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Identification of susceptibility gene for pine wood disease in Pinus thunbergii
using next generation sequencing
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Based on the information of 1,598 DNA poleorphisms obtained by
genotyping-by-sequencing using a next-generation sequencer, a linkage map of 13 linkage groups in
Pinus thunbergii was constructed. As a result of linkage analysis with linkage map and the
phenotypic traits obtained from the PWN inoculation, one locus associated with the susceptibility
trait was detected. Furthermore, the genome region was able to be detected by carrying out a
homology search with the genomic information of Pinus taeda. In addition, it was possible to narrow
down to 10 genes as a candidate genes by mapping the EST information of Pinus thunbergii to the
detected loblolly pine genome region.
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