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The functional analysis of transcription factors that coordinately activate gene exp
ression in plant storage process.
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We have elucidated the 100bp promoter region and a cis element, responsible for ex

pression of WRI1 during seed maturation and that WAT1, 2 has the same target genes and consensus binding s

equence as WRI1. In the mutant, especially watl, flower organs were adhesion and nano-ridge structures of
surface had disappeared and the expression of fatty acid synthesis genes was repressed, but no change in

expression levels of cutin and wax synthesis genes was observed. i i
These results suggest that WRI1 subfamily control the expression of fatty acid synthesis genes, and the fa

tty acid synthesis due to differences in expression pattern.
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Consensus DNA binding-site sequences of WRI1 subfamily.
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Expression of PIPKB1p(-300)p : GUS expressicn
in wiil wat wat2 triple mutants.
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Flowers of wat mutants showed adhesion of organs.

abnormal nanoridges structures of cell surface, derived from cutin,
in watl, wat1wat2, wrilwotl and wrilwatlwat2 mutants.
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