Supplementary Information (SI) for RSC Advances.
This journal is © The Royal Society of Chemistry 2026

Supplementary Materials

Peptide inhibitor

AQ-14-6 PH
4;450
p £5
¢ B m
° o AR y
o
o T

£58 o

Figure S1. Molecular docking diagram of antibacterial peptide AQ-14-6 binding to BamA
and asd proteins. (a) Top view of antibacterial peptide AQ-14-6 binding to BamA protein;
(b) The binding mode of antibacterial peptide AQ-14-6 with BamA protein; (c) 2D
interaction of antimicrobial peptide AQ-14-6 with BamA protein; (d) Top view of
antibacterial peptide AQ-14-6 binding to asd protein; (e) The binding mode of antibacterial
peptide AQ-14-6 with asd protein; (f) 2D interaction of antimicrobial peptide AQ-14-6 with

asd protein.
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Figure S2. Molecular docking diagram of antibacterial peptide AQ-14-7 binding to BamA
and asd proteins. (a) Top view of antibacterial peptide AQ-14-7 binding to BamA protein;
(b) The binding mode of antibacterial peptide AQ-14-7 with BamA protein; (c) 2D
interaction of antimicrobial peptide AQ-14-7 with BamA protein; (d) Top view of
antibacterial peptide AQ-14-7 binding to asd protein; (e) The binding mode of antibacterial
peptide AQ-14-7 with asd protein; (f) 2D interaction of antimicrobial peptide AQ-14-7 with
asd protein.



