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Figure S8: ZBED2, a novel Basal-associated TF involved in inflammation dampening
A) Overall survival compared to ZBED2 expression in TCGA cohort (Mean +/- sd). B) Top ZBED2 target
genes predicted by ARACNE from TCGA regulon. C) Statistical analysis of FOXA1 expression in 15 Pancre-
atic cell lines (GSE141607). D) Expression correlation of ZBED2 with Interferon Gamma response (Hall-
mark) in TCGA cohort. E) Viability assay of RT112 and SCaBER upon siRNA treatments (n=2). F) 3’seq
analysis of RT112 and SCaBER after siRNA treatment against ZBED2 and FOXA1.



