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Abstract:  Porcine circovirus type 2 ( PCV2) positive samples from Jiangsu province and surrounding areas were ex—
amined by PCR and sequenced to get the complete viral genome. Total 18 isolates were identified and analyzed for their ge—
netic variations. For viral genomes 18 isolates shared 93.5%-99. 7% similarities with reference viruses. For ORF2 nucleo—

tide and amino acid sequences 87.1%-— 99.9% and

:2015-09-02 84.2%~- 99.6% similarities were found between the
(131302071) ; ( ) examined isolates and references respectively indicating
(201303046) ; certain level of genetic variations among PCV2 isolates. A-
CX( 14) 2045 ; “333 . .
(1) mong 18 isolates there were 5 PCV2a strains 7 PCV2b
" ) ( BRA2012194)
(19899 strains and 6 PCV2d strains and no PCV2c¢ was found.

. ( E-mail) 569212988@ qq.com One tested isolate 20140429YC with full length of 1 766

( E-mail) qianaidong0115@ 163.com bp was identical to the PCV2d reference sequence
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( HMO038031.1) .There were changes in the epitopes and antigenicity of ORF2 encoded protein. This study indicated that the
epidemic situation of PCV2 in Jiangsu province and surrounding areas was fairly common and PCV2b was the dominant
subtype and PCV2d was the second.
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Table 2 The background information of 18 PCV2 strains

(‘bp)
2014121077 1768 3 (PMWS)
20141219PZ 1768 PMWS
20141105XZ 1767
20141027HB 1767
20141108NJ 1767 8
20140617Z) 1767
20141023NT 1 767 7 .8
20141122AH 1767 PMWS
20150110TZ 1 768 PMWS
20150430YC 1767 5
20150429YC 1766
201504297) 1767
201501085Q 1767
20150126DT 1767
20150420X7 1768 PMWS
20150326NT 1767 .
20150403N)J 1767 20
20150423YX 1767

1 18

Fig.1 Nucleotide similarity for complete genomic sequences of 18 PVC2 strains
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2 18 PCV2 ORF2
Fig.2 Similarity of the ORF2 nucleotide sequences for 18 PCV2 strains

3 18 PCV2 ORF2
Fig.3 Similarity of the deduced amino sequence of ORF2 for 18 PCV2 strains

234 18 PCV2 S 18 5 PCV2a(2014 1 2015
MEGA 6.0 18  PCV2 ORF2 4 )7 PCV2b(2014 4 2015 3 ).6
GenBank ORF?2 PCV2d(2014 3 2015 3 ) PCV2¢

(9. . 1766 bp  20150429YC
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4 18 PCV2 Cap
Fig.4 Polymorphism of the Cap protein amino sequence for 18 PCV2 strains

( HM038031.1 PCV2d ) 100. 0% -
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2015 pCvad
5 18 PCV2 ORF2
Fig.5 Phylogenetic tree based on the ORF2 nucleotide sequences of 18 PCV2 strains
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