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Context and Goals

Saccharomyces cerevisiae, our favorite model organism has been used for millennia for the production of all sort of fermented beverages
as well as for bread rising. In contrast with these fermentation lifestyles, during flor wine aging Saccharomyces cerevisiae strains are
growing aerobically at the surface of wine as a biofilm. As a significant part of the nutriment has been depleted from wine during
alcoholic fermentation, and glucose has been replaced by ethanol, flor yeast must have overcome the different stress imposed by this
niche.

This work aims at characterizing Flor strains in order to unravel the basis of flor yeast adaptation to sherry like

pRIsslseRd: Approaches

- Diversity of Flor strain from different countries was evaluated with 12 microsatellite markers according to Legras et al 2007
. 119 flor strains (64 from Jura, 30 from Sardinia, 43 from Spain) were genotyped and compared to 500 strains already
characterized .

- aCGH on Yeast2 Affymetrix arrays was performed for 6 flor strains from: France (Jura 2), Hungary (Tokay 1), Italy (Sardinia
1), Spain (Jerez 2) in comparison to three wine strains (one classical wine U13, one hybrid Eg8 and one Eg25 flor type wine
strains).
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For each flor strain 31 to 55 genes
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sporulate and produce viable spores .
Interestingly strains from (Jura3)
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strains did not produce viable spores
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Flor yeast Genomics preliminary results — HGT introgressions
111bp deletion in FLO11 promoter
Wild type promoter of FLO11 Three HGT caused introgressions (region A BC and) have been

characterized in EC1118 that we tried to detect in the genome of Flor strains:
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EC1118 and QA23 are the result of a cross between a wine and a flor strain.

Conclusions:

Flor strains are found mainly in one group of S. cerevisiae strains, and represent a specific lineage

CNV is very likely not the main mechanism involved in adaptation to velum growth, but polymorphism (translocation, mutations, ...) with specific alleles.
Flor strains are more fructophilic than classical wine strains as they carry an improved low affinity transporter for fructose allele of HXT3 and the high
affinity fructose transporter FSY1 of region C of EC1118 (Galeote et al. 2010).
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