Supplementary Figure S1. Faceted bar plots for TEXUS-54 hypg vs ground control. Only metabolites with FDR <
0.5 are shown. Each metabolite is shown with an individual relative metabolite abundance (RMA) scale. Ground
samples are pooled from two biological samples, mean + standard deviation is shown. +: FDR <0.5; ++: FDR < 0.35.
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Supplementary Figure S2. Full clustering correlation plot for both experiments. Metabolites that are present in
both datasets are indicated by bold metabolite names. Clustering trees are shown for each experiment. Sorting is
based on clustering strength separately for each experiment; therefore metabolites are not in the same order. A
Clustering heatmap for TEXUS-54 ug vs ground control. B Clustering heatmap for CELLBOX-PRIME flight vs
ground.
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Supplementary Figure S3. Intra-experiment correlation plot for the two TEXUS-54 comparisons. Fold changes for
each comparison are displayed as coordinates. The color indicates if the false discovery threshold is below the
indicated value for both experiments. For most metabolites, the metabolic reactions towards altered gravity are
similar, only a few metabolites lie in the upper left or the lower right quadrant.
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