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Figure 1: Inference of RNA binding proteins driving cancer expression patterns. Using

ENCODE eCLIP data and TCGA tumor profiles, we applied RABIT framework to identify
RNA binding proteins (RBP), whose target genes are differentially regulated in cancer. (a)
The fractions of patients with target genes up or down regulated are shown for each
combination of RBP and cancer type. (b) The fractions of patients with target genes
differentially regulated are shown for all combinations of cancer types and RBPs whose
targets are differentially regulated in at least 50% patients in one cancer type. (c) All lung
adenocarcinoma patients are divided to two groups according to the SUB1 activity
predicted by RABIT. The overall survival was shown by KM plot. The association between
RABIT regulatory activity and survival was tested through CoxPH regression. (d) In the left
panel, the cumulative distributions of gene expression after SUB1 knock down in HepG2
cell are shown for predicted SUB1 targets and none-targets. In the right panel, the
cumulative distributions of mRNA decay rates in HepG2 cell are shown. The comparison
between two categories is done through Wilcoxon rank-sum test.
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