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Drug resistance characteristics and molecular typing of Salmonella
Typhimurium in Xindu District, Chengdu, 2014-2019
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(1. Chengdu Xindu District Center for Disease Control and Prevention, Sichuan Chengdu
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Abstract; Objective To understand the drug resistance and molecular typing characteristics of 54 strains of Salmonella
Typhimurium in Xindu District from 2014 to 2019. Methods The 54 strains of Salmonella Typhimurium isolated from case
monitoring, food poisoning and food surveillance were tested for drug susceptibility using micro-broth dilution method, and
pulsed field gel electrophoresis (PFGE) was used for molecular typing. Results The drug resistance rate of 54 strains of
Salmonella Typhimurium was 98.15% (53/54), and that of multi-drug resistance ( triple and above) was 46.30%
(25/54). The multi-drug resistance rates of the case monitoring and food surveillance strains were 56. 00% ( 14/25) and
91.67% (11/12), respectively, which were much higher than the food poisoning strains 0.00% (0/17). The PFGE
results could be divided into 31 pattern, with a similarity of 64.9%-100%. Among them, the dominant pattern was
XDO005, which contains 7 strains isolated from case monitoring and food surveillance. The results of drug resistance and
molecular typing of strains from food poisoning were significantly different from those from case monitoring and food
surveillance (P<0.05). Conclusion The drug resistance of Salmonella Typhimurium isolated from case monitoring and
food surveillance was serious in Xindu District. PFGE can identify potential outbreak events in sporadic cases, so it is
necessary to trace the molecular origin of the isolated strains on time.

Key words: Salmonella Typhimurium; multi-drug resistance; pulsed field gel electrophoresis

PITEME AR E L b ROED TR TRRMmEREZ " 27T AR5 &
NEBEWR K B, T A 7 T N 26 K sh ¥ il

W75 B £ :2020-10-14 i, EFE RN, A BT T R B IR R
EER—MN . ZRA K SLERHITF AT OAMENKRE BREH TV R o AR R AR X R JLAE Y
omail TOT05723€ . com V25 43 BT (P9 ) Eﬂ%?% oI R T R

BEGE MBS 5 ZERT FRF A RENER : S ‘ o
E-mail  hyc0608@ 163, com DXL IR 0 2 1) D0 HA L 3 L AS Y 5 5 )



R B AR AR

CHINESE JOURNAL OF FOOD HYGIENE

2021 445 33 245 1

TS DX M 91 B 4y v R R I b )
(4 54 B B0 FE VD 1] B 0 A7 24 50k 0 0 Jk o 37 5 M
7Kk ( pulsed field gel electrophoresis, PFGE) 4347, T
fifk 214 4, B0 FE VD 1) T A TS 24517 0 B AR DA, O Il
PRAE G BT 285 MR 42 S0 FE 00 T i 5 1 A0 12 U
MR RIS %

1 MRE5F*
1.1 #E
11 HEERORE

54 BRELD FEVD T 43 B9 H OB AR IX. 2014—2019
AT B 91 0 £ v R R W o 4 T
PR R TR I o5 5 o 1 K N T s 181 | R IS 1 T S
YRR Z AT R R R RS TS &
BE RO IR T 2 AL b B & ] (7T B B P R A
), TR R O B AR T R A Ok R T
PRI 5 PR it M T v ) 2R PR R AR A
MEN, KIBBAE (ATCC 25922) Hi A 52 56 % {3
£ ,PFGE F5 e W Hk HO812 (U )I| 45 %< 5 T b5 44 il
),
11,2 FEAUE 5l

VITEK 2 Compact 4= ] 2l 4l I8 A= 1k %8 R 4t
(% A4 9 Mg B3R ), Bk b 37 B i Bk I CHEF
MAPPER B G Y W B 3¢ [E Bio-Rad, 4 H 3l
TR W B2 F Y (2 E Thermo Fisher Scientific)

T e (SBG ) 8 B ¥ L 2% vh 2 (A Ik K (BPW) | 1Y
i £t 12 £5 K5 2 (TTB ) 18 1 YA | IV %G 2 6 I 20198 ( SC)
T BR A R S R B SR R (XD ) B | OBk
Mg ¥ W B b 5t Rl AR, U 0T s R A (B
), A E GN K OEEEYHERR) W
TR 2 LT (7 B R ) I 3 AR ST Al (R M
K1) ,SeakenGold B 5 H ( Hii = LONZA) , Xba 1 FR il
PEN VTN (26 E NEB) , & F1#§ K (32 E Millipore) ,
GelRed J¢#} ( 25 [H Biotium) 4%, I F 3 75 F 20 N
T, 14 Rt A= R 25 SOk AR 43 5 o IR K & R
(GEN) kHfimef5 (CTX) AN (CIP) (& F P
A CAMP) | 3k e Bk ( CFZ) | &% 75 AR/&F 1248
(AMS) SkIVE T (CFX) Skfaflihe (CAZ) FHAE R
(CHL) | B 4% B/ e HY W e (SXT) | PO 36 &
(TET) WJs5 g (IPM) (ZEBEWR (NAL) | B &1 8 R
(AZL) ¥ | i EAA
1.2 i
1201 R 4 8

