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14 fnyzer: A Python Package for the Analysis of Flexible Nets. Lecture Notes in Computer Science, 2020, ,
349-355. 1.0 2
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Guanine Nucleotides. MBio, 2019, 10, . 1.8 9
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33 Evaluation of the ability of commercial wine yeasts to form biofilms (mats) and adhere to plastic:
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34 Handling variability and incompleteness of biological data by flexible nets: a case study for Wilson
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38 Saccharomyces cerevisiae adapted to grow in the presence of low-dose rapamycin exhibit altered
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45 Quantifying the dominant growth mechanisms of dimorphic yeast using a lattice-based model. Journal
of the Royal Society Interface, 2017, 14, 20170314. 1.5 16

46
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Neglected Tropical Diseases, 2016, 10, e0004401. 1.3 24

52 Response to â€˜The Need for Speedâ€™, by Matsson et al .. Trends in Pharmacological Sciences, 2016, 37,
245-246. 4.0 2

53 The metabolome 18 years on: a concept comes of age. Metabolomics, 2016, 12, 148. 1.4 95
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