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Abstract: The contamination situation, molecula

investigated. S. aureus were separated.and identified according to GB 4789. 10-2010, MLST method was used for molecular classification, drug
susceptibility was tested by disc diffusion assay, and the class ong integron, integrated gene cassettes and MRSA were examined by PCR. A total
of 110 samples were examined and 34 of which (30:9%) were positive for S. aureus. All strains were divided into seven kinds of STs type,

namely ST6( 1/34 ), ST7( 16/34), ST9( 9/34"), STS9(-1/34'), ST239( 4/34 ), ST2259( 2/34 ), and one new ST typing. All 34 S. aureus isolates

were resistant to penicillin, and the

respectively. 38,3% (13/34) of S. aure

o resistant rate of tetracycline, trimethoprim, erythrocin, clindamycin, were 88.2%, 76.5%, 64.7%, 61.8%,
ere MRSA, 5 S. aureus isolates were observed as class one integron, and 2 isolates carried integrated
gene casse Th‘sults showed that raw pork were severely contaminated with S.aureus, and the isolates had serious antimicrobial resistance
phenomenon, was the main sequence typing, the class one integron were existed in foodborne S. aureus, and the integrated gene cassettes
played a role in resistant mechanism of isolates.
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2012 4 8 H & 2012 4 10 H, fREEHIHEEE >
ST P T3 X = 54 R T3 R 7S SRR T Hh R A A 0
WRESL 110 43, B2 500 g, B EERE RIS 50
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K% HCTAB/NaClE, HU1.5 mLidk 7% 5% 35 H W,

0000 r/min ;- in, 2 E3E: Nl mLER /KSR
5410000 r/min 2032 min, 2%_I-#; F1500 uL 1xTE (pH
8.0) HEEFH M, IIAS0 uL 50 mg/mLEF M, 15137 C
K¥32:h; IS0 uL 10% SDS, 10 pLEABFK (20
mg/mL) , 37 ‘C/K&1 h; JIA100 uL SM NaCl, 80 uL
CTAB/NaCl, &%, T65 ‘C&J¥10 min; JIA750 pL
A/ FRIREE (24:1) , 78505, 12000 t/min % i 550
5 min; HUEJETHE, ISR/ S0 7
(25:24:1) , Fe43iR%), 12000 r/min% 35 2505 min;
WCEIE T, IMAL/1046F3 M NaOAc (pH 6.0) ,
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FEILTIEDNAYUE: VIE TR 80 uL 1xTEW
DUUE. B2 uLAEAPCRAAR .
1.3.4 PCR #0 mecA 3 F
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k30's, 72 ‘CHEAH45 s, 30MEH; FJ572 “CLEMHT min.
HUPCR™¥)5 WLAEL.5% I IE eI HdK, 100 VHLEH
20 min, FEIE50.5 pg/LIR Z5EH Y 15 min,
TEKERSES min, (EERNE RGTRE, IRIESER. fie
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Table éeva

FRADERBEFEKEGHER

e of St aureus in.each type of raw pork from

110 samples
i i g dE%
¥R RE 31 8 25.8
FHHER 29 10 345
EX:2 g 50 16 32.0
Total 110 34 30.9

AU I 4 o BV BT R IR R 30.9%, X
EO R P F AR, XS PR A5 N AR A 2Ry
7.69%", EEFEAEIRAEN 10.96%!", REIHE AR
B 21.2% 0k H 2R, ACYRSZIG A SR MR LA
AT 25 EAREERIE 1 32.9%, A it

A BRE R EZA LN : ARG IR
I CIE R LR RS gy, A= AE B o Rk 3
I R E EE R, RUNAZT5 YL AR A
NN S S L P A G 1 E BRI
U2 BRI, il & Fhpattit, MVaERiE, e
NJIAREE TAE DIg D NIRRT 5 %
22 FRXBFEEATLEEHHSDLE

35 UK EAR SE T A IS ARE i kG 10 BREH
B, KHEHN 28.6%, A o HOrdEH =K 25%,

10 J370 36.4%: 75 473K BT FRISE AR AP 46 1 1Y
KA 32.0%, ot 9 A

72 TRBREREAFEFEN D BIER
Table 2 Thedistribution of S. aureus in pork

e Ak kg P

9A 24 25.0 18 4 222 >0.05
10040, 11 4 36.4 57 20 351 >0.05
&t 35 10 286 75 24 32.0 >0.05

23 2HEA 12 ANERNAGRFAXSE

it 245 247

33 MREHIRAT 12 FIPTAE R RIT, W2
RHEENRIRIKN: BFEER 100%. VIFE 88.2%. H
ARIKIENE 76.5% 21553 64.7% eikE 2 61.8%.
FIAEF 44.1% SLIEPET 38.3%. KIEMER 35.3%.
AER 17.6% [KKER 17.6%. ERIDE 14.7%.
WRIR] 22 (K] 8.8% . i HH X Wk R 2[R RN S 2 2= S U
79.4%, BHARNZK 3. R4 CLSI #rifk, K-B SLIGH,
Xof Sk AU PG T A B B ELAR<21 mm (4% B A R
MRSA, A4 H 13 #k MRSA.

