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Despite advances in knowledge, understanding and management that have ensued in recent years, diarrhoeal
disease remains the most prevalent and important public health hazard worldwide, as well as leading cause

of morbidity and mortality in the paediatrics. Water samples from selected rivers in Osun State, Nigeria were
collected and analyzed using standard procedures. Confirmed Escherichia coli isolates (n=300) were screened
for It virulence gene using polymerase chain reaction technique. The antimicrobial susceptibility testing of the
pathovars was determined by the disc-diffusion assay and the resistant pathovars were elucidated for their
genotypic antimicrobial resistance determinants. The results indicated that It encoding ETEC pathotype was
detected in (138) 46% isolates. Antimicrobial resistance profiling conducted in-vivo on the strains showed
complete resistance to sulphamethoxazole (100%) and high levels of resistance against ampicillin (63%),
amoxycillin (55%), gentamycin (41%), cefuroxin (39%), chloramphenicol (28%) and cefepime (26%). Of the

106 resistant strains, 14 (13%) possessed sull, whereas 40 (38%) had sulll. Eight (10%) of the 82 ampicillin-
resistant strains were ampC positive. The genes bla,_,, and bla, were frequently detected in 13 (18%) and 20
(28%) of 71 amoxycillin-resistant strains respectively. Of the four tetracycline-resistance genes targeted, tetD
was the predominant allele detected. Overall the detection of the tet alleles was tetA > tetB < tetC < tetD > tetK,
being spotted in 6 (19%), 3 (9%), 6 (19%), 20 (63%) respectively. Surprisingly, each of cmlAl, catl and catll were
detected in 5 (16%) of 27 chloramphenicol-resistant strains. Only 3 (7%) of 46 gentamycin-resistant strains were
aacC2 positive. Conclusively, this study signifies high prevalence of virulence gene and multidrug-resistant ETEC
pathotype in the river water sources which consequently poses threat to public health.
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