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A polymerase chain reaction (PCR) and Restriction Fragment Length Polymorphism
(RFLP) based assay for detection and species identification of Herpes Simplex Viruses (HSVs)
were performed in this study. HSV DNA polymerase genes were multiplied using specific
designed primers to generate 1350 base pair-size amplicons. PCR products of HSV-1F and HSV-
2G were then cleaved by appropriate restriction enzymes; Tagl and Rsal. After cleavage PCR
product of HSV-1F by Tagl, six DNA fragments of 28, 150, 195, 226, 366 and 385 bp were
obtained, and six DNA fragments of 28, 58, 150, 168, 195 and 751 bp were generated from HSV-
2G. Five DNA fragments of 90, 201, 270, 309 and 480 bp, and eight DNA fragments of 81, 90,
99, ‘102, 189, 222, 258 and 309 bp were generated from PCR products of HSV-1F and HSV-2G
by Rsal cleavage. When restriction patterns of 35 viral samples were compared with the standard
HSV-1F and HSV-2G, the results showed that restriction pattern of 1 sample was exactly the
same as HSV-2G whefeas restriction patterns of 34 samples were similar to HSV-1F as five DNA
fragments of 28, 150, 195, 226 and 751 bp were obtained after analysis these HSV-1 samples by
Tagql and six DNA fragments of 90, 101, 100, 270, 309 and 480 bp were generated by Rsal. Then,
DNA polymerase genes of five HSV-1 samples were sequenced. It was found that nucleotide
position 2451 contained one more Rsal recognition site and nucleotide position 3288 did not have
Tagql recognitions site. Therefore, HSV-1 isolates in Thailand had different restriction pattern
from HSV-1F while they were similar to HSV-1 strain SC 16 (accession no. X04771). This study
indicated that the PCR-RFLP methodology will be useful for HSV species identification and

study of viral epidemiology.





