
 

S3 Table. Hydrogen bonds between FH20 and OspE in the CFI interaction. 

 
FH residue Distance 

(Å) 
OspE residue Analyzed from 

the crystal 

structure 

PDB  4J38* 
Arg1182 (Nη2)  3.10 Asp73 (Oδ2)  3.02 

Arg1182 (Nη2)  2.81 Glu68 (Oε2)  2.97 

Arg1182 (Nε)  n.d. Thr84 (Oγ1)  3.75 

Arg1182 (O)  2.76 Arg66 (Nη1)  2.67 

Trp1183 (Nε1)  n.d. Thr84 (Oγ1)  n.d. 

Trp1183 (O)  2.81 Asn77 (Nδ2)  3.08 

Thr1184 (Oδ1)  n.d. Asn77 (Oδ1)  3.73 

Ser1191 (OG )  3.10 Gly80 (O)  2.61 

Glu1195 (Oε2)  3.77 Tyr114 (Nζ)  n.d. 

Glu1195 (Oε2)  n.d. Gly80 (N)  3.70 

Ser1196 (O)  3.04 Ser82 (N)  n.d. 

Ser1196 (O)  3.34 His81 (Nδ1)  3.02 

Ser1196 (Oγ)  3.83 Val120 (O)  n.d. 

Glu1198 (N)  2.81 Ser82 (O)  2.82 

Glu1198 (Oε1)  n.d. Thr84 (Oγ1)  2.90 

Glu1198 (Oε1)  3.62 Thr84 (N)  2.68 

Arg1215 (Nη1)  2.88 Thr84 (O)  3.71 

Arg1215 (Nε)  2.92 Val120 (O)  2.83 

Arg1215 (Nη1)  n.d. Ile121 (O)  3.46 
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