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HPLC AND MALDI-TOF CHARACTERIZATION
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FIG. S1: a) HPLC chromatogram of KsW(QL)gK,, b) HPLC chromatogram of K,W(QL)K,, ¢) HPLC
chromatogram of KsW(QL)gK,, d) HPLC chromatogram of W(QL)3K5(QL)s5.
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FIG. S2: a) HPLC chromatogram of PEG-K3sW(QL)Kj,, b) HPLC chromatogram of PEG-K,W(QL)gK,, ¢) HPLC
chromatogram of PEG-KsW(QL)K,, d) HPLC chromatogram of PEG-W(QL)sK5(QL)s5.
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FIG. S3: a) MALDI-TOF spectrum of KsW(QL)¢K,, b) MALDI-TOF spectrum of K;W(QL)gK,, ¢) MALDI-TOF
spectrum of KsW(QL)gK,, d) MALDI-TOF spectrum of W(QL)3K5(QL)3
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FIG. S4: a) MALDI-TOF spectrum of PEG-K;W(QL)gK,, b) MALDI-TOF spectrum of PEG-K,W(QL)¢K,,
¢) MALDI-TOF spectrum of PEG-KzW(QL)gK,, d) MALDI-TOF spectrum of PEG-W(QL)3K5(QL)3



Q

—— D-PEG-K,W(QL)(K,

Intensity

g

0 é 1‘0 1I5 2l0 2‘5 3’0 35
Retention time (min)

% Normalized Intensity “—

100 —— D-PEG-K,W(QL) K,

[=2] (=]
o o
L " L

H
o
P

N
o
1 A

o

2000 3000 4000 5000 6000
M/Z

FIG. S5: a) HPLC chromatogram of dPEG-K;W(QL)gK,, b) MALDI-TOF spectrum of dPEG-K;W(QL)K,.
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FIG. S6: CD spectra of peptide solutions at pH 7.4 and 5.0, black lines represent CD spectrum matched by BeStSel
program a) KsW(QL)gKj3, b) PEG-K3W(QL)Ks, ¢) KyW(QL)Ks, d) PEG-K,W(QL)K,, e) KsW(QL)sKs,
f) PEG-K5W(QL)K», g) W(QL)3K5(QL)3, h) PEG-W(QL)3K;5(QL)3



TABLE S1: Summary of the estimated secondary structure content in the peptide nanostructures, determined by
BeStSel program and represented in Figure S6

Estimated secondary structure content [%]
Peptide
a-helix B-sheet Other
pH=7.4 18 69 13
KsW(QL)sK2
pH =5.0 21 66 13
pH=7.4 18 54 28
KaW(QL)sK>
pH =5.0 21 29 50
pH=7.4 19 31 50
KsW(QL)sK>
pH =5.0 20 22 58
pH=7.4 12 20 68
W(QL)sKs(QL)s
pH =5.0 10 18 72
pH=7.4 16 44 40
PEG-KsW(QL)sK>
pH =5.0 31 27 42
pH=7.4 15 67 18
PEG-KsW(QL)sK>
pH =5.0 20 48 32
pH=7.4 12 61 27
PEG-KsW(QL)sK>
pH =5.0 20 15 65
pH=7.4 19 16 65
PEG-W(QL)sKs(QL)s
pH =5.0 17 16 67




TEMPERATURE STABILITY OF PEPTIDES
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FIG. S7: The scattering data of 5mg/ml peptide solutions in the range 25°C - 67°C, a) K,W(QL)¢K,,
b) PEG-K,;W(QL)¢Ky, ¢) KsW(QL)sK», d) PEG-KsW(QL)sK», €) W(QL)3K;5(QL)3, f) PEG-W(QL)3K5(QL)3
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CRYSOL/CRYSON CALCULATED SCATTERING CURVES

104 & ]
10 4
107 3 E
| 4
S i
o -1
% 10—2 n 10 §
N ]
© 4
10°4 ¢ SAXS 102 $ SANS
; —— CRYSOL fit § —— CRYSON fit
™1 T T T T T AL | T T L LA | T T T T LA |
107 107 1072 107
QA QA

FIG. S8: The scattering data shown in Figure 3a) in the main manuscript, together with curves calculated by
CRYSOL and CRYSON based on the simulated KsW(QL)gK, fiber structure.
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SAXS DATA OF SONICATED SAMPLE
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FIG. S9: SAXS data of an untreated 1:1 reference mixture of hPEG-K3;W(QL)sK, and dPEG-K3W(QL)K, in
56vol% D50 together with the sonicated sample. Sonication did not destroy the peptide fibers. The slightly lower
forward scattering may indicate somewhat shorter fibers.



