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The sweetpotato whitefly, Bemisia tabaci (Gennadius), has been considered a major pest insect of cultivated crops worldwide. The first report of the introduction and establishment of the B biotype in Japan was in approximately 1989 associating with imported poinsettia plants. Since then, the B biotype had been quickly dispersed and caused irregular ripening of tomato fruit in greenhouses, silverleaf symptoms in pumpkin, and symptomatic soybean plants in multiple locations in Japan. Since 1996, Tomato yellow leaf curl virus (TYLCV) has been introduced and dispersed widely in West Japan. To prevent TYLCV transmission by the vector whitefly, a large amount of insecticides have been used with some physical controls such as screens for avoiding severe yield loss in tomato greenhouses in Japan. The Q biotype was first reported in February 2005 by mitochondrial cytochrome oxidase I (mtCOI) sequence analysis. These whiteflies were collected in 2004 in Hiroshima, Kagoshima and Kumamoto prefectures, respectively. Until July 2005, the Q biotype has been found from various vegetable and ornamental crops in 30 prefectures in Japan. In addition, in 2006, the B2 biotype was first identified in Gunma Prefecture in Kanto district. It was not clear on actual routes of these invasive populations. One indigenous genetic type of B. tabaci was identified in the Japanese islands by mtCOI analysis. In Japan, the local population of B. tabaci, B. lonicerae Takahashi was first described in 1957. This population normally infested on weed honeysuckle plants, Lonicera japonica. Before 1990s, it was supposed to be a vector insect, which occasionally transmits indigenous begomoviruses from weed to tomato or tobacco plants. Cross experiments between the local population and B biotype were performed, but it was failed because of differences of acoustic vibratory sounds (Ohtaishi & Okada, 1996; Kanmiya, 1998). Since 2004, distinct individuals have been collected from Lonicera japonica, Lycopersicon esculentum and Perilla frutescens, which formed a distinct group in the Southeast Asia/Far East clade by phylogenetic analyses. The genetic type, named JpL (Japan, Lonicera japonica) was detected from Kanto district (in Honshu) through Kyushu. This biotype should be considered an indigenous biotype in the Japanese islands because individuals were mainly collected from Lonicera japonica. 
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