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Supplementary Figure 3. Secondary structure prediction of the CDS for the standard
strain (DENV-1SS) and local isolate strains (DENV-1-I). The black dot indicates the
nucleotide-binding region; the purple dot indicates the RNA-binding region; the
yellow dot indicates the DNA-binding region; and the red rhombus indicates the
protein-binding region. Blue and red in the first line denote the strand and helix
regions, respectively. Blue and yellow in the second line denote the exposed and




buried regions, respectively. Purple in the third line refers to_the helical
transmembrane regions, and green in the fourth line denotes the disordered regions.



