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image of PaeCas3-AcrF3 complex, recorded using the K2 Summit camera. The image shown 

was motion-corrected. (D) Typical 2D reference-free class averages showing characteristic 

particle projection views. (E) Gold standard Fourier shell correlation (FSC) curves of the final 

map. The resolution is 4.20 Å at FSC=0.143. (F) Typical electron density map of some of the 

β-sheets are shown overlaid with the corresponding model. 

(G) Pairwise structural comparison between each of the five domains of PaeCas3 and 

TteCas3. 
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