carbapenemase-negative
isolates of the validation dataset are labelled. Amino acid numbering refers to an L8 type OprD.
Numbering without the 23 amino acid signal sequence is given in brackets. In the labelled

mutations, wild-type amino acids refer to those of the closest OprD variant in the reference
database and may differ from the 3SY7 sequence (asterisk). The image was created using UCSF
Chimera software version 1.16 (1).
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