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Cloning and Sequencing of Complete Genome of Porcine Circovirus
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Abstract ; According to the genomic sequence of PCV2 published in GenBank'" ,two pairs of primers were
designed to amplify the complete genomes of PCV2 from the tissue of pigs suspected with PMWS sampled
in different districts of Guangdong Province. The results showed that the complete genome of every strain
consisted of 1 767 nucleotides. Nucleotide sequence homology between the six PCV2 isolates were found
to be 95.3% -99. 8% respectively. The homologies were70. 1% —99. 1% compared with the sequences
of PCV2 from different regions in China published in GenBank"™ ,67. 7% —98. 8% as compared with the
sequences of PCV2 in different regions of Europe. The homologies were 69. 4% —70. 8% compared with
the sequence of the USA strain ( AY094619 ) ,with which the variability was the biggest.
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