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Abstract

To monitor the newly emerged influenza virus variants and to investigate the prevalence pattern, our laboratory 

performed isolation of the virus from surveillance sentinel hospitals. In the present study, we analysed influenza 

A/H1N1, A/H3N2, B viruses isolated in Busan during 2006/07 to 2007/08 season by sequence analysis of the 

hemagglutinin (HA1 subunit) and neuraminidase (NA) genes. The isolates studied were selected by the stratified 

random sample method from the total of 277 isolates, and that they were 15 with A/H1N1, 16 with A/H3N2 and 29 

with B. Based on the phylogenetic tree, HA gene showed that A/H1N1 isolates had 96.7% to 97.7% homology with 

the A/Brisbane/59/07 and A/H3N2 isolates had 98.4% to 99.7% homology with the A/Brisbane/10/07 and B isolates 

had 96.5% to 99.7% homology with the B/Florida/4/06 (Yamagata lineage), which are all the vaccine strain for the 

North Hemisphere in 2008~2009 season. In the case of NA gene, A/H1N1 isolates had 97.8% to 98.5% homology and 

A/H3N2 isolates had 98.9% to 99.4% homology and B isolates had 98.9% to 100% homology with each vaccine strain 

in 2008~2009 season, respectively. Characterization of the hemagglutinin gene revealed that amino acid at the 

receptor-binding site and N-linked glycosylation site were highly conserved. This result provides the useful 

information for the control of influenza viruses in Busan and understanding for vaccine strain selection.
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