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Isolation and characterization of a herpes-like virus circulating in wild cranes

Fujimoto, Yoshikazu
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In this study, herpes-like viruses were isolated from hooded cranes that
migrated into the lzumi plain in Kagoshima prefecture, Japan. Whole genome analysis revealed that
the genome length of the virus is approximately 159 kbp and 83 open reading frames are contained in
the genome. Phylogenetic analysis demonstrated that the virus is genetically closely related to the
genus Mardivirus of the subfamily alphaherpesviridae. In pathogenicity test using embryonated egg,
the virus caused fatal infection in chicken embryos and duck embryos, suggested that those poultry
species are susceptible to the virus infection. Characteristics of the virus from cranes will be
useful information for infectious disease control of the herpesvirus derived from cranes.
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