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Figure S4A: Merged pathways were extended with first neighbours. The extended network consists of 1,013
nodes and 9,200 edges. 503 nodes (blue) from the selected more general (cell cycle related) pathways were extended
with 510 nodes (gray) from STRING and ENCODE.
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Figure S4B: Differentially expressed genes in the vitamin D-extended network. The extended network contains
238 up- and 345 down-regulated genes. 70% of all differentially expressed genes in 1,25(OH),D;,-treated cancer
cells are now present in the network.



