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Eukaryotic metabolism is a complex and highly dynamic process that can have a
huge impact on the physiology of the organism. While we understand much about the major systems in
metabolism a holistic view of how metabolic events impact metabolism remain elusive. In this project we
developed experimental protocols, bioinformatic pipelines and computational tools to assist our
understanding of how cellular respiration and bioenergetics influence metabolism. In particular, we
concentrated on the the calculation and estimation of pathway fluxes. We applied these methods to
precisely controlled continuous cultures of bakers®™ yeast to reveal nucleotide biosynthesis, large-scale
mobilisation of lipids and carbon dioxide assimilation occurs during high respiration states. Currently,
we are validating and integrating these data and plan to publish our findings in the public domain soon.
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