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Elucidation of cross-contamination in cooking environments causing foodborne
campylobacteriosis
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In this study, we attempted to %uantitatively detect Campylobacter jejuni
(C. jejuni) and C. coli genes and estimate the number of these bacterial cells. We collected swab
samples among facilities from the cooking environment of 16 retail small restaurants. The 156 swab
samples were collected and real-time PCR (qPCR) was used to detect C. jejuni and C. coli. Based on
the results of gPCR, 23 samples (14.7%) from 11 facilities were positive of C. jejuni gene. The gPCR
results showed that the estimated number of bacteria in the handle of the faucet was relatively
high, equivalent to 69 cfu per site (Ct value 34.4), while all other samples were less than 10 cfu
(Ct value between 38.4 and 44.7). Quantitative detection of Campylobacter genes by gPCR is
considered to be a useful method for estimating cross-contamination in the cooking environment.
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