Function analysis of a DNA phosphatase
APE1l in Arabidopsis
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O'Malley RC, et. al: Cistrome and
Epicistrome Features Shape the Regulatory
DNA Landscape. Cell 2016, 165(5):1280-
1292.
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Le TN, et al: DNA demethylases target promoter transposable elements to positively
regulate stress responsive genes in Arabidopsis. Genome biology 2014, 15(9):458.
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Matzke MA, Mosher RA: RNA-directed DNA methylation: an epigenetic pathway of
increasing complexity. Nature reviews Genetics 2014, 15(6):394-408.
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Petrucco S, Volpi G, Bolchi A, Rivetti C, Ottonello S: A nick-sensing DNA 3'-repair enzyme from Arabidopsis. The Journal of
biological chemistry 2002, 277(26):23675-23683.
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