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Development of genetic markers closely-linked to a male sterility locus in
Cryptomeria japonica
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Male sterility locus (msl) in sugi (Cryptomeria japonica) was mapped using a
back-cross family, where 85 fertile and 88 sterile individuals were included. SNP markers were developed
from RNA-Seq and ddRAD-Seq approach. One of the markers developed in the present study was located at 0.6
cM apart from msl. Phenotypes regarding to the msl was correctly estimated by the genotype of the marker

for 99 % of offspring in the family.
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