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[Abstract] Objective To discuss genovariation site and genotyping distribution of hepatitis B virus
(HBYV) in Shanxi Province by dectecting P area gene sequencing of the patients infected with HBV. Methods
61 HBV infected serum samples were collected. The genotyping of P area was detected by the dideoxymediated
chain termination method. Sequencing results were analyzed by Chromas 2.23 software, and genotyping were
done according NCBI. Results 53 patients all detected the bases and amino acid sequence of the P area. A-
mong them, 28 cases (52.8%) given mutations, there were 1204, 1180, 1236, rt173, rt181, ri214, 250,
rt213, rt184 and rt237 mutations; The rt204 mutation accounts for 67.9% and rt180 mutation accounts for
53.5%, which were the two toppest mutation rate. 2 cases of B genotype, positive rate was 3.8%, and 51 cases
for C genotype, positive rate was 96.2%. Conclusion In Shanxi Province the C genotype is most; 10 sites are
all involved, but still with rt204 site mutation priority, along with other site mutations, which suggesting r1204
site may have the cis—acting element and make effect in gene transcription and translation of HBV DNA.
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