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* Thirty-three RVA isolates, obtained from stool specimens collected from a b
children < 5 years old who presented with diarrhea (December 2017 - April
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« Fifteen isolates were genotyped by the nanopore method alone.
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* Five isolates were excluded due to poor RNA quality. 115
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 Phylogenetic analysis was performed using Molecular Evolutionary
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(n=203) Figure 3: Frequency of VP7 (a) and VP4 (b) genotypes in the samples as identified by nanopore sequencing (n=28). (A) Phylogenetic tree of rotavirus A strains based on partial VP7 nucleotide sequences. Bootstrap confidence limits are shown at each node;
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Ge(“n"j;’;’;“g * Nanopore sequencing detected various RVA strains that were failed to be identified using
PCR method alone including the recently emerging strain, G8P[8].
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Figure 1: Flowchart representing the selection of samples for RT-PCR and sequencing
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Figure 4: Prevalence of G/P genotype combinations in the samples that were sequenced by nanopore (n=28).




