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Fig. S1: Identification of spontaneous epimutations under relaxed selection. A. Simulation to identify
optimal Z-score cut-off. X-axis shows range of Zscore cut-offs tested. Y-axis shows difference between
the percentage of epimutations inherited for two or more generations compared to the predicted
percentage if epimutations occurred randomly but were never inherited. B. Identification of epimutations.
Epimutated loci were defined as loci with log2(read counts)(rings on plot) that were significantly greater
(UP) or lower (DOWN) than that of the same locus in the pre-epimutation accumulation generation

according to a Z-score cut off. Both A and B were modifed from Wilson et al, 2023,
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