Supplementary Figure 1
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Library Overall Alignment (%)  Uniquely Mapped (%)
K4Me3_100cells_K562_1 99.12 83.06
K4Me3_100cells_K562_2 98.67 82.78
K9Me3_100cells_K562_1 99.09 79.38
K9Me3_100cells_K562_2 99.08 78.98
K4Me3_1K_dros_1 97.1 82.67
K4Me3_1K_dros_2 97.61 83.55
K9Me3_1K_dros_1 96.81 60.77
K9Me3_1K_dros_2 97.25 63.86
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