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Supplementary Table 1. Molecular weights and binding parameters of recombinant hIL-18 and hIL-

18BP proteins 

 
MW: Molecular weight, SD: Standard Deviation, CI: Confidence interval, MALLS: Multi-Angle Laser 
Light Scattering, ITC: Isothermal Titration Calorimetry 

 
  

 
 Molecular Weight 

determined by MALLS 
 Binding to hIL-18 

 determined by ITC 

Protein 
(complex) 

MW 
 

(kDa) 

 Total MW 
± SD 
(kDa) 

Protein MW 
 ± SD 
(kDa) 

glycan MW 
 ± SD 
(kDa) 

 
KD 

(95% CI) 
(nM) 

ΔH 
(95% CI) 

(kcal/mole) 
hIL-18 18.2  18.2 ± 0.5 - -  - - 

hIL-18BPFL 17.6 
 

32.4 ± 0.5 17.6 ± 0.1 14.8 ± 0.6  n.d. 
(-∞−0.245) 

-19.32 
(-18.33 − -

20.32) 
hIL-18BPΔN 14.4  24.0 ± 0.2 14.65 ± 0.06 9.3 ± 0.1  - - 

hIL-18BPΔN-EH 14.4  21.12 ± 0.09 14.42 ± 0.02 6.71 ± 0.08  n.d. 
(-∞−0.817) 

-18.13 
(-16.91− -19.36) 

hIL-18 
hIL-18BPΔN-EH 32.6  38.80 ± 0.06 31.9 ± 0.2 6.9 ± 0.2  - - 

hIL-18Rα 35.4 
 

- - -  5.24 
(7.94-3.38) 

-26.63 
(-25.59 − -

27.77) 
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