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Abstract: Objective To investigate the antimicrobial resistance in and multilocus sequence typing (MLST) of Campylo-
bacter jejuni in meat and meat products in Liaoning Province, so as to provide insights into the management of C. jeju-
ni infection. Methods Nine C. jejuni isolates from meat and meat products in 2020 were subjected to whole genome
sequencing, and the minimum inhibitory concentration was measured with the agar dilution method. MLST of C. jejuni
isolates was performed with the microbial resistance mechanism traceability reference database and analysis system. Re-
sults Six drug-resistant C. jejuni isolates were detected, and there were four multidrug-resistant isolates. There were
six C. jejuni isolates resistant to tetracycline, five isolates resistant to nalidixic acid, four isolates resistant to ciprofloxa-
cin, two isolates resistant to florfenicol, one isolate resistant to gentamicin and one isolate resistant to streptomycin.
Nine C. jejuni isolates showed sensitive to azithromycin, chloramphenicol and clindamycin. MLST identified six ST types
in nine C. jejuni isolates, with ST45 and ST2274 as the predominant type, and detected one isolate with unclassified
ST type. Phylogenetic analysis showed that KWO028 and KWO029 of ST45 type were closely related and had high homolo-
gy, and KW040 and KWO042 of ST2274 type were closely related with high homology, while KWO007 of ST6701 type
was closely related to KW040 and KWO042 of ST2274 type, with only one pgm housekeeper gene in difference. Conclu-
sions High resistance to tetracycline, nalidixic acid and ciprofloxacin was detected in nine C. jejuni isolates from meat
and meat products, and ST45 and ST2274 were predominant ST types of C. jejuni.
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Table 1 ST types of 9 Campylobacter jejuni isolates
RS ST HE[H 7 HREN
KW007 6701 aspA(9), glnA(17), gltA(5), glyA(10), pgm(10), tki(3), uncA(3)
KW008 — aspA(2), gInA(23), gltA(4), glyA(64), pgm(488), tki(25), uncA(23)
KWOl11 8089 aspA(8), gInA(455), gltA(291), glyA(668), pgm(127), tki(24), uncA(19)
KW016 354 aspA(8), gInA(10), gltA(2), glyA(2), pgm(11), tkt(12), uncA(6)
KW028 45 aspA(4), glnA(7), gltA(10), glyA4), pgm(l), tki(7), uncA(l)
KW029 45 aspA(4), gInA(7), gltA(10), glyA(4), pgm(1), tki(7), uncA(l)
KW040 2274 aspA(9), ginA(17), gltA(5), glyA(10), pgm(350), tki(3), uncA(3)
KW042 2274 aspA(9), ginA(17), gltA(5), glyA(10), pgm(350), tki(3), uncA(3)
KW079 51 aspA(7), gnA(17), gltA(2), glyA(15), pgm(23), tki(3), uncA(12)
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Figure 1 Phylogenetic relationships of 9 Campylobacter jejuni
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isolates as revealed by MLST
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