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Fig S1. Effects of selfing on the accumulation of underdominant mutations. Outcomes of the simulations (circles) for the
number of generations to fixate either one derived allele (single locus; A, B, D, E), or ten derived alleles (multi-locus models; C, F). The
top row corresponds to symmetrical underdominant mutations (i.e., s = 0). The bottom row corresponds to asymetrical underdominant
mutations (i.e., s > 0). Single locus simulations were performed either with (A, D) or without (B, E) background selection, BG. The
dashed horizontal lines correspond to the threshold after which simulations stopped to avoid computing burden. 1, 000 iterations. Lines
on A and D correspond to numerical approximations.


