2019—2020 454 FE 17 @A I 1R DI G A 88 b O TS 25 0 FE D B IR By T B — a4

—591—

A& R

2019—2020 47 FE 3 &l 3% 14 9% B 0 43

B PR Y

(TR E IR S PN E e B il T

Eohs RBRKRE
(RETHRBFRBEH F0, 0K RE  277100)

W E.BM T MRET 2019—2020 F A mIRE (VP)RAS B 5 A AR R ST
MAEHE, FiE AR GB4789. 7—2013( R %% A EH £irk

MG BEREL  RABREANGHBEZMNZ VP 5 &

HAREIW ., RAX i st s

VP fﬂ\%%st@,@%w% % % 58.06%,

NERE 3

FE S ES RISS X EEHFRIRAD ;A
DOI; 10. 13590/j. cjfh. 2021. 05. 013

AA T 5

R ADFHE SEhBIKAKE)®RIT VP H

BN R2AREFTOFGRE ANARLTERSGBEXALL
(PCR)&?M&/W VP /\*#ﬂtéﬁﬂrﬁ%ﬁl(zlh tdh trh) 4% A Rk 7t % %

tIe W ok (PFGE) st 4 B Ak 47 o F 4 B Ak,

A%, BR I8 WRAEMEAFAT VP 9tk K h 4.57%,31 #
% F Rt EH 12.90% , £ & A A B dhedh ik 8358 F 5 A A 100%
96.78% .3.22% , 31 %k VP %4 17 A& 2 b A 45 kA A 4%
S BARATk Ak AR SR AR HIALT STk, 4
TR IR IZWER VP AT RFAE R T,
KW s IR, HERE, FALA; »FHR
NEHHS:1004-8456(2021)05-0591-05

WA T 93.55% 0 Ak, BB RAET VP E
9 22 &5 H AR A tdh A tlh, PFGE A7 B £ F R R

Analysis of the drug resistance, virulence gene and molecular typing of Vibrio

parahaemolyticus identified from patients in Zaozhuang City, 2019-2020
LI Huihui, WU Xiufeng, ZHANG Tao
(Zaozhuang Center for Disease Control and Prevention, Shandong Zaozhuang 277100, China)

Abstract.; Objective The study aims to analyze the drug resistance, virulence genes and molecular typing of Vibrio
parahaemolyticus ( VP ) identified in Zaozhuang from 2019 to 2020. Methods The VP strains were isolated and

identified, following the Vibrio parahaemolyticus test protocol in the National Food Safety Standard ( GB 4789.7—2013).

The broth microdilution method was performed to determine the resistance of VP to 12 antibiotics. Their virulence genes

(tlh, tdh, trh) were detected by real-time quantitative polymerase chain reaction (PCR). Pulsed field gel electrophoresis

(PFGE) was applied for molecular typing, and the strain clustering was analyzed by BN software. The chi-square test was

used to analyze the statistical result («=0.05). Results

The detection rate of VP was 4. 57% out of 678 patients’ stool

samples. Among the 31 identified VP strains, the resistance rate to cefazolin was 58. 06% , and the multi-drug resistance

rate was 12. 90%. The positive rates of virulence genes tlh,

tdh, trh were 100% , 96.78% , 3.22% respectively. The 31

VP strains were further divided into 17 band types and 2 band clusters. The dominant band type cluster covered 93. 55% of

the strains. Conclusion The VP strains in Zaozhuang from 2019 to 2020 were highly resistant to cefazolin. Some strains

showed multiple drug resistance. They mainly carry two virulence genes, tdh and tlh. The PFGE bands were well-

clustered, suggesting high homology among these VP strains.

be strengthened in this region.

Epidemiological investigation and tracing of VP strains should

Key words: Vibrio parahaemolyticus; drug sensitive test; virulence gene; molecular typing
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Investigation and analysis of foodborne disease outbreak in a school
caused by Samonella enteritidis
XIAO Songjian', WU Yanfei’, LIU Dongmei’, FANG Yanmei', RUAN Feng'
(1. Zhuhai Center for Disease Control and Prevention, Guangdong Zhuhai 519000, China;
2. Guangming District Center for Disease Control and Prevention, Guangdong Shenzhen 518107, China;
3. Fogang County Center for Disease Control and Prevention, Guangdong Qingyuan 511600, China)

Abstract; Objective

To identify the suspected food, pathogenic factors and risk factors of the foodborne disease
outbreak in a school, and to provide reference for the prevention, control and investigation of similar events in the future.
Methods  Descriptive epidemiological method were used to analyze the clinical characteristics, epidemiological
characteristics and related risk factors of the cases. Suspicious meals and food were identified by case-control study.
Samples such as anal swabs of cases and kitchen workers, reserved food and environment were collected for etiological
detection. Salmonella isolates were classified by pulsed field gel electrophoresis. Results A total of 74 cases were found,
with an incidence rate of 1. 9%. The main clinical symptoms were diarrthea (83. 8% ), abdominal pain (78.4% ) and fever
(63.5%).

The prevalence curve showed intermittent homologous exposure, and the distribution of cases in classes and

dormitories showed no obvious aggregation. Results of a case-control study showed the risk factor was the rice with
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