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1Figure S6 SDpop’s inferences of sex-linkage in Silene latifolia, using the 12 individuals of the “central cluster” (Figure

S4). Contigs were placed on the genetic map of Papadopulos et al. (2015). Left panels: posterior probabilities for all
placed contigs: autosomal segregation in green, X-hemizygosity in blue, and XY gametology in red; the (uninforma-
tive) haploid and paralogous segregation types are indicated in grey. Lines represent running averages, using sliding
windows of 10 contigs. The “fuzzy boundary” between the non-recombining region and the pseudoautosomal region
on the X chromosome (Krasovec et al. 2020) is indicated by the vertical line. Right panel: predicted divergence (black
triangles) and nucleotide diversity of X and Y copies (orange circles and cyan squares) based on SDpop’s output. The
lines are the running averages over 10 genes.
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