
 

 

Figure S1. (A) The indexed power spectrum of the C. jejuni G508A flagellar filament. (B) FSC plot using the 

“gold-standard” map:map method. (C) FSC plot using the model:map method with a cutoff of 0.5.   
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Figure S2. Domain duplication and structural homologs of the C. jejuni outer domain D2. (A) The outer 

domains D2 (gold), D3 (blue) and D4 (orange) of the C. jejuni flagellin). (B) The three outer domains shown 

separately. (C) Structural homology between the domain duplicated D2/D3 and domains from various flagella 

proteins.  
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Table S1: Structural homologs of C. jejuni FlaA D2 and D3. 

  

C. jejuni FlaA D2 Homologues C. jejuni FlaA D3 Homologues

P. aeruginosa FliC: 4NX9 
z=7.5

H. pylori FliD: 6IWY 
z=6.7

E. coli FliD: 5H5V 
z=7.3

E. coli FliD: 5H5V 
z=5.9

B. bacteriovorus FliD: 6KTY 
z=7.3

P. aeruginosa FliC: 4NX9 
z=5.4

H. pylori FliD: 6IWY 
z=6.0

B. bacteriovorus FliD: 6KTY 
z=5.4

C. jejuni FlgE: 5JXL 
z=5.0

C. jejuni FlgE: 5JXL 
z=5.1

C. jejuni FlgK: 5XBJ 
z=4.8

C. jejuni FlgK: 5XBJ 
z=4.1
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Figure S3: Glycosylation sites detected in the C. jejuni FlaA Flagellin. (A) List of glycosylated residues seen  in 

the C. jejuni FlaA density map. (B) FlaA sequence showing each of the observed glycosylated residues in red 
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Figure S4: Comparison of C. jejuni FlaA D3 (A-C) and FlgE D4 (D-F) along their 11-start interfaces. (A) Two 

flagellins along the same protofilament are shown. (B) Residues that are conserved or similar in C. jejuni FlaA 

to C. jejuni FlgE are colored in gold. (C) A close up of the FlaA D3 11-start interface shows two key conserved 

residues (N279 and K291) between FlaA and FlgE. (D-F) As with A-C, two flagellar hook proteins along the 

same protofilament are shown. (E) Residues that are conserved or similar in C. jejuni FlgE to C. jejuni FlaA are 

colored in gold. (F) Two conserved residues along the 11-start interface in FlgE domain D4 are N323 and K341.  
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Figure S5: Sequence changes in the residues interfacing the TLR5 epitope previously suggested to allow for 

motility in H. pylori and C. jejuni. (A) Multiple sequence alignment of several key bacterial flagellins. (B) Space 

filling representation of two flagellins along the 11-start protofilament. The S0 flagellin is shown in light gray 

while the S+11 is in dark grey. (C) A close up of the interface site between the two flagellins confirming the 

previously reported predictions about the H. pylori and C. jejuni flagellins.  
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Figure S6: Sequence alignment and secondary structure of the C. jejuni and H. pylori FlaA flagellins.  (A) 

Sequence alignment showing the observed secondary structure in C. jejuni FlaA and the predicted H. pylori 

FlaA secondary structure. (B) A comparison between the observed and predicted secondary structure of C. 

jejuni G508A.  
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