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100kbp mean: DSB subset with the alignment depth threshold corresponding to the mean domain (the stretches between DSB) length 100kbp.
Q1: DSB top quartile (25%) by alignment depth subset.

Q1+Q2+Q3: DSB top three quartiles (75%) by alignment depth subset.

Red background: anticorrelation, points tends to be as far as possible from each other.

Green background: correlation, points tends to be as close as possible to each other.
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