
 
FigXUe 1: ​RepresentatiYe micrograph (A) and 2D class aYerages (B) from ​B. claXVii ​ribonXcleotide 
redXctase filament. We e[pect the resXlting strXctXre to be reminiscent of oXr preYioXsl\ pXblished ​B. 
VXbWiliV​ inhibited filament (C), bXt the allosteric effectors differ. ResolYing the identities of the boXnd 
ligands and details Zithin the binding sites is integral to Xnderstanding the eYolXtion of alloster\ in RNRs. 
 

 
FigXUe 2.​ (A) Cr\stal strXctXre of the ADP-AlF4-stabili]ed fXll DPOR comple[ (360 kDa). The architectXre 
is analogoXs to the nitrogenase s\stem. (B) Preliminar\ negatiYe-stain EM data on the core sXbXnit of 
DPOR (209 kDa). Top: 2D class aYerages from initial negatiYe-stain EM done on a T12 microscope. 
Bottom: Projections of the cr\stal strXctXre simXlated at 20-Å resolXtion. 

 
FigXUe 3:​ (A) RepresentatiYe indiYidXal 
particles shoZing the fXll-length 
methionine s\nthase protein. (B) 
Reference-free 2D classes align to the 
more rigid N-terminal half of the protein 
(a71 kDa). High-resolXtion classes do not 
shoZ the highl\ fle[ible C-terminal half. 
(C) Initial 5-Å reconstrXction of the 
N-terminal half of the protein, Zith 
homolog\ models of the releYant domains 
fit to the map as rigid bodies. 


