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Regulatory_mechan!sms of tannin accumulation in persimmon fruit and construction
of a new innovative breeding strategy using these mechanisms
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The AST locus controlling persimmon astringency was determined by
comparative mapping with Diospyros lotus, a diploid relative of D. kaki, as a reference. The
syntenic region of AST locus was 915-kb in physical map of D. lotus. In addition, transcriptome and
coexpression network analyses between PCNA and non-PCNA progenies revealed that AST gene affects a
few transcription factors centered in the PA regulatory network. On the other hand, transcriptome
analysis of the gene conferring non-astringent trait in Chinese-type PCNA persimmon indicated that
the genes conferring sugar transporter, flavonoid glucosyltransferase, and flavonoid/phenylplopaloid

O-methyltransferase may associate with this trait. Finally, a new innovative strategy was
considered for PCNA persimmon breeding including Chinese-type PCNA persimmons.
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