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A total of 105 cases of broilers were collected from broiler flocks showing high 
mortality rates in Sharkia Governorate. E. coli was isolated from 84 (80%) cases. A 
number of II different serotypes were identified, of which 0114 :K90 was the most 
detected with 17.9% of the total isolates. While 0125:K70, 055:K59, Olll:K58 and 
026:K60 were identified with the percentages of 14.3%, 14.3%, 10.7% and 10.7%, 
respectively. Five serotypes (0145:K -, 025:KI1, 044:K74, 0126:K71, OIIS:K -) 
had the same isolation percentage (3.6%). However, serotyping failed to determine 
7 .I% of the isolates. Studying antibiotic resistance pattern of E. coli isolates revealed 
that all the isolates demonstrated multidrug resistance pattern. The highest resistanco 
rates were recorded against Doxycyclin (I 00% ), while the resistance against 
Penicillin, Lincomycin, Nalidixic Acid, Tetracycline and Oxitetracycline was (96.4% 
each). The highest sensitivity rates were recorded to Colistin (89.3%), Ciprofloxacin 
(75%) and Gentamycin (50%). 380 bp of the island-associated gene eaeA was 
amplified by PCR for 14 representative isolates of the different serotypes to estimate 
their virulence. Quinolone resistance was detected by amplifying 403 bp of the qepA 
gene (Plasmid-encoded effiux pump gene), 516 bp, 469 bp, 417 bp and 113 bp of the 
qnrA, qnrB, qnrS and aac(6~-Ib-cr genes (Plasmid-mediated quinolone resistance 
genes). Amoxicillin resistance was detected by amplifYing 516 bp of the blaTEM 
gene which encodes the ~-lactamases. It was concluded that-multiresistant virulent 
strains of E. coli are circulating in broiler flocks and are implicated in cases of high 
mortalities causing great economic losses. 
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INTRODUCTION 

Most of the human extraintestinal Escherichia 
coli infections, including those involving 
antimicrobial resistant strains, are caused by members 
of a limited number of distinctive E. coli lineages, 
termed extraintestinal pathogenic E. coli (ExPEC), 
that has a special ability to cause disease 
at extraintestinal sites when they exit their usual 
reservoir in the host's intestinal tract. Multiple lines of 
evidence suggest that many of the ExPEC strains 
encountered in humans with urinary tract infection, 
sepsis, and other extraintestinal infections, especially 
the most extensively antimicrobial-resistant strains, 
may have a food animal source and may be 
transmitted to humans via the food supply (Maoges 
and Johnson, 2012). 

Pathologic lesions caused by ExPEC are reported for 
many farm animals, especially poultry, in which 
colibacillosis is responsible for huge losses within 
broiler chickens. As antimicrobials are commonly 
used for livestock production, infections due to 
antimicrobial-resistant ExPEC transferred from 
animals to humans could be even more difficult to 
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treat. These findings, combined with the economic 
impact of ExPEC in the animal production industry 
demonstrate the need for adap.ted measures to limit 
the prevalence of ExPEC in animal reservoirs while 
reducing the use of antimicrobials as much as 
possible (Belanger et a/., 20 II). Antibiotic therapy 
helps in reducing both incidence and mortality 
associated with avian colibacillosis, unscrupulous use 
of antibiotics to prevent infections results in 
emergence of large numbers of drug resistant E. coli 
posing problems to control these infections (Sharada 
eta/., 2010). 

Acquired antimicrobial resistance patterns were 
observed in E. coli isolates with predominant patterns 
being distributed widely across poultry types 
indicating a striking diversity of resistance patterns 
(Okoli et a/., 2005 and Persoons et a/., 20 I 0). Xia 
et a/. 20 II reported that Over 58% of E. coli isolates 
showed resistance to four or more 
antimicrobial agents, that indicates a need to better 
understand the role of certain .meat types as potential 
sources of human ExPEC infection. 

Different virulence-associated genes that play 
important roles individually or in combination in 
























