The aim of the present study was to evaluate populational structures among

Comparison of vineyard-associated Saccharomyces
cerevisiae populations by microsatellite analysis

fermenting S. cerevisiae populations. Analysis of six polymorphic microsatellite
loci was performed in 468 S. cerevisiae isolates derived from a previous screening
(using mtDNA RFLP or electrophoretic karyotyoing) of 2490 yeast strains obtained
from spontaneous fermentations of grapes collected in three vineyards of the
Vinho Verde Region (northwest Portugal), and one vineyard of the Languedoc
Region (South France) during the 2001 — 2003 harvest seasons. Among the 93
alleles obtained, 52 new alleles were identified. For all loci analyzed, observed
heterozygosity was three to four times lower than the expected value, probably
due to a strong ing. Populational
identified based on the accumulation of small allele-frequency differences across
six loci in groups of strains. The present work is the first large-scale approach
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showing that microsatellite typing reveals a very fine population resolution of

indigenous S. cerevisiae strains isolated from vineyards.
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Conclusions

Microsatellite typing of loci SCAAT1-ScAATS, followed by statistical analysis permitted a high resolution populanunal screen, and
is therefore the appropriate method to obtain a deeper insight in the ecology and bi 1y of &
strains, even among geographically close regions.

Genetic differences among S. cerevisiae populations derived mainly from gradations in allele frequencies rather than from
distinctive “diagnostic” genotypes, and the accumulation of small allele-frequency differences across six loci allowed the
identification of a population structure.

The extension of the current approach to strains isolated from other viticultural regions is currently underway, since a preliminary
comparison revealed major dif in both allelic and (our data).
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