Supporting information legend 

Supplementary Figure  S1: (A) Distribution in expression fold change of RBPs across 16 cancer types. (B) and (C) Histogram illustrating the distribution of fold change of the significantly differentially expressed RBPs in ESCA and BLCA (BH adjusted p < 0.001, tumor vs normal). (d) Boxplot illustrating fraction of upregulated RBPs, TFs and PCGs across 16 types. 

Supplementary Figure  S2: (A) Venn plot illustrating the number of overlapped RBPs between cuRBPs/cdRBPs and previous reported RBPs. (B) Bar plot showing the number of proteins and interactions in PPI network formed by cuRBPs, cdRBPs, cuTFs and cdTFs respectively. (C) Distribution of the number of protein complex which is potentially formed by cuRBPs or cdRBPs. (D) Venn plot illustrating the overlap among TFs which positively regulate cuRBPs (cuRBP_positive_TF), TFs which negatively regulate cuRBPs (cuRBP_negative_TF), TFs which positively regulate cdRBPs (cdRBP_positive_TF) and TFs which negatively regulate cdRBPs (cdRBP_negative_TF). (e) Heatmap illustrating correlation for 16 RBP-miRNA pairs across 16 cancer types. Color key indicates the correlation coefficient.

Supplementary Figure S3: (A) Genetic alteration of seven candidates from two TCGA studies. (B) Volcano plot showing events which is differentially mis-spliced in PABPC1L highly expressed group comparing with PABPC1L lowly expressed group. PSI (percentage of aberrant spliced isoform). (C) Bar plot illustrating relative expression of genes in DLD1 cell lines upon PABPC1L knock down and control. (D) Bar plot illustrating ratios between aberrant spliced and normal isoform in DLD1 cell lines upon PABPC1L knock down and control. (E) Bar plot showing knockdown efficiency of siRNA targeting PABPC1L and MYC respectively.

Supplementary Table S1: The number of significant differentially expressed genes (DEGs). Rows marked with red are those cancer types showing opposite direction if required log2 fold change > 1.  

Supplementary Table S2: Correlation in expression between TFs/miRNAs and their target cuRBPs and cdRBP 

Supplementary Table 3: Somatic point mutation, RNA expression, somatic copy number alteration and DNA methylation of IGF2BP in breast cancer based on data from COSMIC database (https://cancer.sanger.ac.uk/cosmic). 
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