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Identification of candidate gene controlling cork formation on apple pericarp by
using "Gold farm® as a bud mutation variety of "Fuji"

Inoue, Eiichi
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Russets on apgle fruits is a bad trait which must be prevent by grower.
however their genetic basis have never been clarified. In this study, we performed transcriptome
analysis of the pericarp using the bud mutation cultivar "Gold Farm, GF* whose fruits surface is
surrounded by russet pericarp, and elucidated the candidate gene controlling russet development.
RNA-seq analysis were performed on the pericarp 4 weeks after anthesis, which was a stage to be
observed a difference in the ultrastructure of the pericarp of GF compared to those of the wildtype.

In total 29 candidate genes were selected by RNA-seq and their transcriptome analysis. Then their
expression profiles were observed by realtime PCR among 2 to 5 weeks after the anthesis.
According to the expression profiles, some candidate genes involved in lignin synthesis rapidly
increased expression level between 2 and 3 weeks after the anthesis in GF.
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ACSL AGGAAGCTGAGGGACTAGGG GTCCAAGAGAGGTGCTGCTT
9 CYP86A4S CTTGGGCTCGGAATGGAAGT ATGCGACCGATTGCGTAGAT
KCS CACGCCCTCGATCCATCTAC TGCGGAAAAAGCAATTCGCA
2 5 AP2 AGCACTAACAGGAGCAGCAG AACGGCATTAAGTCCACGGT
CESA GATGAGCTACGGAAGAGGCC GGAAAGGCGATCGAGGTAGG
UGDH TACCAAAAGAGCCGCTTCGT ACAGCAGGCATGTCCTTGAG
. , GDSL TTACCCCGGAGCAATATGCC GCCGCCGTATATCGATAGGG
CCOAOMT1 ACCACATCAGCTGACGAAGG TCACCAACAGGAAGCATGCA
2 3 CESA4 TGGTGGCGTAATGAGCAGTT AGCATGGGGATTCTAGCGTG
MdActin* ACCATCTGCAACTCATCCGAACCT ACAATGCTAGGGAACACGGCTCTT
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