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Figure E1 Protein identification of Jug r 6. Jug r 6 protein coverage view from the results
fitered with a peptide FDR<1%. The protein coverage view maps the 481/455
peptides/unigue peptides identifications onto the protein sequence. Each blue bar indicates
an identified unique peptide sequence. Peptide identifications with the same amino acid
sequence and the same PTMs are grouped together and displayed as a single bar. PTMs
and mutations are highlighted with colored icons and white letter boxes. Highly confident

PTMs and mutations are displayed on top of the protein sequence.
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Figure E2 Protein phylogenetic tree based on sequence alignment. The alignment was

performed with CLUSTAL-W 2.1
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Figure E3 Proteins and extracts used for IgE ELISA inhibitions: H (hazelnut), P

(pistachio), and S (sesame) extracts.
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Table E1 Summary of data obtained with light scattering for nJug r 6.

ID | Sample | Acq Time (s) | Mw-R* Model | Radius (nm) | Diameter (nm) | Mw-R (kDa)
1| Jdugrb6 5 Globular Prot. 4.73411 9.46822 127.968
2 | Jugr6 5 Globular Prot. 5.0313 10.0626 147.56
3| Jugrb 5 Globular Prot. 4.78867 9.57735 131.446

*Mw-R — Molecular weight-Radius

Table E2 N-glycans relative abundances found on N340, based on MS1 signals.

Peptide Glycan %
ANITKGSMAGPY HexNac2Hex3Xyl1l 37
ANITKGSMAGPY HexNac2Hex4Xyll 63

ANITK HexNac2Hex3Xyll 34

ANITK HexNac2Hex4Xyl1 66

Due to multienzymatic digestion, two peptides (ANITK and ANITKGSMAGPY) carrying N-

glycans were observed. Similar proportions were found for both.




