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Supplementary Figure 1: Comparison of GTEx pancreas and TCGA PDAC RNA-seq samples. (A) Exemplary gene set
enrichment analysis (GSEA) plot of selected gene sets related to pancreatic cancer. (B) Volcano plot showing the distribution
of log2 fold changes and log10 FDR values resulting from the analysis of differential expression of protein coding genes. Green
points mark RNA binding proteins (RBPs). (C) Average RNA expression values (CPM) from pancreas (green) and PDAC
(blue) samples of the 10 genes with the highest gene expression in pancreas.
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Supplementary Figure 2: Properties of PoRs. (A) Heatmap showing the average normalized RNA expression values (log10
TPM) of the 44 PoRs in classical and basal-like PDAC-derived cell lines. (B) Consensus RNA target types of RBPs. (C)
Chromosomal distribution of all protein coding genes (left), protein coding genes differentially expressed between pancreas
and PDAC (middle) and RBPs (right).
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Supplementary Figure 3: Spearman correlation coefficients (ρ) of PoR RNA expression in classical (A) and basal-like (B)
PDAC RNA-seq samples.
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Supplementary Figure 4: Kaplan-Meier-curves showing overall survival rates for low (blue) and high (red) RNA expression
in PDAC. (A) APOBEC1, (B) IGF2BP1, (C) IGF2BP3 and (D) OASL.
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Supplementary Figure 5: Kaplan-Meier-curves showing overall survival rates for low (blue) and high (red) RNA expression
in PDAC subtypes. Upper panel shows classical subtype, lower panel shows basal-like subtype. (A, B) APOBEC1, (C, D)
IGF2BP1, (E, F) IGF2BP3 and (G, H) OASL.

5


