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Figure S1. Validation of in-vivo hypoxia signature (HS) using Reactome pathway database.  A) 

The complete chart of the Reactome pathway database (www.reactome.org) is shown with mapping of 

genes with top-ranked connectivity, C, score in HN Vice125 dataset (Table 1). The  names of 

pathways  represented in the signature are shown. Colouring is done according to the average values 

of all identifiers linked to that reaction. A) Colouring from drak blue to bright red indicates increasing C 

rank. B) Colouring indicates direction of regulation: consistently up-regulated reactions are in red, 

consistently down-regulated in blue, green represent reactions where some up-regulated and some 

down-regulated genes were observed.  


