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Fig. S2: Survival analysis of the TCGA-LIHC cohort.  

Kaplan-Meier plots show the association of RBP gene expression level and ten-year survival within the 

top and bottom tercile of 377 TCGA-LIHC (black: high and colored: low RBP gene expression levels, 

color code: DDX39A (magenta), HIST1H1C (turquoise), IGF2BP2 (red), KPNA2 (plum), NQO1 (grey), 

PEG10 (yellow), PKM (green), STMN1 (purple) and TOP2A (brown)). Statistics: log-rank (Mantel-

Cox). 
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Fig. S4: siRNA transfection efficiency and RBP-KD perturbation effects in human HCC 

cells 

a-f, Flow cytometry plots displaying gating strategy and transfection efficiency of siRNA (here 

siGLO) in a-d Huh7 and e-f HepG2 cells after electroporation. The completely shifted flow 

cytometry histogram indicates 100% transfection efficiency. Cell dead marker 7AAD was used 

to count dead and viable cells (shown as percentage). g, Boxplot showing the number of 

significantly differentially expressed genes (DEGs) upon RBP-KD in the ENCODE project 

database. Y axis represents number of DEGs; n represents the number of KD experiments; the 

box encloses all the data points between the upper and lower quartile; whiskers are drawn to the 

furthest data point falling within 1.5-times the interquartile range. Points represent outliers. The 

red line is median of the distribution and the blue line the mean (both median and mean are 

annotated with their respective values). Data is from (Van Nostrand et al., Nature, 2020; Davis et 

al., Nucleic Acids Res., 2018).
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Fig. S5: Gene Ontology (GO) and KEGG analyses of deregulated genes upon RBP-KD 
a-f, Circle plot shows GO term and KEGG pathway enrichment analysis of deregulated genes (FDR<0.05) after the siRNA-
mediated KD of RBP a, DDX39A; b, IGF2BP1; c, PEG10; d, PKM; e, STMN1 and f, TOP2A. No significant pathways were 
found for genes deregulated upon KD of HIST1H1C, KPNA2, and NQO1. The diameter of the circles corresponds to the 
number of genes in each GO or KEGG term and the color code represents varying degrees of significance for the respective 
RBP-KD (white: high and colored: low adjusted p-value). BP, biological process; MF, molecular function; CC, cellular 
compartment. 
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Fig. S7: Gene Ontology (GO) and KEGG analyses of deregulated genes upon OE 

a-d, Circle plot shows GO term and KEGG pathway enrichment analysis of deregulated genes 

(FDR<0.01) after the CRISPRa-mediated lincRNA-OE a, LINC00326; b, LINC01419; c, LINC02119 and 

d, MSTR.12891. The size of the circles indicates number of genes in each GO or KEGG term and the 

color represents varying degrees of significance for the respective lincRNA-OE experiment (white: high 

and colored: low adjusted p-value). The color-code links the lincRNA to the respective RBP-KD 

experiment through which it was identified (blue: CCT3, red: IGF2BP1, purple: STMN1). A maximum 

of 15 terms are shown in each GO or KEGG term (full list is available in Table S13). BP, biological 

process; MF, molecular function; CC, cellular compartment. Figure continues on the next page.
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