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SUPPLEMENTARY MATERIAL 

  



Supplementary Table 1 – SANS Parameters 

Data Collection  

Instrument ILL D22 

Wavelength (Å) 6 ( 10%) 

Q range (Å-1) 0.01 – 0.6 

Total exposure time (min) 60 

Temperature (K) 283 

Concentration range (mg ml-1) 1 – 5 

Structural parameters a  

I(0) (cm-1) (from P(r)) 0.151 

I(0) (cm-1) (from Guinier) 0.15  0.00044 

Rg (Å) (from P(r)) 24.69  0.13 

Rg (Å) (from Guinier) 24.71  0.12 

Dmax (Å) 70.33 

Porod volume estimate (Å3) 62221 

Molecular mass  

Molecular mass Mr, from I(0) 68,800 

Calculated monomeric Mr 69,585 

Software employed  

Primary data reduction GRASP(1) 

Data processing 

NIST SANS reduction 

macros(2) 

GNOM/PRIMUS(3, 4) 

Ab initio analysis, validation & averaging DAMMIF/DAMAVER(5, 6) 

Rigid-body modelling MultiFoXS / rrt_sample(7, 8) 

Computation of model intensities CRYSON(9) 

a Reported for the oxidised enzyme at 2 mg ml-1 



Supplementary Figures 

 

Supplementary Figure 1 

Superimposed optical spectra of CPR on incremental anaerobic titration with dithionite. Coloured lines indicate samples used for 

SANS measurements of defined redox states. 

 

 



Supplementary Figure 2. 

SANS scattering curves (a) and 

Guinier plots (b) for CPR in 

different defined redox states. 

In both cases the different curves 

have been displaced vertically for 

clarity. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

Supplementary Figure 3. 

Steady-state rate of reduction of cytochrome c by NADPH-

reduced CPR as a function of added salt concentration. The 

increase with salt concentration up to ~0.5M added salt, followed by 

a decrease at higher concentration is consistent with earlier 

reports(10, 11). 

 

 

 

 

 

 

 

 

 

 

 

  



Supplementary Figure 4. 

SANS scattering curves (a) and Guinier plots (b) 

for CPR at different concentrations of added salt. 

In both cases the different curves have been displaced 

vertically for clarity.
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