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Figure S1. The highly conserved regulatory AS events (RAS) 
(A) Barplot showing all detected AS events by SUVA in the group.
(B) The top 10 most enriched GO terms (biological process) were illustrated for RAS (pSAR ≥ 50%) genes in the Tumor vs Normal group. The color scale showing the row-scaled significance (-log10 corrected P value) of the terms.
(C) Boxplot showing splicing ratio of the important RASEs. *P < 0.001, **P < 0.001, ***P < 0.001. And The survival curves regulated by the important RASEs.
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Figure S2. Dynamic changes of RAS related to immune microenvironment regulation in Tumor and Normal samples.
A. Fractions of different cells estimated by CIBERSORT in each sample.
B. Boxplot showing sixteen significantly immune cells.
C. Boxplot showing splicing ratio of the other RASEs. *P < 0.001, **P < 0.001, ***P < 0.001.
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Figure S3. Function of differentially expressed RBPs
(A) The top 10 most enriched KEGG pathway were illustrated for DERBP genes in the group. The color scale showing the row-scaled significance (-log10 corrected P value) of the terms.
(B) The top 10 most enriched KEGG pathway were illustrated DERBP co-expressed RAS and cell genes. The color scale shows the row-scaled significance (-log10 corrected P value) of the terms.
(C) Network showing the important pathways of RAS regulated by DERBP. 
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