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To understand the pathogenicity (or virulence) of Bursaphelencus xylophilus (a cau
sal pathogen of pine wilt disease) and the mechanisms of resistance (or susceptibility) of pine trees, phy
siological, histoathological and molecular biological studies were carried out. High quality draft genome
sequence of Bursaphelenchus xylophilus was completed. Furthermore, many important factors associated with
disease development were identified in both nematode and pine tree. The results presented here will contri
bute for further understanding the mechanisms of pine wilt disease development.
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