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APEC are the aetiological agent of an avian syndromic disease characterized by fibrinous lesions around visceral organs collectively termed colibacillosis. Airsacculitis, cellulitis, pericarditis, perihepatitis and respiratory distress are among the most commonly associated signs of colibacillosis (Barnes, 1997).  Bacterial infections, primarily E. coli, accounted for ∼50% of layer flock mortalities during the first week (Olsen et al., 2012). Since its introduction in 2000 (Clermont et al.,2000) phylogenetic typing using PCR has become widely used due to its simplicity and speed, allowing the differentiation of virulent strains and commensal lineages. Phylogenetic characterization is an important tool to improve the understanding of E. coli population and the relationship between strains and disease (Tenaillon et al.,2010). Due to the diversity and importance of E. coli infections in poultry as well as the economic impact of these infections, this study determined the phylogenetic groups of E.coli isolated from healthy-appearing breeder and layer carcasses and carcasses condemned as suspected of colibacillosis at slaughter. Total 64 confirmed E.coli samples (35 breeder and 29 layer) were collected. The primers evaluated in this study were Rep1R-I (5ʹ-III ICG ICG ICA TCI GGC-3ʹ) and Rep2-I (5ʹ-ICG ICT TAT CIG GCC TAC-3ʹ) for REP-PCR fingerprinting analysis. REP-PCR DNA fingerprint showed a high genetic diversity among the strains.  In breeder sample there are 35 confirmed E. coli isolates. In 35 isolates we found different Rep profile. Here, we found 26 different rep type. In Layer Sample, 29 are confirmed E. coli isolates. Here we found 22 different Rep-type. In breeder sample analysis  we found 4 clusters. In layer isolates we can see that, there is 4 clusters and the largest cluster is 1 comprising 11 of 29 isolates.  In the present study, we found no evidence for clonality of E. coli with respect to geographical locations of farms. Previously, Ewers et al. (2004) found only a limited number of E. coli clones to be distributed in poultry production in Germany. From a previous study we can see that E.coli strains showing different REP-PCR profiles. The causes of dissimilarities of the study from the present study are implementation of proper farm management techniques, routine surveillance of pathogens and protective measures during food supply to the animals. The environment is also a big issue for the diversification. 
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