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Figure 1. Fourier shell correlation of the 3D reconstruction. 



 

2 

Figure 2.  Amino acid sequence alignment of FljB and FliC. The amino acid sequence of FljB and FliC 
shows 76% identity and 1.4×10-66 E-value. Conserved residues are shaded in gray. The regions of 
domains are indicated by bars and labels in different colors underneath the sequence (D0, red; D1, 
orange; D2a, right blue; D2b, dark blue; D3, green). The dashed line above the sequence indicates the 
missing regions of the FljB model (6JY0). 
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Figure 3. Differences in residue numbers and types between FliC and FljB mapped on the FliC model. 
Differences are shown for residues 187 – 192 and 282 – 285 of FliC and residues 187 – 192 and 291 – 
294 of FljB. The FliC chain is colored red for those residues that are different from FljB. 
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Table S1. Summary of cryoEM data collection and image analysis 

 
 


