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Introduction 
Wild rats have been suspected to be the reservoirs or 
carriers of porcine circovirus type 2 (PCV2). PCV2 is 
the essential infectious agent of postweaning 
multisystemic wasting syndrome (PMWS). The PCV2 

genome contains three major open reading frames 
(ORFs): ORF1 (rep) encodes the replicase proteins 
involved in virus replication, ORF2 (cap) encodes 
viral capsid protein, and ORF3 encodes a protein with 

suggested apoptopic activity. Since the cap protein is 
the most variable PCV2 protein, capsid protein could 
represent the variation and pathogenicity of PCV2. 
Therefore ORF2 has been thought as a good 

phylogenetic marker for PCV2. The objective of this 
study was to analyze the genome of PCV2 isolates 
from Korean wild rats. 

 

Materials and Methods 
We captured 98 wild rats living around the pig farms 
and then evaluated the infection of PCV2 using 
appropriate verified methods such as PCR. Rats 

around farms where pigs were positive of PCV2 also 
were detected as PCV2 positive. PCR amplification 
was performed using specific primers: 
(Forward: 5`-CACGGATATTGTAKTCCTGGTCG-3`,  

(Reverse: 5`-CGCACCTTCGGATATACTG-3`). 
The PCR products were purified with GENECLEANⓇ 
Turbo kit (BIO101, USA). DNA sequencing was 
performed by Macrogen Inc. DNA sequencing service 

(Macrogen, Korea). The nucleotide sequence was 
aligned by Clustal W method using MEGA version 4.0, 
and phylogenetic tree was drawn by neighbor-joining 
method using MEGA version 4.0. 

 

Results 

 

 

Discussion 
We have found results suggesting that wild rats could 

be reservoirs or carriers of PCV2. Additionally, our 
results support the hypothesis that PCV2 may be 
transmissible between pigs and wild rats. Currently, 
additional studies on PCV2 transmission are being 

carried out to support our results. 
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