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Abstract
AIM: To investigate the epidemiology of HBV genotypes
among HBV-infected persons in northern China.

METHODS: The HBV DNA in 801 sera samples collected
from hepatitis patients (594), healthy controls (154), and
HCV-infected patients (53) were tested by nested PCR,
the positive sera were then genotyped by nested PCR with
six pairs of HBV genotype-specific primers (A to F).

RESULTS: 464 samples (57.9%) were HBV DNA positive
among the 801 samples. Among 594 cases with various
hepatitis B clinical manifestations, 74.4% (442/594) were
HBV-DNA positive, while 8.4% (13/154) of healthy controls
were HBV-DNA positive. There was significant difference
between the hepatitis patients and healthy controls (P <0.01).
17% (9/53) of HCV-infected patients were HBV-DNA
positive, too. Among the 464 HBV-DNA positive samples,
the persentage of genotype A was 5.2% (24/464), genotype
B 7.1% (33/464), and type C 77.2% (358/464), type D 2.4%
(11/464), while none of type E and F had been found in
those samples. 14 samples (3%) were both type B and C
positive. The 24 samples could not be genotyped in this study.

CONCLUSION: The HBV genotypes prevailed among HBV-
infected persons in northern China are types A, B, C, and

D, and the major genotype is type C (77.2%). Type C is
also the major genotype among the clinical groups. There
is no statistical difference between the groups.
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