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For efficient management of B. xylophilus, the accurate prediction of dispersal
route is important. For this purpose, genetic variations among local isolates B.
xylophilus collected from several infected areas (8 domestic and 1 foreign areas)
were investigated by analyzing a intraspecific genetic marker, mitochondrial
cytochrome oxidase 1 gene (mtCOl gene), which is known to have many
intraspecies variations. According to the sequence results, differences among 8
domestic local isolates were ranged from 0% to 0.9%. The mtCOl gene
sequences from Busan, Jinju, Mokpo and Sinan isolates were homologous each
other and completely identical to those of the Japan Shimane isolate (Kanzaki
& Futai, 2002), implying that those Korean isolates were initially originated
from Japan and spread via the route of Busan, Jinju, Mokpo, and Sinan. Other
isolates showed slight variations in mtCO1 gene sequences compared to those
of Japan Shimane, suggestive of their different origins and the involvement of
man-made factors in the dispersal of B. xyplophilus besides the natural

transmission by Monochamus alternatus vector.
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