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Study on drug resistance mechanism of foodborne Staphylococcus aureus

LUO Man',LIU Qian’ (1. School of Nursing in Chifeng University » Chi feng 024000, Inner Mongolia s China ; 2.
School of Basic Medical Sciences in Chifeng University)

(CNSIRE | Objective To understand the drug resistance trend of foodborne Staphylococcus aureus to common antibi-

otics and the distribution of enterotoxin genes. Methods 56 strains of S. aureus isolated and preserved from food sam-
ples were selected,and the resistance to common antibiotics was detected by agar dilution method. Enterotoxin and drug
resistance genes were amplified and analyzed by PCR.  Results 9 strains of MRSA were isolated from 56 strains of S.
aureus. MRSA was completely resistant to erythromycin, penicillin G, cefazolin and cefoxitin, but not to teicoplanin and
vancomycin. The resistance rates to tetracycline, rifampicin, cotrimoxazole, gentamicin and levofloxacin were 60. 00% ,
20.00% ,20.00% ,60.00% and 40. 00%. The resistance rates of MSSA to erythromycin. penicillin G, cefazolin, tetracy-
cline, cotrimoxazole, gentamicin and levofloxacin were 45.10% ,60. 78% ,9. 80% ,35.29%,9. 80% ,13. 73% and 9. 80%.
There was no resistance to cefoxitin, rifampicin, teicoplanin and vancomycin. The number of plants carrying SEA-SE]
gene was 7,3,1,4,2,4,1,2 and 1 respectively. S. aureus carrying mec A,erm A,ermB,ermC,aph(3)-[lla and aac(6)-aph
(2)were 5,8.,1,11,3 and 6 strains respectively.  Conclusion Drug resistance is common in foodborne S. aureus.and

S. aureus carrying SEA enterotoxin is the main epidemic strain.
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Table 1 Primer design for amplification of S. aureus enterotoxin gene

YK
H K Sl1YFHI(5°—>37) (bp)  ZF Ik
Gene Primer sequence Product Reference
length
. FGCAGGGAACAGCTTTAGGC T
R:GTTCTGTATGAAACACG
F:GTATGGTGGTGTAACTGAGC
S R CCAAATAGTACGAGTTAGG 164
F: AGATGAAGTAGTTGATGTGTATGG )
S R.CACACTTTTAGAATCAACCG ol -

F:CCAATAATAGGAGAAAATAAAAG
R:ATTGGTATTTTTTTTCGTTC

» F:AGGTTTTTTCACAGGTCATCC 200
R:CTTTTTTTTCTTCGGTCAATC

F: TGCTATCGACACACTACAACC ol
Y8 R.CCAGATTCAAATGCAGAACC

. FiCAACTGCTGATTTAGCTCAG -
N R.GTCGAATGAGTAATCTCTACG

 F.CAACTCGAATTTTCAACAGGTAC . -
M R.CAGGCAGTCCATCTCCTG 7

 F.CATCAGAACTGTTGTTCCGCTAG "
") R,CTGAATTTTACCATCAAAGGTAC

2.5 arHA RN FEFAKITS B GenBank F13CHE
[9—117, B4k W22 2. PCR M {k % :Ex Taq DNA
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Table 2 Primer design for amplification of S. aureus enterotoxin gene
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Fig. 1 Electrophoresis of sea amplified products of S. aureus enterotoxin
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