R AR AR

—504—

CHINESE JOURNAL OF FOOD HYGIENE

2014 4E55 26 55 5 #i

CRCAEE

— BB e N Y S g = A A

BARE AR T
(L. 59 4 X T 07 25 P o 0T 73 3152005 2. 3 4% B I #5619 9% 315010)

i ZE:BH ENNRADTENHARA DN ARMGFLELEZ, AR ARD T ELBRBERE., Hik £
L —REM T HEEMEARAN RN FEH KK PCR R 4,4 CB 4789.4—2010( Ko A M FA R DV ITHAR
E)0 B EEHBRE  RT RGBSR (PFGE) @ R AR RIESIT, R M6 EEHESL T L EHH
KT 32 B A AR P 17 Ak £V 1, PCR B it 5 GB 4789.4—2010 55 & 5| bk £ 4 —
HPFCGE £ W RESMEFEBHXFEEE PR AOMA D NALERA—ARA AASHERRER, &it ALY
EWMmE VIR E L BEETH;PCR 55 GB 4789.4—2010 =B 4 0 , A THREH T LY PESRFD , ALR
K LR R R R G AR K

KR : b &; W I1#H; £ %k PCR; PFGE B R 4 5 #

hESHEE RI5S5;R155.371 NHEARERD A MEHS :1004-8456(2014)05-0504-03
DOI:10. 13590/j. cjth. 2014. 05. 024

The laboratory analysis of a food poisoning pathogeny
SHENG Dong-ping, YANG Yuan-bin, XU Jing-ye
(Zhenhai Centre for Disease Control and Prevention, Zhejiang Ningbo 315200, China)

Abstract; Objective Identify pathogens which causing food poisoning, analysis of genetic relationships among strains
and provide the basis for the diagnosis of food poisoning clear. Methods Using quantitative PCR rapid screening, GB
4789.4-2010 method to separate and identify the pathogens. Results From the 16 cake samples detected 8 Salmonella
enteritidis, 32 stool samples of patients detected 17 Salmonella enteritidis, PCR nucleic acid positive and the GB 4789. 4-
2010 method were isolated with the same strains. PFGE banding showed that patients had the same pattern of Salmonella
enteritidis with which were detected in cake, and they had high homology. Conclusion This food poisoning from
Salmonella enteritidis contamination by the cake. PCR method with the GB 4789. 4-2010 method helps to quickly lock joint

detection of food poisoning bacteria. PFGE detected Salmonella enteritidis of the cake and patients were sourced from the

same clone. It demonstrate the relevance of food pathogens from genes level.
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analysis diagram

3 itig

PFGE 43 % iy Schwarts il Cernter @57, % &
i B 78 H 37 07 1) 1) 22 22 HL R, R X 100 Mb i il Y Y
DNA 73 T #4770 o th T PFGE J& X 40 78 4 4% (4
& DNA FEA47 53 B, A 00 41 B A % €6 44 45 44 4 10k
Wy BT S A | SRR A, A 52 R AR 19 B A8 M A
KT8, HoBE W H B RR () 0/ 22 5, B0A Ok
AN 5 T IRATIRBE TR pnif ™ 1 A o ) 5
PR H FA% G P56 BR 03 5 . it — B RS
A BE W) 5 A U W b B R AH O, FR AT N o Ja
PEAT PRGE [R5 73 At , 38 28 70 A i 7s W 2 1A ok 2%
i 100% AR, 3 WY A8 35 0 25 KE T PR 1 38245 Ok 2% G
RBOE PR AR EY P E R R R T
SYEAET |, I, PFGE B T 4 vp 35 9 I 3B
AR R B b i A IR A )
Ab & SR AT T

BN AR S UM AL 23 0, Ut PR A ]
YRR AL R BL pRE R O A I RE Sy o X AR

BRI B ) v 2 1A D R A AR KB GB 4789. 4—2010
TEREAT R BT 23 1 s 7 A A8 A It 9
AR RN (A 72 h BLE) SS90
PCR i A i [0] 46 B2 21 10 h 2645, A 4% 1 3%07 36 B9 ¢
Sk RABORE R AR A R A AR
N7 I 20 2 A A S T R IR e A
FOE AL B PR I A BB S M (A A R R
Yy bAoA

AR B b R, 2R S, R
o {51k BRI 5 45 2R SR R S kR T BE AR KR R 3
HIDE(x* =73.45,P <0.05) , SE 5 % WA 5 AR
PRAS Gt J 26 v 1D B, L A TR BR B9 PRGE 2 H
o B R GESEA R B TR R HZ MR DT
TG ERE T W ITR SR B bRt 4
BRI e 2 0911, R M A B I A
UKL R TR e w R R A
DX B W) RE I N R 22—, TR AR G TT  E
i A LR AR T A U0 1T B A O R
D0, s 3o K 45 Bl AR 7 Al 9 MR T LA
BRI PR A A

5% 3k

[ 1] A N R R AR, o H K bR L B % 51 2. GB
4789.4—2010 & AW FERR WITRERELS]. Lot
o [ AR o R ,2010.

[2] A NRELHE T A 8. WS 271—2007 24 1E 1615 12 Wi
HELST. db ot AR E AL, 2007.

[3] e NRILFIE AR, WS/T 80—1996 i 45 2R i & #) 1 5
2 WA o B AL BB [ S T b e« [ B o AL, 1996.

[4] rhoe A\ RAEFNE T AE . WS/T 9—1996 45 B AT B & 9 vh 7
12 Wi o B AL BTN (S . b5t : i [ AR o A, 1996.

[ 5] Parsons M B, Cooper K L F, Kubota K A, et al. PulseNet USA
standardized pulsed-field gel electrophoresis protocol  for
subtyping of Vibrio parahaemolyticus [ J]. Foodborne Pathoq
Dis, 2007 ,4(3) :285-292.

[6] Brbdh tRr, KB Hg, 55 R &5 26 U 1] BBk i ik ob
BRIV 3 TR [T ] [ AN B2 2 AT 90 2 4 G o 27 43 i
2005,32(3) :140-142.

[ 7] Tenover F C, Arbeit R D, Goering R V, et al. Interp reting
chromosomal DNA restriction patterns produced by pulsed-field
gelelectrophore-sis ; criteria for bacterial strain typing[ J]. J Clin
Microbiol ,1995,33(9) :2233-2239.

[8] OlivD M, Bean P. Principles and applications of methods for
DNA-based typing of microbial organisms[ J].J Clin Microbiol,
1999,37(6) :1661-1669.

[ 9] SR BRI, MRS, SERF2EE PCR 78— R ID I TH S Y hER
Wb R LT ] B DA B 44k ,2013,23(2) :372-374.

[10]  BSCF , MIBRR. RV T R Ay F s e [T ]
A H AR ,2009,19(3) :9597.

[11] R4 258, MROK U, 46 37 Dl b X £ v B0 175 e 1
i R A [T]. o E A TA,2013,25(4) 1369 - 374.



