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Abstract ; According to the complete genome sequences of porcine circovirus type 2 (PCV2) published in
GenBank , two pairs of primers were designed. ;Fhe complete genome of two PCV2 isolates were amplified.
The resultant PCR products were cloned into pMDI18-T vectors, then the nucleotide sequences of the
PCV2 complete genome were compared with that of other PCV. The results indicated that the genome of
the two isolates were 1 767 bp and 1 768 bp in length, respectively,and nucleotide homology between the
two cloned complete genome was 97. 3% ,nucleotide sequence similarities between the cloned PCV2 com-
plete genome and the published PCV2 complete genome in GenBank were from 93. 8% to 99.3% . Nucleo-
tide sequence similarities of ORF2 were from 91. 3% to 99. 6% and from 90. 6% to 98. 0% , respectively.
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Fig.1 Identification of PCV2 by PCR amplification
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M:DNA marker DI2000;1 and 2:GZ strain;3 and 4;HN strain
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Fig.2 Amplification products of PCV2 genome
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Fig.3 Identification of recombinant plasmids by PCR
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