
Supplementary Table S1: The detailed information of 4 GEO datasets. 
GEO Samples GPL Citation 

GSE88091 shHNRNPA1 HepG2 (n=2) Illumina HiSeq 2000 

[1] 
GSE80836 shHNC HepG2 (n=2) Illumina HiSeq 2000 
GSE87990 shHNRNPA1 K562 (n=2) Illumina HiSeq 2000 
GSE80858 shNC K562 (n=2) Illumina HiSeq 2000 
GSE71012 siNC MCF-7M (n=2) 

siHNRNPA1 MCF-7M (n=2) 
Illumina HiSeq 2000 

 
[2] 

GSE115654 Ctrl B-LL (n=2) 
HNRNPA1-KD B-LL(n=2) 

Illumina HiSeq 2500 
 

[3] 
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Supplementary Table S2: Sequences of primers for qRT-PCR. 

Name Sequence 
HNRNPA1-F GGCCTTGCATTCATAGCTGC 
HNRNPA1-R GCTCACGGACTGTGTGGTAA 

ABCC3-F GGTTCACAAAGGCTGCTAAACC 
ABCC3-R ATGGCCATCCTGGGGGGAGGT 

ADGRL3-F GTTAAAGATATCTCTACCACAGG 
ADGRL3-R CAAGAGGTCCCTATAGTTCCTG 
CERKL-F CATTGGTAGATCTTGTTACATCAG 
CERKL-R TATTGGCAGGCTTTCCAAACAG 

CIT-F CCAAGCAGTTTCTGAACCCAGGC 
CIT-R GAAGCTGATGCTGCCCGCGAC 

FBXO30-F AGTCCAGCTCGGCCGGCGCG 
FBXO30-R TGTGGGGTACGGAGCGTC 

HPS1-F GCACTGTGGCTGACAGCTTC 
HPS1-R TCGCCGTGGAGGTGACTAC 
KIT-F GCAGCGATAGTACTAATGAG 
KIT-R CTATTCTCACAGATCTCCTT 

MAP2-F CTAAAGGGGGGCAGGTTAGGATT 
MAP2-R GGTAACAATTTGTACATTTCCGCC 

POFUT2-F CCTGCCATGCTTTAGAGCCAG 
POFUT2-R GTTGCCACAGGGATGGAGG 

POLN-F GATCTTGTGAACCTGCCTGTAT 
POLN-R CAGAAGCAGTGTTAAATGCTC 

 
 



 
Supplementary Fig.1 Correlation of HNRNPA1 expression with immune cell infiltration. (A) 
ssGSEA. (B) ImmuCellAI.  
 



 
Supplementary Fig.2 Identification of DEGs in shHNRNPA1 cells. The volcano plot of the 
differentially expressed genes in shHNRNPA1 cells. The threshold is fold change> 1.5 and P value 
< 0.05. The up-regulated genes are shown in red, while the down-regulated genes are shown in blue. 
(A) HepG2. (B) MCF-7M. (C) K562. (D) B-LL. 



 

Supplementary Fig.3 Functional enrichment analysis of DEGs in shHNRNPA1 cells. Enriched 
KEGG and GO terms based on DEGs. Threshold is P value < 0.05. (A) HepG2. (B) MCF-7M. (C) 
K562. (D) B-LL. 



 
Supplementary Fig.4 The dysregulated alternative splicing events induced by HNRNPA1 
downregulation. (A) The dot plot of five basic types of AS events in five tumor cell lines. The 
threshold is FDR <= 0.05 and |IncLevelDifference|>0.01. The up-regulated AS are shown in red, 
while the down-regulated AS are shown in blue. (B) The total number of dysregulated alternative 
splicing events induced by HNRNPA1 downregulation in five tumor cell lines. 



 

Supplementary Fig.5 Consistent alternative splicing events shared by tumor cells. (A) The 
Venn diagram of alternative splicing events, A3SS, MXE, and RI, shared by five tumor cell lines. 
(B) The percentage of consistent alternative splicing events. (C)Sashimi plot illustrating shared 
skipped exon (left) and 5’splice site (right) induced by HNRNPA1 downregulation in SKOV3, 
HepG2, and K562. 



 
Supplementary Fig.6 Illustration of medium, DMSO, CD3α, and neoantigens IFN-γ ELISpots 
wells.  
 