AU 7S A E SRR PR R 2 B AR N 2
HIFNZGHk. 34 PRS2 HINZ i Wk 4, Hrp
34 BREFTRAT 2 a3 FhPTAR ZRIN 218 5.9%, X 4
FhPUAE RINZHH 11.8%, X 5 Fid R 2510 A4
23.5%, ZEIMZHFRIE 52.9% .. AW EREIERTERE
TV AT ER TR B AR T E A 2, B 34 PREE
MR Z MG WA E, P ER A
FRAMHIEHF AT, HEAERE, FHUTILE
T AE R B AE K DLIR T S5 i A7 7
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HIHIR, X PR AT Be et 2 R 25542 3 2R ]
R I PR A R, B Durso LM 2514
BOHTIIT 73R WA R BT AR 2R 245 PR T LIS fr s A
PR BN, HbrAE R I S 20 A N
TEH BRI AE KRS ARG, TR BT 1T 24
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=3 UKREHRAHEHER (n=34, %)
Table 3 Drug susceptibility testing for 34 S. aureus isolates

(n=34. %)

FIRATE
wAEE (#7H B AL12/mm)
R PR A&

BAE hEE A%

KX E =19 15~18 <14 500 147 353
FliEP >0 17~19 <16 529 29 441
gZAREE 221 1520 <14 235 147 618
HEE >9 - <28 0 0 100
R =17 15~16 <14 794 11.8 88
AEE >18 13~17 <12 794 29 176
AR =16 11~15 <10 176 59 765
kBHT =22 - <2l 617 - 383
KRKEE 215 13~14 <12 647 176 1716

uEE >3 1422 <13 176

WIRE >19 15~18 <14 88

#ERVE 217 13~16 <12 588
4 M HESERSEMA DM

Table 4 Multiple drug resistance analysis for 34 S. aureus

isolates
it AR X, 4OARE A E %

TAH 0 0

ik F 0 0
A e 5.9
( 2 3P ok E 2 2 59
244 A sk & 4 11.8
25, ik £tz 8 235
2t 6 F¥ BPA E A £ A 18 52.9

2.4 PCR # I mecA Zt A

X 13 #RH K-B #£% %4 MRSA A PCR %Al
mecA FE[K, Z5 R TR 13 BRE LA 10 AREGIH mecA
R, FEFEN 1013 (76.9%). MRSA FEiliid Hsy
A mecA FEHRILFEHRLG A EH 2a (PBP2a)
ZEE X B- BRI A R SR AUE, Btk e R
T4 G, 1E PBP2a BfEF N AUMBEREE RFEL G AL
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ff MRSA XF B-WEEI& P ERM 2. /b &5
MRSA £Ii N5 PBPs 454 /1 ¥, 43Kk PBP2a,
T TN A PR R AT 2 (A8 mecA J:BD 1),

2.5 MLST 4%

B 34 R B 3L 0T 23 BT AN T 850 B, 43 5l S T6
(1/34). ST7 (16/34). ST9 (9/34), ST59 (1/34).
ST239 (4/34). ST2259 (2/34), I3RS —HREEAILH
WERS5-4-1-4-4-6-53 T ST, EARIEIANES . AR5
RILM T ERERT AR LAST7T A E,  Hi47.1%, ST9
W2, 1526.5%, MRSAJTFHIRL AP FG 7 HSTY
(6/10) F1ST239 (4/10) . XFELHE AHF g HRIE; Taap
LN T8 1Y )1 44 35 R
P 2 E SRR ) &
# 1 HH ST239%: o [ Kl
FepI R, R KB MR R .
=5 MRS HBEHRRENFYIR
Table 5 The sequence types of 34 S. aureus

< o %45 1
(MRSA #¢) arcC aroE glpF gmk pta tpi yqil
6 1 12 4 1 4 12 1 3
7 16 5 4 1 4 4 6 3
9 9 (6) 3 3 1 1 1 1 10
59 1 9 23 15 2 19 20 15
239 4 (4) 2 3 1 1 4 4 3
2259 2 151 1 1 34 175 180 169
New ST 1 5 4 1 4 4 6 53

26 1 REEGTAMR]I REGTAREGWY

B A

X1 RS TRATER PCR 5 R EIR, 34 #
B 5 FRE PCR FHTE, BN 1 REEE TN
14.7% o APREGTERAPE BRI ARIEAT 1 S T R XY™
1, G5 RN 2 BRE S NI R IX P,
MFPEE R SRS SA106 Btk UFFIALA ST9,
mecA BAPE) 55 S 24538 R )R R &, s s T
IR EN: dfrAl7-aadAS, A LR E SRR &
R B AR e S R, K LRGBS, RPN
JRKEE RN 2, /MBI KA
. HER. AER. 4F5%. WHERKERDEmt
RICAH e AHHISLEIEN: %58 SA63
B IR ST7, mecA B ) #EH53E [K £ EstX,
NEEZ BRI AR (sat) fI—EB4Y, %N E RS
AT, SR T SRR AT R, 1T
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