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Figure S3A: Pathways highlighted in cancer­related network 
Pathway analysis revealed seven significantly altered cancer­related pathways in 1,25(OH)​2​D​3​­treated cancer cells                       
(RB in Cancer, Gastric cancer network 1, Gastric cancer network 2, Integrated Pancreatic Cancer Pathway,                             
Integrated Cancer Pathway, Integrated Breast Cancer Pathway, Signaling Pathways in Glioblastoma). The pathways                         
were merged into one network using the WikiPathways and BridgeDb apps for Cytoscape. The fill color of the                                   
nodes in the network indicate their affiliation with one of the cancer­related pathways. Yellow nodes in the network                                   
highlight pathway elements linking two or more pathways to each other.  
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Figure S3B: Up­ and down­regulated genes highlighted in cancer­related network 
Pathway analysis revealed seven significantly altered cancer­related pathways in 1,25(OH)​2​D​3​­treated cancer cells                       
(RB in Cancer, Gastric cancer network 1, Gastric cancer network 2, Integrated Pancreatic Cancer Pathway,                             
Integrated Cancer Pathway, Integrated Breast Cancer Pathway, Signaling Pathways in Glioblastoma). The pathways                         
were merged into one network using the WikiPathways and BridgeDb apps for Cytoscape. 18 genes in the network                                   
are up­regulated (red) and 66 genes are down­regulated (blue) in 1,25(OH)​2​D​3​­treated cancer cells. 


