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Diversity of ampicillin resistant bacteria in domestic streams
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ABSTRACT: The widespread emergence of antibiotic resistant microorganisms in clinics and natural environments has attracted public
concern. Especially, microorganisms inhabiting natural environment is considered as a source responsible for increasing the abundance
of antibiotic resistant genes in ecosystem. In this study, the diversity of culturable bacteria resistant to ampicillin was investigated with
water samples collected from seven locations in Korea. The genera belonging to Aeromonas and Acidovorax were dominant among the
isolated 498 strains. The 66% of isolates showed multi-drug resistance against more than six antibiotics among tested fourteen ones and
isolates resistant to seven antibiotics were the most prevalent with 19.7% abundance. Using the antibiotics susceptibility results, the
intrinsic resistance profile was suggested for the most dominant genera, Aeromonas, Acidovorax, Pseudomonas, and Elizabethkingia.
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Fig. 1. Diversity of bacteria isolated from domestic streams.
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Fig. 2. Ampicillin resistant bacteria showing multi-drug resistance which
were isolated from domestic streams.

g; trimethoprim, 5 pg; tylosin, 30 yg; vancomycin, 30 ug.
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Fig. 3. Antibiotics resistance profiles of abundant genus among isolated ampicillin resistant bacteria. (A) Acidovorax; (B) Aeromonas; (C) Pseudomonas; (D)
Elizabethkingia. Van, vancomycin; Amp, ampicillin; Km, kanamycin; Lc, lincomycin; Pen, penicillin G; Sul, sulfamethoxazole; Gen, gentamicin; Trim,
trimethoprim; Tyl, tylosin; Em, erythromycin; Cep, cephalexin; Cip, ciprofloxacin; Tet, tetracycline; Clin; clindamycin.
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