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TOM TAT

Dé tai duge thue hién nham khao sat sy hién dién ciia mot s6 gen doc luc (stx1, stx2, eae, hlyA) va gen
khang khang sinh (blaampC, blaTEM, tetA, qnrA, sulll) cta vi khuan Escherichia coli (E. coli) phan 1ap
trén ga va moi truong chan nudi tai tinh Vinh Long. St dung phuong phap PCR dé phat hién cac gen néu
trén cho thay trong tong sd 134 chiing E. coli, da tim thdy 2 gen ddc luc stx2 va eae, ty 16 chiing mang 2 gen
nay déu 1a 10,45%:; nhung khong tim thay su hién dién ctia gen stx] va hlyA. Ngoai ra, 68 ching E. coli da
dugc chon loc dé kiém tra tinh man cam vé&i khang sinh bang phuong phap khuéch tan trén dia thach. Két
qué kiém tra cho thdy cic chung E. coli nay d& khang khang sinh véi ty 18 4/7, dé khang cao voi ampicillin
(94,12%), tetracycline (91,18%), bactrim (66,18%) va streptomycin (50,00%). Trong s 134 chiing E.
coli &4 c6 nhiéu ching phat hién duoc gen khang khang sinh, v6i cac gen va ty 1é khac nhau nhu sau: gen
blaampC (100%), tetA (93,28%), blaTEM (82,84%), sulll (73, 13%) va gnrd (67, 16%). Cac chung E. coli
khong chi mang mot gen khang khang sinh ma con mang nhiéu kiéu hinh ghép gen dé khang, c6 11 kiéu
hinh ghép gen khang khang sinh, trong d6 kiéu hinh ghép 5 gen (blaampC+tetA+blaTEM~+sulll+qnrA)
xudt hién nhiéu nhat (39,55%).
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SUMMARY

This study was investigated to determine the prevalence of some virulent genes (stx1, stx2,
eae, hlyA) and antibiotic resistance genes (blaampC, blaTEM, tetA, qnrA, sulll) of Escherichia coli
(E. coli) isolated from chickens and livestock environment in Vinh Long province. Using PCR
method for detecting the above mentioned genes, from 134 E. coli strains, the stx2 gene and eae
gene were found, the rate of E. coli strains carrying these genes was the same (10.45%), however,
stx1 gene and hlyA gene were not detected. In addition, there were 68 E. coli strains selected for
examining the antimicrobial susceptibility by the diffusion method. The examined results showed
that these E. coli strains were resistant to 4/7 antibiotics, highly resistant to ampicillin (94.12%),
tetracycline (91.18%), bactrim (66.18%), and streptomycin (50.00%). From 134 E. coli strains,
several antibiotic resistance genes were detected with the rates as follows: blaampC (100%),
tetA (93.28%), blaTEM (82.84%), sulll (73.13%), and gnrA (67.16%) gene. These E. coli strains
not only harbored one antibiotic resistance gene but also carried diverse combined patterns of
resistance genes. There were 11 combined patterns of antibiotic resistance genes, of which the
combined pattern of 5 antibiotic resistance genes (blaampC+tetA+blaTEM+ sulll+gnrA) was the
most appeared (39.55%).
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