FR A V0 1T B R 5 9 (GB 4789. 4—2016( & i
ZREEZFWME MM AEYERE IR E S
56y R R TR W T T ) o g

WA E Y b B R H A LR A SBG W
36 CHGTE 18~24 h; B FE S 25 ¢ B T 225 mL
BPW M4 Wi, 36 CHH 8~18 h J5, 8 1 mL T
10 mL TTB #4542 CHIE 18~24 h, [RIB#E 1 mL
% SC WM 36 CHITH 18~24 ho UM B W43 5141
& Z XLD HAR VAl F b 1T €8 -4, 36 °C 15 7%
18~24 h, $REL XLD |0 B €0 | i % G €6 3485 W i 2
B U TR A L TR R SR AT B TR R
F MR AT, 36 C K 9% 18 ~24 h, BT & 1 it
TRHNMEERRGEEE, XE RGN R, &
A AR U TR A T AT L o R A, B R
GiFEVD T TR ISR A (1) ,4,5,12:8:1,2°%

1.2.2  Z58ls

P IO K A= A 9T 0% 2 TR VR I A AR B R K W R
BHIRA R Z 0.5 McF, B 60 pL
B R WA T A B BB A AU A
96 FL 25 Al AL 100 WL, B X BE L 0 JC 78 55
WA H IR 100 L K 25 SRRl A e IR 15 57 46
37 CH:3% 18~20 h JF HI 45 R, UKW BA W
(ATCC 25922) 1 R B4 B Ak
1.2.3 PFGE X%

A FEV T PFGE 27 4% f8 PulseNet ¥ [ 5
PFGE 45 J5 35" 47, Marker 2 H9812, /Mg
e BR 9 VDB Xbae T B YIS, 4 PFGE &, 4
@,Jﬂé‘%ﬂﬁ?ﬁk{%%%ﬁﬁ%@lﬁo iz | BioNumerisc
7.6 BAFHEAT Ak BRI 2E A3H  AHDLE R E N
Dice, K VFE R E 1. 5% , R HAEMALTF-35 (UPGMA)
AT R 2 H R KR,

1.3 Sit=ar

JT AT B AT Excel 244 F1 SPSS 17. 0 S itk
PEFEAT 5381 o AN ) 4 590 44 1 b B 22 5% R ] Pearson
X2 R, DL P<0.05 25 54 Ge it 5 50, K 56 K
o BUE N 0. 05,

2 #£R
2.1 BUZEVD TR IR

54 BREGTFE VD 1B Ok s ) Wa T 25 Bk B
RRE 17 BR, B 12 Bk, B AORIEILE 1,

K1 S4RBAFED ITREORIED [ % (#F) ]

Table 1  Distribution of 54 strains of Salmonella Typhimurium
Efy 9 141 s Ty i &t
2014 0.00 (0) 11. 11 (6) 0.00(0)  11.11(6)
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Table 2 Antibiotic resistance results of 54 strains of

Salmonella Typhimurium
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Figure 1  Comparison of antibiotic resistance of

Salmonella Typhimurium from different sources
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Figure 2 Cluster analysis of 54 strains of Salmonella Typhimurium
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Etiologic characteristics of Vibrio parahaemolyticus stains in Huzhou of Zhejiang in 2019
YAN Wei, SHEN Yuehua, XU Deshun
(Huzhou Prefectural Center for Disease Control and Prevention, Zhejiang Huzhou 313000, China)

Abstract: Objective To investigate the serotypes, virulence genes, antimicrobial resistance and molecular
characteristics of Vibrio parahaemolyticus in Huzhou of Zhejiang Province. Methods Isolates of 92 V. parahaemolyticus in
Huzhou were analyzed by serological typing, virulence gene detection, antibiotic resistance testing, and pulsed-field gel
electrophoresis ( PFGE) for molecular typing. Results 03 : K6 was the main serotype and tlh”* tdh” trh” was the most
frequently detected virulence genotype in clinical strains. 02 : Kut was the main serotype and tlh'tdh” trh~ was the most
frequently detected virulence genotype in environmental strains. Antibiotic resistance testing indicated that the isolates were
highly resistant to ampicillin (90.22% , 83/92), followed by gentamicin and tetracycline. Following the restriction enzyme
Not 1 digestion, the 91 strains yielded 81 PFGE patterns, and 16 clones had similarity values of >85.00%. Conclusion

The etiologic characteristics of V. parahaemolyticus varied, which might be one of the reasons for high incidence of
foodborne disease in Huzhou. There may be cross-contamination between freshwater and seawater products, so it is

necessary to strengthen supervision of food processing.

Key words: Vibrio parahaemolyticus; etiologic characteristic; molecular typing
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