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3. What is the most probable mechanism of hybrid formation? Ergosterol biosynthesis

4. Where is the most plausible region of hybrid origin? e Glyc, Ser & Thr biosynthesis
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5. Is the hybridization between S. cerevisiae and S. kudriavzevii
an adaptive mechanism?

Figure shows previous natural hybrids isolation region (dotted green circle) in Europe and the new isolation regions (green arrows). These regions are characterized by a
Continental or Oceaninc climates with low temperatures. Red dotted line indicates the vineyard expansion limit. Symbol colors indicate hybrid strains (as in Figure R3C) and
dashed lines indicate plausible expansion paths mediated by monks in the Middle Age. AMH (@), CBS 2834 (@) and CID1 (@) hybrids are also indicated. Blue lines indicate
European rivers.
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6. Hybridization is a powerful adaptive mechanism conferring to hybrids the ability to
grow in conditions where parentals can not.



