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Fig. S2

Supplemental Figure 2. Structural modeling reveals aa differences within the VP1 of canine and feline 

noroviruses. (A) Amino acid variation between canine and feline norovirus P-domains. Amino acid numbers 

are based on the complete GIV.2 VP1 alignment. Surface-exposed residues are noted in red and correspond 

to the highlighted residues in Figure 3A. Small dots indicate conserved residues compared to the initial 

sequence (AN843). A diagram of the genome indicating the region used for the analyses (light grey) is shown 

on top. (B) Model of the P-domain dimer of AN843 (GIV.2). The model is based on the crystal structure of 

GIV.2 feline norovirus CU081210E (PDB ID = 4QUZ) and consists of aa residues 225 to 565. The P-domain 

monomers are colored in light and dark grey. Surface-exposed aa differences between the canine and feline 

structures are highlighted in red. The model, which was produced with the I-TASSER server, was visualized in 

Chimera (version 1.11). (C) Diversity plots, as calculated by Shannon entropy, spanning the ORF1 of canine 

and feline norovirus. The values for each individual NS protein are differentiated by color. 


