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ABSTRACT

Escherichia coli isolated from healthy volunteers who were free fom recent
antibiotic exposure for at least one month (n=143) and out-patients (n=175) from
Songklanagarind Hospital were tested for their susceptibility against 12 antimicrobial agents by
disk diffusion method and assayed for the presence of class 1 integrons (gacEA1, intl1, and sull),
using a multiplex-PCR. Two hundred and thirty-six isolates (74.2%) were resistant to at least one
antimicrobial agent. The highest percentage of resistance was as the following: tetracycline
(80.9%), sulphamethoxazole (76.7%), ampicillin (67.4%), streptomycin (66.1%),
sulphamethoxazole-trimethoprim (62.7%), nalidixic acid (36.0%), ciprofloxacin (30.1%),
norfloxacin (29.7%), kanamycin (17.8%), gentamicin (10.6%), amoxicillin-clavulanic acid
(5.1%) and amikacin (2.5%) respectively. A total of 52 different resistance patterns were
observed among E. coli isolates. Multiple drug resistance (MDR) was observed in 207 isolates
(87.7%). The most frequent pattern of multiresistant strains was sulphamethoxazole +
sulphamethoxazole-trimethoprim + ampicillin + tetracycline + streptomycin (21.2%). Seventy-
four isolates (23.3%) habored class 1 integrons. Integrons were more prevalent in isolates from
out-patients compared to those from healthy volunteers. Furthermore, antibiotic resistance was
more prevalent in integron-positive isolates (97.3%) than those in integron-negative E. coli
(67.2%). Ninety-eight percent of integron-positive E. coli were MDR. The data indicate that
integron-positive commensal E. coli from healthy volunteers and out-patients are commonly

resistant to multiple antibiotics.





