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Thelregistance mechanism of Japanese black pine to pine wilt disease by eQTL
analysis
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We detected genetic variants, mainl¥ single nucleotide polymorphisms (SNPs)
in the RNA sequences of F1 family for resistance to pine wilt disease (PWD), and constructed a
high-density linkage map of Japanese black pine. Linkage analysis between the constructed linkage
map and phenotypic information obtained by the inoculation test enabled us to narrow down more
detailed genetic regions (QTL) related to PWD resistance. Furthermore, it was possible to detect
loci involved in PWD resistance for the gene expression level by performing association analysis
(eQTL analysis) using the constructed linkage map information and gene expression information. The
relationship between gene location on the genome and its regulation in genetic characteristics
related to PWD resistance was comprehensively demonstrated.
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