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Tém tét bang tiéng Viét:

Khao sat sw c6 mat clia gene khang khang sinh trong cac chiing enterococci t mau phan cla 3 bénh nhan dang
diéu tri khang sinh, va tir ong thong hoi trang clia 1 ngudi khong dieu tri khang sinh. Phan loai Enterococcus spp.
bang 16S rRNA va (GTG)5 PCR. Sy khang vancomycin va erythromycin lan lwot phat hién bang phwong phap
Néng dd (e ché tbi thiéu (MIC) va Khang sinh kép. Phat hién gene khang vancomycin (vanA, vanB,
vanC1/C2/C3, vanD, vanE va vanG) va erythromycin (ermA, ermB, ermC va mefA/E) bang PCR. Trong 63 chiing
(19 tlr phan, 44 tlr hoi trang) c6 13 (21%) la E. faecium, 29 (46%) E. faecalis, 5 (8%) E. gallinarum va 16 (25%) E.
avium. E. gallinarum va E. avium chi tim thdy ti héi trang. 59 chiing (94%) khang vancomycin, nhung chi gene
vanC1 duwgc phat hién (E. gallinarum). Tat ca enterococci tir phan va 13 (30%) tir hdi trang c6 kiéu hinh tao thanh
(cMLSDb) erythromycin. Gene ermB dwoc tim thdy trong 6 chiing tlr phan va 12 ching ti héi trang (E. avium va E.
gallinarum). Céc enterococci nay dwoc coi la nguén khang 2 loai khang sinh trén.
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Tém tat bang tiéng Anh:

We investigated the presence of antibiotic resistance genes in enterococci isolates that were obtained from faecal
samples of 3 hospitalized patients receiving antibiotic prophylaxis therapy, and from ileostomy effluent of 1 subject
without antibiotic dosage. 16S rRNA gene sequencing and (GTG)5 PCR were used for classification of
Enterococcus spp. Minimal Inhibitory Concentration (MIC) of vancomycin and double diffusion test for
erythromycin resistance were determined. The carriage of vancomycin (vanA, vanB, vanC1, vanC2/C3, vanD,
vanE and vanG) and erythromycin (ermA, ermB, ermC and mefA/E) resistance genes were investigated by PCR.
Of 63 isolates (19 from faecal samples and 44 from ileostomy effluent), 13 (21%) were identified as E. faecium, 29
(46%) E. faecalis, 5 (8%) E. gallinarum and 16 (25%) E. avium. Only E. gallinarum and E. avium were found in
ileostomy samples. A total of 59 isolates (94%) were resistant to vancomycin; however, only vanC1 gene was
found in isolates (E. gallinarum). The phenotype found in all faecal isolates and in 13 (30%) of the ileostomy
isolates corresponded to constitutive phenotype (cMLSb) erythromycin. ErmB genes were identified in 6 isolates
from feces and 12 from ileostomy (E. avium and E. gallinarum). Additionally, these enterococci populations can be
reservoirs for antibiotic resistance.
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