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a qDA-seq assay and author-workflow port

b Per-GATC Dam methylation agreement c Window methylation agreement

d Matched chromosome tracks and regional time courses · CHM13 v1.1

e Genome-wide Dam marking · MCF-7
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Thick: coding; thin: noncoding; arrows: strand

Green: H3K4me3; blue: TSS
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No overlapping reference gene

Red: H3K9me3; black: Heterochromatin

Authors Ours Replicate 1 Replicate 2

Authors Ours Replicate 1 Replicate 2


