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[ Abstract | Objective:To construct a DNA microarray for quick detection and identification of hepatitis B virus  (HBV) genotypes,and to
study the distribution of HBV genotypes of patients with hepatitis in Liaoning Province by using this microarray. Methods: The genotyping
probes and universal probes were designed based on the specific and conserved regions of HBV genome,, respectively. The reproducibility and
reliability of the microarray were tested by repeated hybridization and sequencing,and the genotypes of HBV DNA extracted from serum sam—
ples of 150 patients with hepatitis B were detected by using this microarray. Results: The reproducibility rates of genotyping probe and uni—
versal probe were 94.6% and 100% , respectively, and the sequence analysis was consistent with the result of microarray assay. The percent—
ages of genotypes C,B,and BC were 68.6%,22.6% ,and 8.6% , respectively. Conclusion:This DNA microarray can be used for quick HBV
genotyping. The HBV genotypes in the patients with hepatitis in Liaoning Province are mainly genotypes B and C,and genotype C is predom—
Inant.
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Fig.1 Position of probes on the microarray
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Tab.1 Designed sequence of the primers and probes

TEE 527
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514 P2 5’-GCG TCA GCA AAC ACT TGGC-3’
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B1 74! 5'-CATTTAAACCCTCACAAAACAAAAAGATGGGGATATTCCCTTAA-3’
B2 74! 5'-CATTTGAACCCTCAGAAAACAAAAAGATGGGGCTACTCCCTTAA-3!
C1 #R%F 5'-CATTTGAACCCTAATAAAACCAAACGTTGGGGCTACTCCCTTAA-3
C2 ¥R%F 5'-CATTTAAACCCTAATAAAACCAAAAGATGGGGCTATTCCCTTAA-3
D R4 5'- CAGCATCTTGAGTCCCTTTTTACCGCTGTTACCAATTTTCTTTTGTCTTTG-3
W TERE 1 5"-GGGCTTTCCCCCACTGTTTGGCTTTCAGTTATATGGATGAT-3"
i HIRE 2 5"-TGG TGCGTAGGGC TTTCCC-3”
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