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Abstract

<FONT face=Verdana=AIM: To examine the surface (S) gene variability of hepatitis
B virus (HBV) in Hakka area of Guangdong province in China. METHODS: The S
genes from 40 HBsAg and HBV DNA positive patients in Hakka area of Guangdong
province were amplified and sequenced directly for its molecular characterization,
then these sequences were compared with the consensus sequences. RESULTS: In
all 40 patients, 36 patients belongs to subtype adw and 4 patients to subtype adr.
In 36 patients of subtype adw, it was found that at the position 131 all amino acid
residues were Thr not Asn, at the position 127, 133, 134 and 143 all were also
substituted by other amino acids. In 4 patients of subtype adr, amino acid residues
were found to be highly conservative. CONCLUSION: The different HBV subtypes
have different patterns of geographic distribution. Subtype adw is the major type in
Hakka area of Guangdong. S gene sequence of HBV has its variability, especially in
subtype adw. </FONT>
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