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In Chamaecyparis obtusa, a linkage map including 1,973 markers (of which 144

markers were developed from orthologous sequences between Cryptomeria japonica and C. obtusa) was
constructed (153 individuals). On the other hand, in Thujopsis dolabrata var. hondae (188
individuals), a linkage map including 1,556 markers (of which 150 markers were developed from
orthologous sequences among C. japonica, C. obtusa and T. dolabrata var. hondae) was constructed
(188 individuals). As a result of comparing linkage maps with three combinations of C. japonica and
C. obtusa, C. japonica and T. dolabrata var. hondae, and C. obtusa and T. dolabrata var. hondae, we
found multiple translocations and inversions.
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Construction of a linkage map in Chamaecyparis obtusa and its comparison with Cryptomeria japonica D. Don.
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