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Search for virulence factors of Bursaphelenchus xylophilus using a genome-wide
association study

Akiba, Mitsuteru
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We obtained the information necessarﬁ to conduct a genome-wide association
study (GWAS) to search for genetic factors associated with phenotypic traits, such as virulence, of
the pinewood nematode, causal agent of pine wilt disease. As a result, it was inferred that no
population structure is recognized in the pinewood nematode in Japan. In addition, more than 800,000
SNPs and phenotypic trait information (virulence, proliferation, and sex ratio) were obtained for
each nematode isolates. All isolates studied were cryopreserved for future research needs.
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