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Supplementary Table S1. Datasets of EV-A71, CVA16 and CVA6 Thailand isolates analyzed in the study.

Supplementary Table S2. The best fit nucleotide substitution model of EV-A71, CVA16 and CVA6 determined by MoldelFinder.

Supplementary Table S3. VP1 amino acid sequence analyzes among EV-A71, CVA16 and CVA6 Thailand isolates for detecting amino acid variability and similarity

Supplementary Figure S1. Bayesian maximum clade credibility (MCC) phylogenetic tree of EV-A71 with GenBank accession number and virus name labelling.
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