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Isolation, identification and virulence gene detection of Staphylococcus aureus from dairy cow with mas-
titis in eastern Inner Mongolia

MENG Xiao-gang', LIU Ga', LV Xiang-yu', GUO Shuang', MAI La-su', LI Cai's WANG Yong-
qiangl ,LIU Kai'* ,WEN Shu-bo'* (1. College of Animal Science and Technology s Inner Mongolia University
for Nationalities , Tongliao s Inner Mongolia 028000,China ;2. Bee f Cattle Disease Prevention and Treatment Engineer-
ing Center of Inner Mongolia Autonomous Region ;3. Brucellosis Prevention and Treatment Engineering Center of In-

ner Mongolia Autonomous Region)

Objective To investigate the infection status and prevalence of the virulence genes of S. aureus in dairy
cows from large-scale dairy farms in the eastern area of Inner Mongolia.  Methods In this study, 61 milk samples of
clinical mastitis in dairy cows were collected from dairy farms in the eastern area of Inner Mongolia. In total,fourteen viru-
lence genes,including nuc,clfa s fnba s fnbb stsst-1ssea sseb ssec ssed sseg ssee sseh ssei sand sej were detected by PCR. The
16S rRNA gene sequence analysis, biochemical detection, drug sensitivity test and animal pathogenicity test were per-
formed on one S. aureus strain. In addition,16s rRNA gene of the isolate was identified by gene sequence analysis. Re-
sults In total, twenty strains of S. aureus were successively isolated, from which, eleven virulence genes were detected
positive, with positive rates over 50% for nuc, clfa . fnbb,sea ,sed and sei genes. Among them,the positive rate of fnbB
was the highest,up to 90% ,followed by sei gene with a positive rate of 65% , which suggested that the most prevalent se-
rotype of S. aureus was type SEI One isolate was randomly selected and named TLXGO1. The 16S rRNA gene sequence a-
nalysis suggested that the isolate was clustered in the same branch with MF511713. 1H2, with a similarity higher than
99%. Additionally, the results of drug sensitivity test showed that the isolate was highly sensitive to 14 commonly used
antibiotics and resistant to polymyxin and streptomycin. Pathogenicity analysis showed all mice inoculated with the isolate
at a dose of 8 X10° CFU/mL died within 12 h,indicating that TLXGO01 was highly pathogenic to mice. ~Conclusion The

five dairy farms in the eastern of Inner Mongolia were all infected by S. aureus ,carrying virulence genes in different spe-
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cies and amount. Meanwhile, there are a variety of virulence gene combinations. This study provides certain theoretical

guidance for the prevention and control of S. aureus mastitis in local dairy farms.
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Fig. 1 Colony morphology(A) and Gram-stained bacterial
morphology (B) of the isolates on Baird-Parker AGAR plate
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