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Figure S1. The pathways RAP1, WNT, HIPPO and NOTCH. The four indicated signal transduction pathways have
an about equal number of protein components, the genes of which are upregulated (green) and downregulated
(red) by vitamin D supplementation of healthy individuals. The given percentage reflects the number of genes,
whose direction of regulation will contribute to signal inhibition in each pathway. Color intensity is proportional
to log fold change (FC) of gene expression between d1 and d0. The structure of the pathway follows the design of
KEGG. Functionally similar proteins not indicated in KEGG are marked by an asterisk.
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Figure S2. The pathways VEGF, TGFb, RAS and TOR. The four indicated signal transduction pathways have more
than 75% of their vitamin D target genes downregulated (red), i.e., only less than 25% of the genes are upregulated
(green). The given percentage reflects the number of genes, whose direction of regulation will contribute to signal
inhibition in each pathway. Color intensity is proportional to log fold change (FC) of gene expression between d1
and dO. The structure of the pathway follows the design of KEGG. Functionally similar proteins not indicated in
KEGG are marked by an asterisk.




