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Supplementary figure S1. Gene neighborhood of the ScPDR18 and ScSNQ2 orthologs encoded in the Saccharomycetaceae species genomes examined.
Central boxes represent ScPDR18/ScSNQ2 orthologs and the adjacent boxes represent gene neighbours. Homologous neighbours are highlighted in 
the same colour and identified with the same number. A white box represents genes with no homologous neighbours in the represented chromosome 
region and white boxes with a zero represent the end of the contig/chromosome.
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Supplementary figure S2: Phylogenetic tree of the Pdr18 and Snq2 orthologs from the left 
sub-lineage of figure 4, encoded in the genomes of the post-WGD species. (A) Radial 
phylogram showing the amino acid sequence similarity distances between the protein 
homologs of Pdr18 and Snq2 under study (B) Cladogram showing the tree topology. 
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