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Supplementary Figure S1: HAPPID2 Fab binding to aδNb072. aδNb072 was captured on an 
anti-His-tag chip and HAPPID2 Fab was flowed over in a two-fold dilution series, with the 
highest concentration 200 nM HAPPID2 Fab (black line) and the lowest concentration 3 nM 
HAPPID2 Fab (purple line), as in Figure 1. Data are shown in duplicate. RU, resonance units.
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Supplementary Figure S2: SPR data analysis and fitting. (A) Example data from Figure 1A 
showing 200 nM HAPPID1 Fab flowed over aδNb072 captured via an anti-His-tag antibody 
(gray line). Data ranges that were used for data fitting are shown in black, with the fit of the 
data shown in red. The right-hand panels illustrate the extracted data used for fitting kobs (top 
panel) and koff (bottom panel). (B) kobs values (black circles), derived from fitting the 
association curves of HAPPID1 Fab binding to aδNb072, were plotted against concentration 
of HAPPID1 Fab to estimate kon from the slope of the linear fit (red line). (C) kobs values (black 
circles), derived from fitting the association curves of HAPPIE1 Fab binding to aδNb072, were 
plotted against concentration of HAPPIE1 Fab to estimate kon from the slope of the linear fit 
(red line). 


