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The spa genotyping of Staphylococcus aureus isolated from import and
export food
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ABSTRACT: Objective To understand of the spa genotyping of Staphylococcus aureus in import and export
food. Methods The X region of the spa gene was amplified by PCR. DNA sequences were obtained with an
sequencer and the spa types were determined with the database accessible via http://www. ridom.de/spaserver/.
Results Thirty-six strains can be divided into 16 types, including t189, t091, t164, t002, t899, t197, t1044,
1034, t156, t7400, t2592, t4209, t127, t437 and 2 new types. There are 13 strains t189 type, 4 strains t091 type,
3 strains of t164 type and 3 strains t002 type, residual type 1 strains respectively. Conclusion The main spa
typing of 36 strains of Staphylococcus aureus in import and export food is t189 type, followed by t091 type,
and the other 14 types less.

£&mMAB: (2012BAK17B10) (863 )(2012AA101601) (201510025, 201210127)
Fund: Supported by the National Science and Technology Project of China (2012BAK17B10), National High-tech R & D Program (863 Program)
(2012AA101601) and the Commonweal Project of Inspection and Quarantine(201510025, 201210127)
*EBIES: , , , E-mail: jz_lu@yahoo.com.cn

s s s E-mail: zhangling1982@163.com
*Corresponding author: LV Jing-Zhang, Engineer, Food Inspection Center of CIQ-Shenzhen, Shenzhen Entry-Exit Inspection and Quarantine
Bureau, No.1011, Fugiang Road, Futian District, Shenzhen 518045, China. E-mail: jz_lu@yahoo.com.cn

ZHANG Ling, Experimentalist, Department of Transfusion, School of Biotechlogy, Southern Medical University,

No.1838 Guangzhou avenue, Guangzhou 510515, China. E-mail:zhangling1982@163.com



11 >

spa 3463

KEY WORDS: Staphylococcus aureus; spa gene; SNP typing

(BN
Ju
il

A(Staphylococcus aureus
protein A, SPA)

, 90%
spa X 2~15 21~27 bp
[1] ,
spa
spa ,
2 MRl5A%
21 # #
21,1 & &
36
2008 2014
( GB 4789.10);
(ATCC33592)

(Staphylococcus epidermidis, ATCC12228),

212 &K A
DNA (QIAamp DNA Mini and Blood
Mini Kit) QIAGEN ; 100bp DNA Ladder
Marker TAE 6% loading
buffer dNTP 10xPCR buffer Taq
; Gelred Biotium ;
(VITEK) ;
213 & &
(Universal 320R)
Hettich ; (DYY-10C )
; (Gel Doc™ XR+)
Bio-Rad ; (Elix10+milli-Q)

: PCR  (veriti 96)

Applied Biosystems

22 H &
2.2.1 DNA #9323
DNA

222 PCR ¥ #
2221 PCR

Mg®" Taq
PCR
: 10xPCR buffer 5 pL 25
mmol/L Mg®* 3 uL 2.5 mmol/L dNTP 4 pL 10 pmol/L
0.5puL 5U/uLTaq 0.5puL
DNA 2 puL 50 pL
294 °C 5 min; 94 'C 30 s, 55 'C 1min, 72 C 30 s;
72 ‘C10 min 35

2222 PCR
PCR C )
(http://www.ridom.de/spaserver/)
spa
3 &5 R
3.1 spa HERE I EHEIKER
36 PCR ,
36 ,

200bp 500 bp (
. ; 1

s
—
—
i
-—
—
-
==
-
o
-

1 spa X
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Table 1 The spa genotyping results of 36 strains of Staphylococcus aureus
spa
1 21095 07-06-17-21-34-34-22-34 8 t164
2 21494 07-23-12-21-17-34 6 t189
3 12362 07-16-23-02-34 5 899
4 20900 07-06-17-21-34-34-22-34 8 t164
5 19807 26-23-17-34-17-20-17-12-17-16 10 002
6 23855 11-10-34-24-34-22-25 7 t197
7 19807 07-33-22-17 4 1044
8 23855 26-23-17-34-17-20-17-12-17-16 10 002
9 23309 08-16-02-25-02-25-34-24-25 9 034
10 24705 07-23-21-17-34-12-23-02-12-23 10 091
11 24602 26-23-17-34-17-17-20-17-12-17-16 11 12308
12 24191 07-23-12-21-33-24-33-22-17 9 unknown
13 21117 07-23-12-33-22-17 6 t156
14 19924 07-23-12-21-17-34 6 t189
15 19926 07-23-12-21-17-34 6 t189
16 4339 07-16-23-23-20-12-23-02-34 9 7400
17 13256 07-23-12-21-17-34 6 t189
18 19912 07-23-12-21-17-34 6 t189
19 26210 26-23-17-34-17-20-17-12-17-16 9 002
20 10114 07-23-12-21-17-34 6 t189
21 10115 07-23-12-21-17-34 6 t189
22 10113 07-12-21-17-13-13-34-34-34-33-13 9 12592
23 6354 125-12-21-17-34 5 4209
24 11667 07-23-21-16-34-33-13 7 t127
25 14236 04-20-17-20-17-25-34 7 437
26 23620 07-23-12-21-17-34 6 t189
27 24109 07-23-12-21-17-34 6 t189
28 24540 07-23-12-21-17-34 6 t189
29 25279 07-23-12-21-17-34 6 t189
30 25283 07-23-21-17-34-12-23-02-12-23 9 t091
31 26333 07-23-21-17-34-12-23-02-12-23 9 t091
32 27304 07-23-21-17-34-12-23-02-12-23 9 091
33 25824 07-23-12-21-17-34-34-34-24 8 unknown
34 27520 07-23-12-21-17-34 6 t189
35 25627 07-23-12-21-17-34 6 t189
36 21015 07-06-17-21-34-34-22-34 7 t164
ATCC33592 15-12-16-02-25-17-24 7 037
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