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Analysis of drug resistance and virulence genes of Campylobacter jejuni in
Xuzhou City from 2023 to 2024
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ZHANG Xin-Chi, TONG Jing, YU Feng-Ling"

(Xuzhou Center for Disease Control and Prevention, Xuzhou 221006, China)

ABSTRACT: Objective To understand the drug resistance phenotypes, , carriage of drug resistance genes and
virulence genes, serotypes and sequence type (ST) classification of Campylobacter jejuni in Xuzhou from 2023 to
2024. Methods Whole genome sequencing was conducted on Campylobacter jejuni isolated from Xuzhou City in
2023—2024 to understand the molecular characteristics such as virulence genes, drug resistance genes, and
multilocus sequence typing. The serotypes related to Guillain-Barré syndrome were identified by real-time
fluorescent quantitative polymerase chain reaction (PCR), and the drug resistance phenotypes were determined by

agar dilution method. Results Forty-eight strains of Campylobacter jejuni were classified into 24 ST types. ST137
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was the most numerous, accounted for 18.75% (9/48). Fifteen strains were found to have serotypes related to

Guillain-Barré syndrome. A total of 24 drug resistance genes and 121 virulence genes were detected. The top 3

antibiotics with the highest resistance rates were nalidixic acid (100.00%), ciprofloxacin (100.00%), and tetracycline

(97.92%). They were 100.0% sensitive to erythromycin, and the multi-drug resistance rate reached 62.50% (30/48).

Conclusion Campylobacter jejuni in Xuzhou area is characterized by a high rate of multi-drug resistance, a

relatively high carrying rate of some drug resistance genes, a high carrying rate of virulence genes, a large number of

sequence types (ST types), and shows relatively high genetic diversity.

KEY WORDS: Campylobacter jejuni; whole genome sequencing; serotype; multi-drug resistance
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Ht o B 7 R 41 LLRE 7 B 504 JE (virulence  factors
database, VFDB) I 4 hy SE Ak, T 24 3 (R 43 #7 D) 44K 4%
ResFinder 4 /%, [RIB 0L 45 R L 4T 5] PubMLST %4
J (https://pubmlst.org/), FILASERLZS IS B MLST 43
U735, FFH CLC Genomics Workbench 23.0.5 %k {44 £ .
AT R 2745 (single nucleotide polymorphisms, SNP)ZR %t

K EBR, B % EH ¥ N ATCC33560 (GenBank ID:
CP019838.1), RHm KWK, MH ChiPlot 1 HiE47E
AIORER s 2= 1A

2 HR55H

2.1 MARBERMAEEIETER

A3 PR W B 11 R A i 2y MR 45 SR B,
X1 R U, A TR, S AP RA AE
TR 2, Wit 2538HERT 3 7 73 2 25 0ERR (100.00%) . FRA
DI (100.00%) . PUFRZE(97.92%), ZEMHZHEE K 62.50%
(30/48), ZEMARRE L, ks 5 2 00 0 Vs R 12
FMETEZE, PURES, AERKFBFAEM, H2E
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Table 1 Resistance results of 48 Campylobacter jejuni strains to
11 kinds of antibiotics of 7 categories

TRt 245 4] 7

%5 B i 255/ %
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KA NS
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Fig.1 Distribution map of drugresistance genes in 48 Campylobacter jejuni strains
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Table 2 Detection results of 9 kinds of Campylobacter jejuni
serotypes associated with GBS
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Fig.2 Distribution map of virulence genes in 48 Campylobacter jejuni strains
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