FACTRRT 2 2% 2026 4E45 53 45 33 Modern Preventive Medicine, 2026, Vol. 53, NO. 3 - 525 -

A S H ] -

Sz
SR T TS AR S P R Vb i 241

By T4

FRE I T o 2, R 2, B WA, B A, s
LSRR B it A T AR e, DU 1] R 6101065
2. PUJIAE 24 A SIS e (U ) 148 By 7 s ARSI s U1 SR BEBIESE T ), DUTT JSGAT 611731

FEEBH X 2021 A7 R T B A R P4 B VD T TR T AR 3 TN FE A 24 2 B R SR R Ay Ap , IR SR T A S
PRI 2 %o FE X a0 A R4 06 R AT, S A T I RYA Y7 FH 24 R 5 A 5 T L 0 2 R 3 L B R M e B s B 41t
PR, FIB D TR S R 58 B AL DA SRR B k. Ak X R 45 X B AR o T 4 0 B S0 3
PEVDTTRA o FH R ARG R 14 FiizE 2 K 8 i BRI EA T 24 Wy UM 0 s ) 4 SE R0 0 B 2B 1 B4
ARXF B EN) 114 BRVDT T AT MLST 4388 H/4: 200 245 3 PR B w2 R0 56 DR 43 A0 FRAE 20 M 5 25 S SR e G TH BR 2B )
Wi, S5 DU (87.72%) R I B B (67.54% )i 253 fi i s S0 W VAR 2R UM / 7 EL3H ShqamedR PR REE 2 0
VPR A HR ZHin i, X -ERdiE B2 B XIS . S X 2y ™ i, N 55.95% , FL R AE X )
42.86% ; 43 B RRNT 25% )% —BE AT 37, X FRK A b oS be R e AL (cetylpyridinium chloride monohydrate , CCM ) A X+ £
JE, CCM RIAT RO VR AL 55 JEAG N ) 10 2 38 Fiinf 2 3L, A B MR IS5 aac(6')~laa JEPH , (RIZ L 55 Fe BT i) 25 4
Kok, MBS ter(A) N (84.21% ), it 25 KK BIaTEM-1B tet(A) floR .cmiIA 1 sul3 dfrA12 5 F G B EA M 1
FIFPERE (DRGs )qacE K128 29.82%, #=5#X 5 83.33%,DRGs #eli Wkk i E ELH 25 (multidnug resistance,
MDR )38 94.12%; i3 ST #U°ky ST469 V2 44 T R4S X . G518 BRI VD 1 AT 25 B 42 383 |, it 243 755 , MDR
R AR STA B I, R SEE ) COM AR I W (B2 A3l ST469 , 7778 BH b 11 125 X AL RUR:

KRR DT T BUER SIHEERBUME s Utk 20731

FESES . RIS55  XEFREE:A X EHS:1003-8507(2026)03-525-08

DOI: 10.20043/j.cnki.MPM.202507308

Antibiotic and disinfectant resistance and molecular typing of Salmonella

isolated from retail fresh pork in Chengdu, China
YAN Zhong—xue’, MA Bing—cun, TU Zun—fang, WU Xiao—gang, LI Zeng—ting, CAO Qian—chao, LI Yun-he, LAN Wan-ling
“College of Food and Biological Engineering, Chengdu University, Chengdu, Sichuan 610106, China
Abstract: Objective This study aims to analyze the phenotypic and genotypic resistance to antibiotics and disinfectants in
Salmonella isolated from fresh pork sold in Chengdu in 2021, and to investigate their regional distribution and phylogenetic
relationships based on whole —genome sequencing (WGS). The findings provide scientific evidence for clinical treatment
guidance, disinfectant selection in fresh markets, and foodborne disease prevention and control, while also supporting
traceability investigations for Salmonella —related public health emergencies. Methods The antibacterial susceptibility of
Salmonella isolated from fresh pork markets across Chengdu districts was tested against 14 antibiotics and 8 disinfectants using
the broth microdilution method. WGS and bioinformatics analysis were performed on 114 strains for MLST typing, antibiotic
resistance gene (ARG) profiling, and disinfectant resistance gene (DRG) distribution. Crystal violet staining was used to assess
biofilm eradication. Results Resistance rates were highest for tetracycline (TET, 87.72%) and trimethoprim—sulfamethoxazole
(SXT, 67.54%). Significant regional variations were observed for resistance to ampicillin  (AMP), ampicillin—sulbactam (AMS),
cefazolin  (CFZ), gentamicin (GM), ciprofloxacin (CIP), azithromycin (AZM), and SXT. High—tech Zone exhibited the highest
resistance (55.95%), followed by Chenghua District (42.86%). All isolates tolerated 25% glutaraldehyde (GD), whereas the isolates
were relatively susceptible to cetylpyridinium chloride monohydrate (CCM), and CCM could effectively disrupt Salmonella biofilms.
A total of 38 ARGs spanning 10 classes were detected, with all strains carrying aac (6" )-laa (not phenotypically correlated),
followed by tet(A) (84.21%). Significant phenotype—genotype correlations were identified for BlaTEM-1B, tet(A), floR, cmlA 1, sul3,
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and dfrA 12. The disinfectant resistance gene (DRGs) qacE was detected in 29.82% of isolates, with 83.33% concentrated in

High-tech Zone. 94.12% of DR G—positive strains were multidrug-resistant (MDR). ST469 was the dominant sequence type (ST),

widely distributed across Chengdu. Conclusion Salmonella from pork in Chengdu exhibits widespread and high antibiotic

resistance, with increasing MDR trends. In retail fresh pork markets, CCM is recommended over GD (aldehyde —based

disinfectants). ST469 was the predominant sequence type, indicating a substantial risk of cross—regional transmission.
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Table 1 Results of drug susceptibility testing of 114 Salmonella strains to 14 kinds of antimicrobial drugs
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Figure 1 Results of the disinfectant susceptibility testing for

porcine—derived Salmonella
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Figure 2 Hierarchical heatmap of regional distributions of antibiotic resistance genes and phenotypes
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Figure 5 Whole—genome phylogenetic tree of 114 Salmonella isolates from swine
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