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Figure S1: Analytical HPLC chromatograms of the purified latarcins.
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Figure S2. Circular dichroism spectra of latarcins in 10 mM phosphate buffer at a
defined pH of 7 at 30°C. In comparison to the previously reported CD spectra of
latarcins in pure water where all latarcins show an unordered structure, here, under
high ionic strength and defined pH most latarcins show nascent helical conformation.
Ltc3a shows a helical fold of about 30%. In addition, Ltcl, Ltc4a, Ltc6a, and Ltc7 also
show a distinct shift of the negative band from 198 nm (as seen for Ltc2a) and have an
emerging positive signal around 190 nm indicating the distinct change from the

previously published spectra [1].
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Figure S3. Synergy of leakage for pairwise combinations of latarcins. Leakage was
measured for each peptide alone at P/L=1/100, and for peptide combinations at
P/P/L=1/1/100. The synergy factor is calculated as the leakage of the peptide mixture
divided by the sum of the individual peptide leakages. An additive effect gives a
synergy factor of 1, whereas a synergy factor of 2 or more would indicate synergy. All

peptide combinations show a synergy factor of 1 or below.



Table S1: Secondary structure fractions (in %)* of Latarcins in DMPC/DMPG (7:3)
SUVs, evaluated from the CD spectra. Average values and the standard deviation for

three different algorithms (CDSSTR, CONTIN-LL and the SELCON-3) are given.

Peptide a-helix p-strand p-Turn Unordered
Ltcl 66+3 4+1 10+1 19+3
Ltc2a 81+4 2+1 7x1 11+£5
Ltc3a 87+3 1+£2 65 6+4
Ltcda 94 +3 1+1 31 3+4
Ltchd 85+5 6+2 4+5 5+4
Ltc6a 65+3 4+1 12+2 20+2
Ltc7 89+6 1+1 2+0 7+6

2 Due to rounding errors, the sum is not always exactly 100%. Secondary structure
estimation from deconvolution of CD spectra was performed using the CDSSTR
program with the implemented singular value decomposition (SVD) algorithm [2,3],
using the CONTIN-LL program, which is based on the ridge regression algorithm
[4,5], and using the SELCON-3 program, which incorporates the self-consistent
method together with the SVD algorithm to assign protein secondary structure [6,7].
The three algorithms are provided by the DICHROWEB on-line server [8]. The
secondary structure element percentages of each sample are given as the average
values, and error ranges are given as the standard deviations of the individual
calculated values obtained with the three algorithms. Individual values were not
considered for the average if the sum of all structural elements fractions was <98% or
>102%, or when the NMRSD was above the threshold value (0.1 for CONTIN-LL and
CDSSTR, and 0.25 for SELCON-3) [9]. NRMSD is the unitless normalized root mean

square deviation between experimental and back-calculated spectra.
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