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Fig. 1 The CD secondary structure of aureins 2.6 in Water and TFE fitted using CDSSTR,
CONTIN and SELCON3.
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Fig. 2 The CD secondary structure of aureins3.1 in Water and TFE fitted using CDSSTR,
CONTIN and SELCON3.
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Fig. 3 The CD secondary structure of aureins 2.6 in different lipid environment (DMPC
and DMPS) fitted using CDSSTR, CONTIN and SELCON3.



The effect of amidation on the behaviour of antimicrobial peptides 5

Fig. 4 The CD secondary structure of aureins 2.6 in different lipid environment (DMPC
and DMPS) fitted using CDSSTR, CONTIN and SELCON3.
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Fig. 5 Time evolution of the secondary structure of the peptides in presence of solution
during the 200ns.
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Fig. 6 Time evolution of the secondary structure of the peptides outside the lipid bilayer
during the 200ns.
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Fig. 7 Time evolution of the secondary structure of the peptides inside the lipid bilayer
during the 200ns.
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Fig. 8 Profile of the behaviour of angle between the long axis for the peptide A (red line),
peptide B (green line), peptide C (orange line) of the aurein 2.6 and aurein 3.1 and the
bilayer surface (DMPC and DMPS).


