
Figure S1: (a) Elution profile of RP-HPLC analysis of AFPE (50 µl) on a C-4 column (250 mm × 4.6 
mm, 5-µm particle size; 300 Å; Phenomenex, Castel Maggiore, Bologna, Italy); (b) 15% SDS-PAGE of 
RP-HPLC analysis of Peaks 1 - 8 and AFPE total extract (10 µl). Arrow shows the 33 kDa protein.



Figure S2: Amino acid sequences of tryptic peptides mapped on Thaumatin-like protein 1a identified by high-resolution nanoLC-Tandem Mass 
Spectrometry (AC: Q9FSG7). Within the Table, sequences, number of missed cleavages sites (MC), experimental masses of precursor ions, charge 
state, experimental and theoretical molecular weights of peptides (MH+) together with mass accuracies and retention times are reported. c = 
carbamidomethyl cysteine.



Figure S3: Pairwise protein sequence alignment between Osmotin (accession number Q40529) and Thaumatin-like 1a 

protein (accession number Q9FSG7) was performed by query on RCSB PDB Protein Data Bank. 



Figure S4: Effects of Peaks 2-4 on AGS and MKN-28 cell morphology. Cells kept in serum-free medium were treated with the
indicated concentration of each sample, for 24 h and then subjected to cell morphology analysis. Representative images of AGS and
MKN-28 cells captured at time 0 and 24 h by a phase-contrast microscope (10 × objective). Cells kept in serum-free conditions
(DMEM 0% FBS) were treated with the indicated concentration of each Peak.
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Figure S5: Effects of Peaks 2-4 on SH-SY5Y cell morphology. Cells plated onto 96-well plate were exposed to
the indicated concentration of each sample, for 24 h and then subjected to cell morphology obervation.
Representative images of cells captured at time 0 and 24 h by phase-contrast microscopy (10 × objective).




