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Abstract; In order to understand the genetic characteristics and variation of the duck circovirus strains in recent

years, the comp genome amplification, cloning, sequence analysis and genetic evolution analysis of 30 duck

circovirus positive samples in some regions of China were carried out by PCR. The results showed that the full

gene sequence homology between the 30 strains of DuCV strains were 85. 8% ~99.9% , and the full — length

sequence of 26 DuCV were 1993 ~ 1995 bp, which were in the same evolutionary branch with the German

representative strain. They belong to gene type 1, and the full —length sequence of 4 DuCV were only 1988 bp,

which belong to the same evolutionary branch as the representative strain of Taiwan, and belong to gene type 2;
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the variation analysis of the amino acid sequences of Cap protein and Rep protein indicated that the degree of

variation of Cap protein was significant. Higher than Rep protein.
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Tab 1 Primer sequences of whole — genome

amplification of DuCV
SIFHI(5" -3")

F:5GCTTGTACTCCGTACTCC
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F:AGTGGTGGGACGGTTACT
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Tab 2 The reference strain information for sequence analysis and comparison

ks X SR R] U5 Hb IRV bp ke SR [R] e BEHE A/ bp
AY228555 2003 T ] 1996 EU344806 2007 o A 1992
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Fig1 Phylogenetic tree analysis of DuCV

genome — wide sequence
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