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Comprehensive analysis of norovirus genetic alterations in a region in relation to
the pathogenicity
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Metagenome analysis using next-generation sequencer (NGS) was applied to
gastroenteritis cases. Etiology could be estimated by NGS since several genotypes of NoV were detected
even from NoV-negative specimens by conventional method. The deep sequence analysis of the PCR products
revealed infection with multiple genotypes of NoV in some cases of putative single genotype infection.
Exposure to multiple viruses contaminated in the oyster was considered when plural genotypes of NoV and
other viruses than NoV were detected by NGS in the cases where oysters have been provided.

Thus metagenome analysis was found to be able to estimate the relation between genotype and
etiology. However, sufficient number of NoV leads was not obtained by the metagenome analysis in this
study to discuss the significance of variations in the nucleotide sequences generated in each genotype.
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