S2 Fig.  Sliding window Fst over whole genome (panel A of each assembly), Fst over the region corresponding to iBS90(SS) contig 17 (panel B for each assembly) and heterozygosity over the contig 17 region (panel C for each assembly), for reads aligned to each of the additional genomes (FRS11(RR), F6RR(RR) and FSS5(SS) – identified by label on the X axis of each figure) (see main manuscript Fig 1 for reads aligned to iBS90(SS)).  Alternating orange and red dots indicate contig boundaries in each assembly. The general pattern of Fst and heterozygosity across the region is the same for reads aligned to all four genomes. 
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