
 

 

 

 

 

 

 

 

 

Fig. 7. A) Predicted contact map for OafB based on a correlated mutation analysis 

using the RaptorX webserver. The horizontal/vertical line marks residue 377, which 

forms the boundary at the end of the AT3 domain. High confidence interactions 

within the AT3 domain (top left) and the SGNH domain (bottom right), while a single 

high scoring interaction between the AT3 (93-97) and SGNH (524-546) is marked 

(bottom left). B) Structure of OafBSPA
C-long with residues (542-546) predicted to 

interact with the acyltransferase domain coloured blue. The extension is coloured 

orange, the additional helix coloured teal, and catalytic triad coloured red. 
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