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Differentiation of cyprinid herpesvirus type-3 genotypes

collected from Bangkok, Thailand in 2009

Thinnarat Srisuvan* Tuangthong Patchimasiri Supansa Tangdee

National Institute of Animal Health, Department of Livestock Development, Pahonyothin Road, Kasetklang,
Chatuchak, Bangkok 10900, Thailand
*Corresponding author Tel.: (66) 2579-8908 to 14, Fax: (66) 2579-8918 to 19, E-mail: thinnarats@dld.go.th

Cyprinid herpesvirus type-3 (CyHV3), previously known as koi
herpesvirus (KHV) causes a contagious disease affecting common carp and
its ornamental varieties, koi carp (both Cyprinus carpio). Despite its rapid
global distribution, CyHV3 has displayed a single virus strain with minor
polymorphism residing among various genotypes. Therefore, highly
sensitive methods, such as detection of molecular markers, have long
been needed to trace these close variants. The present study is aimed at
differentiating CyHV3 genotypes collected from Bangkok, Thailand, in 2009.
Of 33 samples from carp-producing farms as well as residences which
were submitted for routine diagnosis, 8 samples were found to contain
CyHV3 using a combination of various PCR-based methods. Further
analysis using 2 molecular markers to distinguish genetic variations
revealed that all of these 8 isolates belonged to a so-called CyHV3-J,
Japanese genotype. A perfect identity was also found among their
sequences when compared to that of CyHV3-J by DNA analysis. The
information obtained from this study has improved our knowledge on
present distribution of this emerging virus in the Bangkok area, and should
be useful for the epidemiological study regarding diversification of CyHV3

in the future.
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