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Fig. 3.27. A model of spatial segregation of nuclear RdDM activities.
RdDM activities at perinucleolar foci involve AGO4 and Pol V, while
RdDM activities in the nucleoplasm are mediated by AGO6 and Pol V,
and by AGO4 and Pol II. DNA methylation is annotated as mC. DDR,
the DRD1-DMS3-RDM1 complex. For simplicity, not all known RdDM
components are shown.
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Fig. 3.28. Protein level of AGO6 is reduced in nrpe1-11 mutant. Pol V
dysfunction reduces the protein level of AGO6 but not AGO4. Antibodies
specific to AGO4 and AGO6 were used in Western blot analyses.
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Fig. 3.29. Hypo-methylation phenotype in ago4-6 and ago4-5 mutant
alleles. DNA methylation-sensitive Chop-PCR assay showing hypomethy-
lation phenotype in two selected loci in ago4-6 mutant as well as ago4-5
mutant. HaeIII was the methylation-sensitive restriction enzyme. Non-
digested DNA was amplified in parallel as the loading control.
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