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DNA methylation is an important epigenetic mark involved in diverse biological processes. In the
previous study, 1 revealed that the dominance relationships in Brassica self-incompatibility are
controlled by tissue and recessive al lele specific DNAmethylation triggered by dominant allele specific
small RNA. This is the first report that tissue and developmental stage specific de novo DNA methylation
is involved in the selective gene expression.

To check how this regulation of gene expression controlled by tissue and developmental stage specific
de novo DNA methylation is general inplants, I applied whole—genome shotgun bisulfite sequencing method
to Arabidopsis thaliana. Comparing the methylation levels in cotyledons and rosette leaves of 14 days
after germination plants, [ found about 350, 000 cytocines showed tissue specific de novo methylation
in rosette leaves of 14 days after germination plants. Comparing the methylation levels in rosette leaves
of 7 and 14 days after germination plants, I found about 170, 000 cytocines showed developmental stage
specific de novomethylation in rosette leaves of 14 days after germination plants, Combined these data,
I found that about 70, 000 cytocines showed tissue and developmental stage specific de novo methylation
in rosette leaves of 14 days after germination plants. Further analysis about the relationship between
methylation levels and expression levels will be performed in the future




