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Figure S2. Calculation of the stoichiometry of PirAvp and PirBvp by using SDS-PAGE coupled with 
densitometric analysis. (A) Different amounts of PirAvp and PirBvp and (B) serially diluted PirAvp/PirBvp 
complex were separated by SDS-PAGE. Protein band intensities were quantified by using Image J. The 
intensities of PirAvp and PirBvp were used to generate standard curves (C), and the protein quantities in (B) 
were calculated. Only Lane 5 (indicated by a white box) was found to contain amounts of PirAvp and PirBvp 
protein that were within the confidence intervals given by the standard curves. The protein molar ratio was 
then calculated using the observed molecular weights that were obtained from the gel filtration assay (Table 
2). 

Table S1. Calculation of the molar ratio of PirAvp / PirBvp in Lane 5 of Figure S2B. 

Protein Dissociated 
from Complex 

Calculated Protein 
Quantity (μg) 

Estimated MW 
(kDa) 

Number of Molecule 
(μmole) 

PirAvp 1.59 15.75 10.095 × 10−5 
PirBvp 5.33 56.12 9.498 × 10−5 

Molar ratio of PirAvp/PirBvp 1.06 
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Figure S2. HDX profiles. (A) HDX profiles of PirAvp-derived peptides in the PirAvp/PirBvp complex (red) 
versus PirAvp alone (black). (B) HDX profiles of PirBvp-derived peptides in the PirAvp/PirBvp complex (red) 
and versus PirBvp alone (black). All values represent mean ± SD from duplicate HDX experiments. 


