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Figure S8: Mean CPD repair activity around nucleosomes vary across chromatin types and
time points. (A,B) CPD repair activity within 103 bp (A) or 1000 bp (B) of nucleosome dyads (to
emphasize rotational and translational positioning, respectively), stratified by chromatin type and
time point. These plots were derived using the same data from figures 3C (A) and 4D (B) but without
scaling individual subplots to a mean of 1. Instead, plots are scaled based on the ratio of

sequencing reads in the repair vs. damage data to highlight relative differences in repair.



