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To develop a simple (cost-efficient) genome sequencing platform for
human sapoviruses

Universal genome sequencing platform Linear evolution of VP1-encoding

nucleotide sequences

Amino acid diversity of VP1 reveals
different patterns of diversification in
sapovirus genotypes

Gl.1 VP1

sapovirus diversification could provide valuable information on the natural

history of sapovirus infection, evolution, and virus/disease transmission.
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Figure 6. Genomic analyses of putative recombinant human sapoviruses HK37 and TO03 showing (left
panels) a site-by-site nucleotide similarity analyses across their genomes, and (right panels) the inter-
genotype/genogroup nucleotide substitution differences among the genomic regions for vPOL and VP1.

Conclusions

* A simple genome sequencing platform for human sapoviruses that could facilitate epidemiological studies was developed
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: : : Figure 2. (A) Year assignmenf for sequences used in this study. (B) Phylogenetic tree of human sapovirus
does not In any way constitute approval’ endorsement’ or recommendation strains Gl and Gll, circulating since 1976. Study samples are highlighted in red, sequences for vPOL and

by the FDA. VP1 were analyzed separately for genotyping and detection of possible recombinants. *

Genome sequences from historical sapoviruses were newly obtained

Despite presenting different patterns of amino acid divergence, human sapovirus genotypes presented similar rates of evolution
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