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Figure S6. Distribution of DNA sequence conservation scores at different igHTR expression cutoffs. (A) Distribution of igHTR PhastCons scores reflecting sequence conservation (zero – no conservation, one – maximum conservation) at different igHTR sequence coverage threshold determined by varying the “minhits” parameter from stringent to relaxed (30, 20, 10, 5) while “maxspacing” stays at 150, as well as the most stringent criterion tried: the combination of “maxspacing”, “minhits” of (50, 30) (B) The same as (A), but varying the “maxspacing” parameter from stringent to relaxed (50, 100, 150, 200) while “minhits” stays at 10, and the combination of “maxspacing”, “minhits” of (50, 30).
