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Epidemiological clarifications and evaluation of the pathogenesis about novel
zoonotic Campylobacter distributed among wild lives
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In this study, we investigated (1) the prevalence of Camﬁylobacter species
among wild deer and wild boars, and found that that in wild deer (39.5%) was higher than in deer (5.
5%); (2) For the future development of cgMLST, which could be applied for the establishment of a
phylogenetic analysis method using the isolates from livestocks and environment, we developed a data
base of WGS data on Campylobacter isolates from wild deer and wild boars. Comprehensive analysis
of pathogen-related candidate genes by WGS of Campylobacter isolates derived from wild deer and
wild boars, and We investigated the ability of the strains for the attachment and following
invasion test for a human intestinal epithelial cell line and showed that the strain may be
pathogenic to humans.
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in silico Molecular Cloning
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PCR High temperature requirement A htrA C.
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C.jguni NCTC11351" C. hyointestinalis ATCC325177
Ch 22B17-2 22B20-1 22B24-3 22B26-1 22B29-1 22B29-3
6 E. coli DH5a Caco-2 MOI50
24 Millicell ERS-2 TER
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Caco-2 0 TER 100%
24 TER 93.9% E. coli DH5a 98.2%
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