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Abstract: To study the whole genome sequence variation of HIN2 subtype AIV A/Chicken/Guangdong/333 /2008 the eight gene sequences
from a HIN2 subtype AIV were amplified by RT — PCR and analyzed by DNAStar and MEGA 4.0. The results showed that the amino acid at
position 226 of HA turned Q to L and the sequence of NP was most similar with the NP of Viet Nam/1203/2004( HSN1) which isolated from
human. The results revealed that the virus had the molecular characteristics to infect mammals it might mutate into highly pathogenic avian in—

fluenza( AIV) in the process of genetic evolution.
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