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Figure S1. Four proteins in VBV were identified by LC-MS/MS (A–D), and the respective 
secondary mass spectrograms of proteins 1 to 4 are displayed below. A) Complete coding 
sequence of hyaluronidase A is shown, and a sequence coverage of the matched peptides of 
protein 1 in hyaluronidase A is highlighted. B) Complete coding sequence of allergen 5 is 
shown, and a sequence coverage of the matched peptides of protein 4 in allergen 5 is 
highlighted. C) Complete coding sequence of phospholipase A1 is shown, and a sequence 
coverage of the matched peptides of protein 2 in phospholipase A1 is highlighted. D) Complete 
coding sequence of phospholipase A1 protein is shown, and a sequence coverage of the 
matched peptides of protein 3 in phospholipase A1 is highlighted. 
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Figure S2. Proteins 5 and 6 match results in the Apocrita database. A) Complete coding 
sequence of peptidyl-prolyl cis-trans isomerase is shown, and a sequence coverage of the 
matched peptides of protein 5 in peptidyl-prolyl cis-trans isomerase is highlighted. B) 
Complete coding sequence of uncharacterized protein is shown, and a sequence coverage of 
the matched peptides of protein 6 in uncharacterized protein is highlighted. 
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Figure S3. Component 7 of VBV was identified as 5-hydroxytryptamine (5-HT) by NMR. A) 
Structural formula of 5-HT. B) 1H NMR spectrum of 5-HT in D2O (400 MHz). C) 13C NMR 
spectrum of 5-HT in D2O (500 MHz). 
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Figure S4. Component 8 of VBV was identified as Vb-MLP 12a by LC-MS/MS. The sequence 
coverage of the matched peptides is highlighted, and the secondary mass spectrograms of Vb-
MLP 12a are displayed below. 
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