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Figure S4: The nucleosome positions are over-represented in GC-rich regions, but the pattern is observed
across different ranges of AT content and is strongest in the very high AT content subset (c) and weakest in
the very low AT content subset (f). (a) shows the pattern derived from all of the nucleosome positions and
(b) through (f) show the patterns derived from non-overlapping quintiles, divided according to AT content.
(For each plot, A (green) and T (red) are plotted against the y-axis on the left, while C (blue) and G (yellow)
are plotted against the y-axis on the right.)


