Antibacterial CM-11 Peptide Potency against the Gram-positive and Gram-negative Bacterial Membrane Models: A Molecular Dynamics Simulations Study
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Figure S1: The CM11 peptide-membrane structures before (a (GN), b (GP)) and after MD simulation (c (GN), d (GP)). Zoom in view of residues inside of bilayer (e (GN), f (GP)). Lysine residues highlighted in blue sticks mode. Peptide highlighted in blue cartoon. Lipid molecules highlighted in wheat sticks. Hydrophobic interactions highlighted in red dashed line and saltbridges highlighted in yellow dashed line.
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