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Sequencing and analysis of HA gene of Avian influenza H5NL subtype virus
from two human infectionsfound in Fujian province
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ABSTRACT : To characterize the hemagglutinin (HA) gene of high pathogenic avian influenza viruses (HPAIV) H5N1 in
Fujan province and to analyse the phylogenetic relation with other H5N1 virusesisolated previoudy. Vira HA gene segments
were amplified from the respiratory specimen collected form two human cases, and the product were cloned into plasmid fol-
lowed by sequencing and comparison with other viral sequence data released previoudy. A multiple basic resdua motif was
found in hydrolys's sitein two obtained viral HA sequences, which was consstent with the feature of high pathogenicity. By
blasting throughout the GenBank and the phylogenetic analys's, the closest related virus sequences were those from the infected
personsin Guanxi and Anhui provinces. This result implicates that those viruses, caused human infected, might be close relat-
ed genetically, but the circulated status were still unclear. Meanwhile ,according to the reconstructed phylogenetic tree, there
were three groups (Gps) in the viruses participated in the comparison, which was inconsstent with the previous study. The
global migratory route of the wild birds and the pattern of poultry raised might contribute to the genetic complexity of avianin-
fluenza virus in China mainland. Of the two HPAIV strainsfound in Fujian, the other internal genes and viral biological fea
ture, including pathogenic effect in animal host , need further identification.
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goose; Tk: turkey; Wsa: wooper swam; Ma: mal-
lard; Gs: goose; AH: Anhui; GX: Guangxi; FJ:
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tou; YN: Yunnan; JX: Jiangxi; QH: Qinghai ; GZ:
Guangzhou; HB: Hebe ; VN: Vietnam; TK: Tur-
key; Mon: Mongolia; TH: Thailand. The four vi-
rus strains, Ck/ Salatiga/ 05, Ck/ Smalanggang/ 05,
Ck/ Purworgjo/ 05 and Ck/Bantul/ 05, were al iola
ted in Indonesa.
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