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/ Introduction \ f Methods \

Peptaibols = Solid-state 9F-NMR and synchrotron circular dichroism (SRCD)

= Natural membrane-active peptides isolated from fungi spectroscopy to determine the structure and alignment of HZ wt in lipid

= Abundant in Aib (U) (a-aminoisobutyric acid), possess a C-terminal bilayers

alcohol and N-terminal acetylation/alkylation = BF-NMR is enabled by one-at-a-time incorporation of synthetic a-

= Display wide range of antimicrobial activties trifluoromethylated amino acids: (R)-, (S)-Tfm-Ala [3,4] and (R)-Tfm-Bpg [5]

= Able to lyse lipid membranes by pore formation = Synthetic peptides are reconstituted in mechanically aligned (oriented) lipid
bilayers

Harzianin HK-VI (HZ wt) Is an ultra-short peptaibol (11-mer) isolated = From the °F-NMR dipolar couplings, the structure, orientation and

from T. pseudokoningii [1] with the seguence: dynamics Is determined [6]
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HZ wildtype in 50% TFE (SRCD)
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SR-OCD spectra of HZ wt in oriented phosphatidylcholine membranes of different

Plate diffusion assay testing HZ wt against F. oxysporum. composition (P/L 1/100) (A); HZ wt in oriented DMPC bilayers at varying P/L (B).
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