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Genomic imprinting has been wel |l documented as a model for epigenetic phenomena in mammals and plants.
In Arabidopsis thaliana epigenetic reprogramming by DNA demethylation thought to be completed in the
central cell nucleus, although exact timing of DNA demethylation is not identified. During maturation
process of the central cell in the female gametophyte, a series of events, fusion of the two polar nuclei,
DNA replication and G2 arrest of the nucleus, have been observed before fertilization with the male
sperm nuclei that is delivered by the male pollen tube. In this maturation process, maintenance DNA
methyltransferase (MET1) is not expressed in the mature females gametes, therefore, the most of genomic
region is likely hemimethylated in the central cell nucleus. To test this possibility, we conducted
genetic analyses using transgenic plant harboring FWA-GFP reporter and the mutants defective in the
polar nuclei fusion. As a result, activation of FWA-GFP can be observed without fusion events, although
the efficiency of its activation is not identical to WT central cell. In addition, we conducted
genome—-wide DNA methylation analysis using mutants that show defect in FWA-GFP activation.




