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Supplementary Figures 

 
Figure S1. Alignment of the C-terminus of 28 C-type lectin receptors. Amino acids sequence align-

ment created with MEGA software (Muscle Alignment) of full CLR proteins, while only C-terminus 

of the CRD is shown here. WND, QPD, and EPN motifs are highlighted. ae: Aedes aegypti, h: Homo 

sapiens sapiens, m: Mus musculus, o: Ovis aries. Mosquito amino acid sequences were downloaded from 

VectorBase, while mammalian sequences were derived from NCBI (IDs shown in Tables 1 and 2). 

 

Figure S2. Purity of mosquito and ovine CLR–hFc fusion proteins: Mosquito (A) and ovine (B) 

CLR–hFc fusion proteins, as well as hFc-empty control separated by gel electrophoresis and stained 

with Roti BLUE®. Lane M: protein molecular standard, in kDa. 


