
Table S1. Thermodynamic parameter fits of the QT-LC8 interactions.  

 
(Top) Simple origin fits to the “Single set of sites” model which assumes that each binding site present in 
the protein is equivalent. (Middle) Origin fits to the “Sequential binding site” model which assumes that 
binding events must occur in a particular order. (Bottom) Origin fits to the “two-sets of sites” model 
which assumes there are two distinct types of binding sites in a protein. 

 



 
Figure S1) Algorithm Models. Model of what is happening in the ITC titrations of the double-site variants 
compared to the models used by the various algorithms discussed in this paper to try to assess these 
systems. 

 

 

Figure S2) Mass spectra of each of the individual species analyzed. * p ≤ 0.05. 

 



Table S2. Observed versus expected masses for individual proteins and complexes 

 

 

 


