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In order to determine the SRK downstream candidate gene, QTL and comprehensive
expression analysis in the self-compatible line were performed. As a candidate gene, we identified a gene
having sequence similarity to resistance gene to pathogen. Now, we are establishing the disruptant lines
for candidate gene. We will determine new SRK downstream gene. By using self-incompatible Arabidopsis
thaliana line, main factor to self-compatibility was inversion in the second exon. In addition to this
point, the second self-compatibility factor was lower activity of promoter sequence against to
self-incompatible Arabidopsis relatives. Furthermore, we established genome-wide gene expression profile
from the next generation sequencer data. These data will contribute to identify the SRK downstream
candidate genes and other pollen-stigma interaction related genes. In addition to the experiments, we
also performed the outreach activities to elementary school, high school students.
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