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Supplementary Fig. S6: Mediators of ID1 dysregulation in PDA

A) Genes enriched in the genome-wide screen were ranked by direction * p-value and gene set
enrichment analysis was performed for TGF-3 pathway members.

B) cBioportal oncoprint of MSK-IMPACT alterations in the TGF-B and PISK/AKT pathways in
1013 cases of PDA. Each column represents one case of PDA, hypermutated cases are not
shown.
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