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Investigation of highly sensitive novel indicator markers for assessing the risk
of viral contamination in ready-to-eat (RTE) foods.
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Ready-to-eat (RTE) foods such as frozen berries, which can be consumed
without further preparation, may sometimes lead to outbreaks of foodborne illness if contaminated
with norovirus or hepatitis A virus. Since such viral contamination can result from extremely small
amounts of human fecal matter, a highly sensitive indicator capable of detecting fecal contamination

is essential for accurate risk assessment. In this study, we focused on Bacteroides species that
are predominantly present in humans, and developed methods to improve both the specificity and
sensitivity of their detection. In addition, we conducted an investigation using commercially
available frozen berries to assess the contamination risk in these products.
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