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Figure S1. Whole-genome methylation patterns and clustering of controls and paired MDS/sAML patients. Hierarchical clustering of 4 controls and 4 paired MDS/sAML patients based on CpG site methylation separated MDS/sAML patients from controls.
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[bookmark: _GoBack]Figure S2. Locations of the differentially methylated CpG sites annotated by chromosomes, CpG islands (CGI), and gene positions.
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