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Molecular Analysis for heterostyly by using genomics and transcriptmics
approches

Ushijima, Koichiro
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Heterostyly is one of self-incompatibility that is a genetic system to
reject the self-pollen and be linked to floral morph polymorphism In this study, to elucidate the
molecular mechanism of Linum heterostyly, we isolated the candidate gene controlling heterostyly and

characterized the S locus region. Four candidate gene were newly isolated by transcriptome
analysis. Genome analysis revealed the S haplotype specific region at least reached more that 1 Mbp.
All candidate genes were included in this region but the relative locations were unclear. We
further shotgun sequenced the genome of Linum grandiflorum and de novo assembly. The assembled
contigs will give new insights on the study of heterostyly.
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LG14Km0009.01 26.9 ) TSS1 yes
LG14Km0026.01 8.1 2 TSW4 yes
LG14Km0295.01 4.1 ) TSW4 yes
LG14Km0057.02 9.7 d RING-finger no
LG14Km0485.01 18 ¢ unknown no
LG14Km0828.01 2 g retrotransposon nd
LG14Km1125.01 3.1 ) retrotransposon nd
LG14Km1194.01 23 d unknown no
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