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Appendix Figure 1. Maximum likelihood phylogenetic tree with DENV1 (left) and DENV4 (right)
complete genomes. Tips' circles are colored according to the sampling continent and Paraguayan

genomes generated in this study are shown. Highlighted clades were submitted to Bayesian
phylogenetic analysis.
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Appendix Figure 2. Regression analysis of the root-to-tip divergence against sampling date for the

four viral lineages found in Paraguay in this study.
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