Little evidence of antagonistic selection in the evolutionary strata of fungal mating-type chromosomes (Microbotryum lychnidis-dioicae)
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[bookmark: _GoBack]Supplementary Figure 1: Proportions of Microbotryum lychnidis-dioicae genes upregulated in at least one haploid stage/mating type (in red, 1N upregulated), upregulated at the dikaryotic stage (in green, N+N upregulated) or showing no differential expression (in blue). Expression level was considered significantly different at the 0.1 (A), 0.05 (B) or 0.01 (C) threshold. Genes are separated according to their genomic compartment: autosomes, pseudoautosomal regions (PARs) of the mating-type chromosome, non-recombining region (NRR) of the mating-type chromosome, and into the black versus color evolutionary strata (blue, purple, black, orange, red and green).
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[image: ]Supplementary Figure S2: Illustration of the positive selection “test 2” from codeml. We performed branch-site tests of positive selection in Microbotryum lychnidis-dioicae, by performing a ratio test between the maximum likelihood values of two models of sequence evolution with different values of ω=dN/dS (the ratio between the number of non-synonymous over synonymous substitutions). Each model assumes a single ω value (ω0) for the background branches (in blue) and two ω values (ω0 and ω1) for the foreground branch (the focal branch in which we test the occurrence of positive selection, in red, the sequence association to either the a1 or a2 mating type in M. lychnidis-dioicae). The null model (left) allows three classes of sites (the classes 1 and 2b being equivalent in this model) while the model with positive selection (right) allows a fourth site class with ω estimates being allowed to be higher than one. 
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