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Abstract: The genome sequences of duck hepatitis virus type 1(DHV-1) strains YZ and CL isolated from
China were determined and analysed. The length of the genomes were 7 709 or 7 713 nt and contained 626
nt of 5'untranslated region( UTR) ,a single, large open reading frame of 6 747 nt,314 nt of 3’ untranslated
region. Analysis of the amino acid sequences of DHV with other picornavirus indicated that conserved motif
CPRP existed in DHV capsid polypeptide VPO,a 20 aa region with rich basic amino-acid in VP3 protein,
and the Arg-Gly-Asp(RGD) motif was not present in VP1 protein. The 2A1 protein of DHV-1 was an aph-
thovirus-like 2A protein ;the 2A2 protein contained a putative conserved AIG] domains and exhibited a sig-

nificant similarity to GTPase of immunity associated protein( GIMAP) family ;the 2A3 protein was similar to

the 2A2 protein of Parechovirus. The 2C sequence EPxxxxxxGxxGxGK (S/T) , QxxoxxxDDxxQ and KGxoxxx-
SxxxxxS/T, which conform with the conserved nucleic acid binding domain of the putative picomavirus he-

licase. The 3CP™ contained a catalytic triad formed by histidine, aspartate and cysteine,at position 38,69,
144 respectively. Predicted domains of eight RNA-dependent RNA polymerase motifs were aligned in 3D
RNA dependent RNA polymerase region, motifs KDELR | DxxxxD | GxxSGxxxTxxxNx, YGDD and FLKR of
were highly conserved. Phylogenetic and evolutionary analysis showed that DHV-1 belongs to a new group

of the family Picornaviridae that may form a separate genus most closely related to the genus Parechovirus.
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Fig.3  Predication of secondary structure of the 5'UTR and 3’
UTR of strain YZ
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Fig.4 Alignment of the amino acid sequences of 2A1 gene of
DHV strains YZ and CL with other Picornaviridae virus
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Fig.5 Alignment of the amino acid sequences of 2A2 and 2A3 gene of DHV strains YZ and CL with other Picornaviridae virus
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Fig. 6 Alignment of the amino acid sequences of 2C and 3C gene of DHV strains YZ and CL with other Picornaviridae virus
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Fig. 7 Alignment of the amino acid sequences of 3D gene of DHV strains YZ and CL with other Picornaviridae virus
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