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J.1(2010). MOM1 and Pol-IV/V interactions regulate the intensity and specificity of transcriptional gene silencing.
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v This paper shows that | contributed to the better understanding of the roles of the
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plant specific RNA polymerases to epigenetic silencing. oty
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Matzke, M., and Matzke, A.J.M. (2008). A structural-maintenance-of-chromosomes hinge
domain-containing protein is required for RNA-directed DNA methylation. Nat Genet 40,
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