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FIG. 1 Structure of N-terminal Srv2 oligomer. (A) Examples of particle classifications; (B) 
Classification of particles; (C) Reprojections of the 3D structure; (C) The corresponding views of 
the 3D structure. 

�

FIG. 2. Docking six Srv2 N-terminal monomers into 3D structure on FIG.1D 

FIG. 3. Docking of crystal structures into the 3D EM structure of N-GST-Srv2. Crystal structures 
of Srv2 N-terminal monomers are shaded red, and glutathione-S-transferase monomers are 
shaded blue. Bar size is 10 nm. 

A

B

C

D

Microsc. Microanal. 17 (Suppl 2), 2011 129

https://doi.org/10.1017/S1431927611001516 Published online by Cambridge University Press

https://doi.org/10.1017/S1431927611001516

