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Search for the cross contamination factor to contribute to foodborne
campylobacteriosis
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Swab samples from the cooking environment in the retail restaurant where
foodborne campylobacteriosis occurred were corrected and tested for Campylobacter gene. As a result,
the bacterial gene was detected in the kitchen counter, handle of the refrigerator, and cutting
board samples from the plural facilities, implying that these parts of facility are easily
contaminated by Campylobacter. Although 130 cfu equivalent viable C. jejuni germ was detected from a
handle of the refrigerator sample, live Campylobacter was not detected by the culture method from

the identical sample. This result suggested the possibility that they existed as Viable But Non
Culturable (VBNC) forms.
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