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wine strains with different fermentation performances. Applied Microbiology and Biotechnology,
2014, 98, 4119-4135.

The impact of genomic variability on gene expression in environmental

<scp><i>S<fi><[scp><i>accharomyces cerevisiae</i> strains. Environmental Microbiology, 2014, 16, 3.8 59
1378-1397.

20



