Trinklein et al.

Supplementary Figure 1: L ength distribution of predicted regions
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StdDev 2036 892 295 787 330 766
Range 15980 8722 1774 2958 1562 6868
Min 639 212 504 260 6 316
Max 16619 8934 2278 3218 1568 7184
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Sanger ChIP/Chip (histones H3,H4 ab in GM06990, K562, HeLa, and HFL-1 cells
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