Genetic characteristic and phylogenic analysis of H5N1 avian influenza virus detected in peafowl infection cases in Kirkuk province, Iraq
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Abstract 
[bookmark: _GoBack]A highly pathogenic avian influenza (HPAI) H5N1 were detected for the first time in peafowl in Kirkuk province, Iraq, 2015. Genetic analysis of Kirkuk H5N1 indicated molecular markers for avian type receptor, which were reasonable explanation for non-reported human H5N1 cases in Iraq in 2015. Genetic analysis revealed that the Kirkuk H5N1 haemagglutinin gene has a unique amino acid cleavage site (SPQREKRRKRGLF) and neuraminidase genes showed sensitive molecular marker for antivirus drug. Additionally phylogenetic analysis found that Kirkuk H5N1 were belonging to subclade 2.3.2.1c. . . Our results suggest that Iraq 2015 H5N1 exhibited new genetic characterization that has not been identified previously in Iraq and were different from the Iraq 2006 H5N1.

