
 

 
 

SI Figure 10. Modeling the domain rearrangements associated with FXI zymogen activation on 
the basis of SAXS experiments. 

 a. Logarithmic plot of the measured scattering intensity, I(Q), vs. scattering vector, Q, for  FXIa. 
The heavy line represents the predicted scattering profiles calculated using the program CRISOL 
(Svergun, D., Barberato, C. & Koch, M. H. J. (1995) J. Appl. Crystallogr. 1995, 768-773), based 
on the model of FXa depicted in the panel b. 

b. Model of FXIa obtained by iterative fitting of the SAXS data in a, using the NMR structure of 
the A4 dimer as a starting point. The FXIa dimer is shown in surface-rendered representation 
colored according to domains, as indicated. 

c. Crystal structure of the FXI zymogen (Papagrigoriou, E., McEwan, P. A., Walsh, P. N. & 
Emsley, J. (2006) Nat. Struct. Mol. Biol. 13, 557-558). The domains are shown using the same 
coloring scheme as in b. 
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