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Supplementary Figure S 3. Secondary structure prediction of AtPNP-A from the SecStr
algorithm

[62] and PORTER [61]. (A) Secondary structure prediction of AtPNP-A from the SecStr algorithm.
The graphical chart represents the secondary structure prediction profile of AtPNP-A per residue
(orange: turn, red: helix, green: B-strand). Yellow line illustrates a ‘consensus threshold’, where at
least three (3) out of six (6) methods concur in secondary structure prediction. Bold letters depict the
AtPNP-A36-69 peptide-analogue, tested experimentally. B-strands are the main secondary structure
element of the AtPNP-A sequence, but there are regions that are predicted as “chameleon sequences”
since, according to SECSTR prediction, they tend to adopt a helical or an extended conformation (H
. a-helix, B: B-

strand, T: B-turn). (B) Secondary structure prediction of AtPNP-A from the PORTER algorithm.
According to the prediction, AtPNP3s.60 adopts a turn — -strand — turn — B-strand — helix — turn fold.
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Supplementary Figure S4. Prediction of AMYLPRED [91] algorithm for Antimicrobial
peptide 2 (P86706) of Cocos nucifera, Defensin-like protein 1 (P69241) and Defensin-like

protein 2
(P30230)



of Raphanus sativus, Defensin-like protein 16, Hevein-like preprotein (P43082) and AtPNP-A
(Q9ZV52) of Arabidopsis thaliana and Pro-hevein (P02877) of Hevea brasiliensis. Predicted
“aggregation-prone” segments by AMYLPRED are shown in green and are marked with ‘*’ under the
sequence. The amyloidogenic profiles of Defensin-like protein 1, Defensin-like protein 2 and Defensin-
like protein 16 are the same, implying that Defensin-like protein 16 has the ability to form amyloid
fibrils. Additionally, the amyloidogenic profiles of Hevein-like preprotein and Pro-hevein are similar,
suggesting that Hevein-like preprotein can form amyloid fibrils. Aggregation-prone regions are also
predicted in AtPNP-A, with one of them located in the 36-69 region.



