
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
S5 Fig. Co-crystallization and structural modelling are consistent in suggesting a partial 
unfolding of ferredoxin in the FusC:ferredoxin complex. (A) The crystal structure of full length 
Arabidopsis ferredoxin (4ZHO), docked into the FusC cavity by superimposition with the 
ferredoxin fragment located at binding site F2. This docking results in a large number of clashes 
between the ferredoxin and FusC: 90 contacts <2.3 Å and 22 contacts <1.5 Å are observed. FusC is 
shown as a white/silver surface and ferredoxin is shown as a blue cartoon model, with the Fe-S 
cluster as spheres. (B) Arabidopsis ferredoxin docked to FusC as in panel A with the ferredoxin 
shown as a blue surface representation. (C) The docked structure from A ignoring the clashes that 
would require ferredoxin to be partially unfolded. Green shading shows (i) the structure of the C-
terminal segment of ferredoxin as seen in the crystals, bound in site F1, and (ii) where that region of 
ferredoxin would sit if the bound ferredoxin were folded. The displacement required is at least 21Å. 
 


