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Figure Sl@g analysis of the parent proteins in small-ptotein fractions. Ten of the top pathways
are shown in each category.
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Figure S2. GO analysis of the parent proteins in peptide fractions. Ten of the top pathways are

shown in each category.
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Figure S3. MS/MS spectra of the seven tomato xylem exudate-associated oligopeptides.



Figure S4
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Figure S4 (continued)
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Figure S4. Amino acid sequence alignment of the precursor polypeptides of tomato xylem
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exudate-associated peptides and their homologs in various plants. The predicted signal peptides
are underlined (SignalP 3.0 https://services.healthtech.dtu.dk/service.php?SignalP-3.0). The
mature peptide regions are shown in red.



