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Supplementary Figure 1: (A-D) Line plots showing mutation frequency across the DENV-2.
genome for Cluster B-E and Violin plot showing significant differences between percentage of

mutation and severity cohort.
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Supplementary Figure 2: (A-D) Lollipop plot representing significant synonymous and non-
synonymous mutations between severity groups.
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Supplementary Figure 3: (A-D) Interaction plot between E-protein and DC-SIGN.



