Q
)
(o3

. A) PSMal 1.2
5 ) 1626 B) PSMu3 1654
s 1 F —_
Qg D‘ 1 B
8 A
L o
‘508 E 08 1635
2 <
506 E 06 |
2 1653 =
8 I
Téso'4 i 1667 = 04
=
g g
02 r s 02 F
) A | g |
0 0 1 1 1 :
1700 1680 1660 1640 1620 1600 1700 1680 1660 1640 1620 1600
Wavenumber (cm™!) Wavenumber (cml)
C 1» diz
C) PSMad L625 = D) PSMBI 1625
= L F = 1 F
= e
e 0g F g 08
g =
g Z 1655
5 06 F = 06 F
G 1655 E
2 04 F = 04 |
N
g 02t z 02
[e] X
& I
0 L L L " 0 L L L L
1700 1680 1660 1640 1620 1600 1700 1680 1660 1640 1620 1600
Wavenumber (cm1) Wavenumber (cm™)
12
E) PSMp2 1624

—

=
oo
T

lo44
1664

1700 1680 1660 1640 1620 1600

Wavenumber (cm™)

=
=~
T

Normalized absorbance (au) @
) o
to o)

Figure 2 - Supplement 3: Deconvolution of FTIRspectra. FTIR analysis of the secondary
structure of PSMs peptides. The data were processed by baseline correction and interfering signals
from H,O and CO, were removed using the atmospheric compensation filter. Further, peak
positions were assigned where the second order derivative had local minima and the intensity was
modeled by Gaussian curve fitting using the OPUS 5.5 software. (a) FTIR spectra and second order
derivative of the spectra of PSMal at 0.5 mg/mL. (b) FTIR spectra and second order derivative of
the spectra of PSMa3 at 0.5 mg/mL. (c) FTIR spectra and second order derivative of the spectra of
PSMa4 at 0.5 mg/mL. (d) FTIR spectra and second order derivative of the spectra of PSMp1 at



0.025 mg/mL. (e) FTIR spectra and second order derivative of the spectra of PSMB2 at 0.25
mg/mL.



