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TOM TAT

D¢ tai duoc thuc hién tir thang 5/2021 dén 11/2021 nham kiém tra kha ning khéng khang sinh, phat hién
mot sd gen khang khang sinh va dic diém di truyén ciia 28 chung vi khuan Escherichia coli 0157 phan
lap tir bo tai dong bang song Ctru Long. Két qua thyc hién khang sinh d6 cho thay vi khuan E. coli 0157
nhay cam cao vdi ciprofloxacin, chloramphenicol va amikacin (100%), nhung khang cao véi ampicillin
(46,73%). Tong s6 21 kiéu hinh khang khang sinh da dugc ghi nhén, kiéu hinh ghép phd bién 1a Am+Bt+Co
(10,71%). Cac gen ma hoa khang khang sinh da dugc phat hién bang phucmg phép PCR. Két qua nghién
ctru cho thdy ty 1& hién dién cia gen blaCTX e blaam C chiém ty 1¢ cao nhét (42, 86%) va thip nhit la gen

Ay (10,71%). C6 su hinh thanh 24 kiéu hinh gen khang khang sinh, trong do, kiéu hinh ghep gen phd
blen la blaTEM+blaSHV+blaCTX o TtetA+str4 (10,71%). Mbi quan h¢ di truyen duogc xac dinh bang phuong
phap ERIC-PCR cho thdy céac ching E. coli 0157 phan 1ap trén bo tai dong bang song Cuu Long co ty 1¢
twong dong di truyén kha cao; tir 60,00% dén hon 80,00%. Ddong thoi, sy twong dong giita cac ching khong
bi anh huong boi dia diém, gidi tinh, muyc dich nu6i da dugc khao sat. Do do, sy hién dién cua E. coli O157
trén bo tai dong bang song Ctru Long 1a mot van dé can duge quan tim nham bao vé stic khoé cong dong.

Tir khéa: Bo, d& khang khang sinh, E. coli 0157, quan hé di truyén, ddng bang séng Ciru Long.

Antimicrobial resistance ability and genetic relationship
of Escherichia coli 0157 isolated from cattle in the Mekong Delta

Nguyen Khanh Thuan, Pham Thi Tam Ai, Nguyen Tran Phuoc Chien,
Nguyen Thanh Lam, Ly Thi Lien Khai, Tran Ngoc Bich

SUMMARY

This study was conducted from 5/2021 to 12/2021 to determine the antibiotic susceptibility,
antibiotic resistance genes, and genetic relationship of 28 Escherichia coli O157 strains isolated
from the cattle in the Mekong Delta. The results of the antimicrobial susceptibility test indicated
that E. coliO157 was highly susceptible with ciprofloxacin, chloramphenicol, and amikacin (100%),
however, these strains showed high resistance against ampicillin (46.73%). There were 21
resistance patterns obtained, and the common pattern was Am+Bt+Co (10.71%). The prevalence
of antibiotic resistance genes was determined by the PCR method. The studied results showed
that the highest prevalence was bla,,, ,,, and bla, . gene (42.86%) while the least prevalence was
blag,,, gene (10.71%). A total of 24 gene patterns of antibiotic genes were obtained, among that,
the popular pattern was bla, +blag, +bla;,, ,+tetA+strA gene (10.71%). The genetic relationship
of E. coli O157 isolated from cattle in the Mekong Delta was carried out by using the ERIC-PCR
method, the results exhibited that those isolates shared a high homogeneity, from 60.00% to over
80.00%. Moreover, the similarity of those isolates was not depended on the location, gender, cattle
breeding purposes. Therefore, the prevalence of E. coli O157 in the Mekong Delta is an important
concern to protect public health.
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