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SUPPLEMENTARY INFORMATION: 
 
 
 
Fig. 1 Sequence alignment of MjGCTL and LvCTLD. The amino acid sequence of 
MjGCTL and LvCTLD (AEH05998) were also aligned using ClustalW in Genious 6.1.8 
(Biomatters Ltd., New Zealand) software. The predicted amino acid sequences of MjGCTL 
and LvCTLD have the same length share the same QAP motif (Fig. 1B) with a sequence 
identity of 77%. 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
Fig. 2 Comparison of 3d model of the carbohydrate recognition domains of MjGCTL 
and LvCTLD. The 3D-structures of MjGCTL and LvCTLD predicted by Swiss Model are 
shown in Fig. 5. The z-scores 19.637 and 19.2970, respectively, indicate good matches to the 
template (bovine mincle). Black arrows indicate the locations of the CRDs and green spheres 
indicate the locations of the bound calcium atoms predicted by Swiss Model. Note that the 
CRD of MjGCTL is co-located with the Ca2+-binding site while the CRD of LvCTLD is not 
near Ca2+-binding site. The carbohydrate-binding QAP motif is located in β5-sheet.   
 
 
 

 


