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Figure S1. Lipid phosphorus concentration in the supernatant and pellet for each multilamellar
vesicle sample used to assess the binding to model membranes. Evaluation of the lipid sedi-
mentation following a 30 minute incubation with several concentrations of the 1018-K6 peptide. (a)
Zwitterionic lipids (PC); (b) Eukaryotic cell (PCaw0:POPE«0:SMis:PSs); (¢) S. Typhimurium
(DOPE7s:POPG1s:CL4); (d) Escherichia coli (PEso::CLs:POPGis); (e) S. aureus (CLa2:POPGss). The

results correspond to the mean + standard error (SE) of three independent experiments per model

mem-brane.
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Figure S2. Lipid phosphorus concentration in the supernatant and pellet for each multilamellar
vesicle sample used to assess the binding to biological membranes Evaluation of the lipid sedi-
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mentation following a 30 minute incubation with several concentrations of the 1018-K6 peptide. (a)
Hepatocytes; (b) Salmonella spp.; (¢) E. coli; (d) S. aureus. The results correspond to the mean *
standard error (SE) of three independent experiments.

Table S1. Binding potential (BP) of AMP 1018-K6 towards multilamellar vesicles of model mem-
branes.

Cell type Lipid mixture BP
Fluorescence UV-Vis absorption
Zwitterionic membrane PC 4.29 2.02
Eukaryotic membrane PCyp: POPE4g: SMi5: PS5 491 0.43
Salmonella Typhimurium* DOPEzs: POPGys: CLy 517 3.37
Escherichia coli PEgo: CLs: POPGys5 424 3.62
Staphylococcus aureus CLy2: POPGss 332 217

*The results refer to the experiments carried out with a higher concentration of peptide.

Table S2. Binding potential (BP) of AMP 1018-K6 towards multilamellar vesicles of biological
membranes.

Biological membranes BP
Fluorescence UV-Vis absorption
Hepatocytes 722 18.61
Salmonella spp. 26.87 18.78
Escherichia coli 10.71 4235

Staphylococcus aureus 31.05 23.42




