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In this supporting information, we show plots of the overall parameters derived by SAXS as a function of 
concentration for all the proteins measured, the dependency of the fraction of monomer and dimer on the 
concentration of SSRP1 and its mutants and the structures of the dimeric form of the mutants.  

 

 

	

Figure S1. Radius of gyration (Rg) from Guinier analysis. The radius of gyration is slightly affected by the 
concentration. The DdSSRP1 dimers have Rg of approximately 5.5 to 6.0 nm and the DdSSRP1 mutants 
have Rg around 4.5 nm. The error bars represent the AUTORG error (1)(sum of the standard deviation 
from the Guinier fit and the standard deviation of the Rgs from all the AUTORG consistent data 
intervals).  

 



	

Figure S2. Molecular weight (Mr) obtained at different concentrations from the forward scattering, I(0). 
I(0) was extracted from Guinier analysis on SAXS profiles scaled to absolute intensity Error bars on Mr 
reflect the error propagation of the error on I(0) and uncertainty in the protein concentration.  

	

Figure S3. Fraction of monomer and dimer for the species undergoing dimerization, as a function of 
concentration, as extracted by the GasborMX analysis. Diamond symbols correspond to the dimer, triangles 
to the monomer. While the DdSSRP1 mutants are predominantly monomeric and show a slight increase in 
dimer fraction with the concentration, the Wild-type features a significant excess of dimer even at low 
concentrations. 



	

Figure S4. Comparison of FACT and DdSSRP1ΔCTD, 6mut and Q306K in three orthogonal views. From 
left to the right: DdFACT heterodimer (orange), DdSSRP1ΔCTD wild-type homodimer (gray), dimer of 
DdSSRP1ΔCTD 6mut (blue), dimer of DdSSRP1ΔCTD Q306K (pink).  
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