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Supplementary Fig. 3. Clustal omega alignment of eight E- protein sequences from ZIKV virus strains across different geographic regions.
Multiple mutation residues in Senegal strain (no. ASR91936.1) are displayed in green; sequences with single mutations are showed in orange
for Brazilian strain (no. AYV74937.1), Indian strain (no. AZS35407.1), and Thailand strain (no. QOF88708.1). (figure generated using
CLUSTAL 2.1 MSA).



