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Figure 2 — figure supplement 1. Network analysis confirms IFN activation signature in T21 cells. (A) IPA upstream regulator analysis of genes
activated upon MDM2 inhibition with Nutlin-3, hypoxia (1% 02), and serum stimulation in HCT116 colorectal cancer cells correctly identifies the
transcription factor p53, the transcription factor HIF1A, and the growth factor PDGF, as the key upstream regulators in each scenario. (B) Top 15 dereg-
ulated pathways in T21 cells identified by Pathway Commons Analysis in WebGestalt. IFN-related pathways are highlighted in red. (C) Pie charts show-
ing the percentage of chr21 and non-chr21 upregulated genes in the interferon pathway.



