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PQ complex estimated by Resmap. (f) Image processing workflow of NDH-PQ 

complex. 
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and the final cryo-EM map (blue dotted line, the FSC of NDH-Fd complex with a 

value of 0.5 at 3.28 Å; red dotted line, the FSC of local refined NDH-Fd peripheral 

region with a value of 0.5 at 3.25 Å). (e) Local resolution maps of the overall NDH-

Fd complex (left) and the local refined NDH-Fd peripheral region (right) estimated by 

Resmap. (f) Image processing workflow of NDH-Fd complex. 
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lipids phosphatidyl glycerol (PG) (i), digalactosyldiacyl glycerol (DGDG) (j), 

monogalactosyldiacyl glycerol (MGDG) (k) and sulfoquinovosyldiacyl glycerol 

(SQDG) (l). 
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