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Fig. S1

Fig. S1 Hydrophobicity plots for the predicted DKNV structural proteins encoded by ORF2a, ORF2b, ORF3a, and 
ORF3b. Hydrophobicities of the four putative structural proteins were calculated using TMpred [20]. Horizontal 
dashed lines depict the threshold (value of 500) for significant association with transmembrane helices.
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Fig. S2 Regions of coiled-coil structure in the two types of DKNV spike glycoprotein, msS1 and msS2, 
predicted using the COILS [24] and Paircoil2 [25] programs.
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Fig. S3 Phylogenetic NJ (a) and ML (b) trees between 
DKNV and other members of the order Nidovirales. The 
dendrograms were constructed based on the protein 
sequence similarities among the conserved domains (F3, 
A, B, and C) of the RdRp. Greater than 50% values from 
100 intermediate trees are indicated at the branch points. 
Bar represents 0.1 substitutions per site.
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Fig. S4

Fig. S4 Alignment of the partial ORF1a sequences among DKNV, NDiV, and CavV. DKNV ORF1a protein 
contain a 55-aa insertion (319K to 374G) (a) and a 22-aa deletion (1720V to 1721S) (b) compared with NDiV 
and CavV.
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Fig. S5 Alignment of the deduced amino acid sequences of the conserved functional domains of ORF1a/b (3CL, 
HEL1, EXON, N-MT, and O-MT) among DKNV, NDiV, and CavV.
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Start codon
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Fig. S6 Alignment of the 5′-UTR sequences among DKNV, NDiV, and CavV. TRSs for subgenomic mRNA2 and 
mRNA3 are enclosed by dotted and solid lines, respectively. Sources for TRSs in CavV and NDiV are obtained 
from [8] and [9], respectively.
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Fig. S7
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Fig. S7 Order/Disorder prediction for the putative nucleocapsid proteins of DKNV, CavV, and 
NDiV. The patterns of the three graphs are quite similar to each other; the anterior half of the 
peptides exhibits regional disorder, while the posterior half exhibits regional order.
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