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Figure S1. Results of western blot experiment and flow cytometry

(A) The result of western blot experiment of GAPDH. (B) The result of western blot experiment
of RBM47. (C) Flow cytometry results.



RASG KEGG pathway

RASG DEG overlap GO enrichment P top

Shigellosis: °
A Input.number
Autophagy - animal [ ] °
Ubiquitin mediated proteolysis ® 3 ig Corrected.P.Value
Fanconi anemia pathway+ . ® 25 7.059728e-06
Autophagy - other: . ® 30 regulation of transcription by RNA polymerase Il °
Protein processing in endoplasmic reticulum: ®
Thermogenesis{ ® Corrected.P.Value Input.number
Endocytosis{ @ 0.2 5
Mitophagy — animals « 0.1
Base excision repaird -
55 % BN
AT N L
-log10 Pvalue -log10 Pvalue
C e w—
MDM2 chrl2 168808320 168808410 168809209 | -—:
3.47
e ¢ Wl | owsssencsoc
0.75
4.39 0.4
-0.96
2.94 o 03
-0. ©
335 02
-0.78 0.1
3.89
o il e
i o
-0.60 i Ry
ENST00000258149.11 <
ENST00000428863.6 oo
ENST00000393412 1.0
ENST00000311420.13; Ok
ENST00000493419. =0.8
ENST00000393417.8 [
ENST00000258148.1 1= x0.6
ENST00000539479.6 204
ENST00000393415.7 -
Rt et | oz
NST00000333416, 7mmmmmmmmmme - EE— - - 0.0
I
T —
NST00000299257 5 eummm— &
T e
=
NST00000540352. 5 S——
L=
T | e
i =
ENST00000350057.Ommmmms
Bl
BT 0000000 02
E STO0000! ggu?. —

Figure S2. RBM47 regulates alternative splicing in HCT116 cells.

(A) Scatter plot exhibiting the most enriched KEGG pathway results of the regulated alternative
splicing genes (RASES). (B) Scatter plot exhibiting the most enriched GO biological process
results of the overlapped genes between RASGs and DEGs. (C) RBMA47 regulates alternative
splicing of ABIL. Left panel: IGV-sashimi plot showing the regulated alternative splicing events
and binding sites across mMRNA. Reads distribution of RASE is plotted in the up panel and the
transcripts of each gene are shown below. Right panel: The schematic diagrams depict the
structures of ASEs. RNA-seq validation of ASEs are shown at the bottom of the right panel.

Error bars represent mean £SEM. ***P-value < 0.001, ** P-value < 0.01, * P-value < 0.05.



