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Abstract:PBl, PB2 and PA gene of A/Duck/XJ/4(H5N1) strain were amplified by RT-PCR and cloned. The sequences
analysis showed that the full-length gene of PB1, PB2 and PA were 2341 bp, 2282 bp and 2187 bp respectively. The
homology analysis indicated that A/Duck/X]J/4 (H5N1) strain has high homology with the reported strain from poultry,
wildfowl and pig(86.3%~99.6%). By comparing with the strain from human, PB2 and PA gene of A/Duck/XJ/4 (H5N1)
strain has low homology with A/HK/156/97 (H5N1) strain (86.3%~88.7%) and has high homology with
A/Vietnam/CL01/2004 (H5N1) and A/human/Zhe jiang/16/2006 (H5N1) (93.0%~98.8%). By comparing PBl gene of A/Duck/X]J/4
(H5N1) strain with A/HK/156/97 (H5N1) strain, A/Vietnam/CL01/2004 (H5N1) strain and A/human/Zhejiang/16/2006 (H5N1)
strain, the homologies are 91.1% ~93. 2%.
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Fig.6 The phylogenetic tree of PA gene
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