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Figure S4. Genetic equivalence in the sequenced strains of S. cerevisiae. (A) IBS2, IBS1 and IBSO
values were summed for each pair of strains, with IBS0:IBS2 and IBS1:IBS2 proportions
calculated for each pair. Pairs displaying an IBS0:IBS2 < 0.05% and an IBS1:IBS2 < 1% were
classified as being genetically equivalent at the SNP level. Groups of equivalent strains are bound
by black boxes. (B) Box and whisker plots of the IBSO percentage of specific groups of strains.
The non-PdM and PdM clade strains are further divided into those that were classified as
equivalent or non-equivalent. The PAM clade displayed far higher variance, with many strains at
or near the 0.05% threshold compared to the non-PdM group.
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