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The reverse transcriptase-polymerase chain reaction (RT-PCR), using the primer 324 and 326,
specific to the highly conserved 5' noncoding region (SNCR) was employed for the detection of classical
swine fever virus (CSFV). Fifty field isolates from all 3 genogroups previously reported in Thailand and 9
CSFV vaccines could be detected with this pair of primers. There was no cross-reaction with other pig
viruses. The sensitivity of this method was at 100 median tissue culture infective dose (TCID,,)/100LAL. The
differentiation between CSFV and bovine viral diarthea virus (BVDV), another closely related Pestivirus
found in Thailand, was pcrform by restriction fragment length polymorphisms (RFLPs) using the restriction
enzymes Ava 1 and Bgl 1. PCR products of all CSFV isolates but not for BVDV were cut by Bgl 1. The
enzyme Ava I could cut PCR products of al! the Pestivirus isolates, except the 2 CSF vaccines (LOM and
Thiverval) and a reference virulent strain, ALD.

The genetic variability and phylogenetic anaiysis of 5 CSFV strains (ALD, GPE, LOM, Thiverval
and NKP/01) and 2 BVDV strains (Oregon and Nose) were studied by comparative nucleotide sequence
analysis. The high degree of similarity was found among CSFV. However the virus exhibit 70% homology
when compared with BVDVs. The nucleotide sequence and phylogenetic analysis of CSFVs were compared
with the representative reference CSFV from cach subgcnogroup. The result indicated that RT-PCR detecticn
and phylogenetic analysis of the product were useful for the rapid characterization of field isolates.

Considering of sensitivity, specificity and precision for detection of CSFVs, the RT-PCR of S'NCR
and RFLPs was suitable and reliable for laboratory diagnosis of clinical CSFV infected specimens of

Thailand.





