36

papers

37

all docs

331670

2,230 21
citations h-index
37 37
docs citations times ranked

377865
34

g-index

2121

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS
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Bread-Making Processes. Current Biology, 2021, 31, 722-732.e5.
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Relief from nitrogen starvation triggers transient destabilization of glycolytic mRNAs
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Adaptation of S. cerevisiae to Fermented Food Environments Reveals Remarkable Genome Plasticity and
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Genomic signatures of adaptation to wine biological ageing conditions in biofilm&d€forming flor yeasts.
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Evolutionary Advantage Conferred by an Eukaryote-to-Eukaryote Gene Transfer Event in Wine Yeasts. 8.9 165
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A genetic approach of wine yeast fermentation capacity in nitrogen-starvation reveals the key role of
nitrogen signaling. BMC Genomics, 2014, 15, 495.

Genome Sequence of the Food Spoilage Yeast Zygosaccharomyces bailii CLIB 213 T. Genome
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Deciphering the Molecular Basis of Wine Yeast Fermentation Traits Using a Combined Genetic and
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Phenotypic Landscape of Saccharomyces cerevisiae during Wine Fermentation: Evidence for
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Eukaryote-to-eukaryote gene transfer events revealed by the genome sequence of the wine yeast
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Production of a recombinant carotenoid cleavage dioxygenase from grape and enzyme assay in
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Overexpression and characterization of two human salivary proline rich proteins. Protein Expression
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Vitis vinifera carotenoid cleavage dioxygenase (WCCD1): gene expression during grape berry
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A novel lipase/acyltransferase from the yeast Candida albicans: expression and characterisation of the
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A Carotenoid Cleavage Dioxygenase from Vitis vinifera L.: functional characterization and expression
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Transcriptional analysis of the nitriled€degrading operon from Rhodococcus sp. ACV2 and high level
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