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Abstract Seventy serum samples were collected from adult brown ducks in Hubei were collected in
order to clarify the natural Duck hepatitis B virus (DHBYV) infection in and to characterize the genome
structure of DHBV. The complete genome of the DHBV strain was amplified by polymerase chain
reaction (PCR) and cloned into T vector and sequenced. The results showed that the natural infection
rate of DHBV in Hubei was 10%. The DHBV genome isolated by PCR (GenBank accession number
DQ276978 ) had 3 024 nucleotides with three overlapping reading frames encoding the surface, core
and the polymerase proteins, respectively. Comparison of genome sequences of this strain with those of
17 DHBYV strains from the GenBank revealed an identity from 89.3% to 93.5% at the nucleotide level.
The amino acid sequences of the S protein core protein and functional domain of the Pol protein were
highly reserved among all of these DHBV strains. This Hubei strain was found to share more signature
amino acids in the polymerase genes with the “Chinese” DHBYV strains than those of the “Western”
country strains. This finding was also corroborated by a phylogenetic tree analysis. Therefore, this
Hubei DHBYV strain should be classified to a subtype of the Chinese strains.
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This finding was also confirmed by the phylogenetic tree analysis.
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Table | Homology analysis with the 17 isolates from GenBank
GenBank 1D Genomic Origin Reference Nucleotide Amino acid(%)
Length(nt)  Avian species Location Idennity(%) Cregion(262) S region(167) P region(787)
Chinese’ DHBV
M32990 3027 brown Duck Shanghai Uchida, et al.(1989) 92.82 98.85 95.21 89.83
M32991 3027 white Duck Shanghai Uchida, et al.(1989) 91.70 98.09 94.01 87.42
NC001344 3027 domestic Duck China Tong, et al. (1990) 92.33 98.09 93.41 89.45
X60213 3027 domestic Duck Shanghai GenBank 92.33 98.09 93.41 89.45
AJ006350 3027 Pekin Duck Australia Trivatni M, et al.(2001) 91.37 97.33 93.41 86.66
M21953 3024 domestic Duck Shanghai Tong, et al.(1990) 92.33 98.47 96.41 88.95
X58568 3024 domestic Duck Chian Sprengel, et al.(1991) 93.15 96.95 95.21 90.72
X58569 3024 domestic Duck Shanghai Sprengel, et al.(1991) 93.29 96.95 96.41 90.09
AF404406 3024 brown Duck Chonggian Hu J, et al.(2001) 92.59 98.47 98.20 88.95
Westem country' DHBV
KO01834 3021 Pekin Duck USA Mandart, et al.(1984) 90.34 96.18 97.01 86.02
M60677 3021 Pekin Duck USA GenBank 90.51 96.18 97.01 86.02
AF493986 3021 domestic Duck USA Wang C, et al.(2002) 90.41 96.18 97.01 86.15
AF505512 3021 domestic Duck USA Wang C, et al.(2002) 90.34 96.18 97.01 86.15
X12798 3021 domestic Duck Gennany Mattes, et al.(1990) 90.31 96.18 97.01 86.15
X74623 3021 domestic Duck Lndia GenBank 89.85 94.27 97.01 84.50
AF047045 3021 domestic Duck Canada GenBank 90.38 95.80 97.01 86.02
AY250904 3021 Pekin Duck SouthAfrican Mangisa,N.P.etal.(2004) 90.24 95.80 97.01 85.77
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