Figure S1. Inmunotherapy difference between high and low risk patients
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Figure S2. Biological enrichment of high and low risk patients
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Figure S3. Biological enrichment of patients with high and low MAS1L expression

A Pathway

GOMF_RNA_BINDING_INVOLVED_IN_POSTTRANSCRIPTIONAL_GENE_SILENCING
GOCC_T_CELL_RECEPTOR_COMPLEX
GOCC_PLASMA_MEMBRANE_SIGNALING_RECEPTOR_COMPLEX
GOMF_BITTER_TASTE_RECEPTOR_ACTIVITY
GOBP_SPLICEOSOMAL_TRI_SNRNP_COMPLEX_ASSEMBLY

GOCC_CAJAL_BODY

GOCC_MHC_CLASS_II_PROTEIN_COMPLEX
GOBP_B_CELL_RECEPTOR_SIGNALING_PATHWAY
GOMF_PRE_MRNA_5_SPLICE_SITE_BINDING
GOBP_POSITIVE_REGULATION_OF_CELL _KILLING
GOMF_D_THREO_ALDOSE_1_DEHYDROGENASE_ACTIVITY
GOMF_PROTON_TRANSPORTING_ATP_SYNTHASE_ACTIVITY_ROTATIONAL_MECHANISM
GOBP_ESTABLISHMENT_OF_PROTEIN_LOCALIZATION_TO_TELOMERE
GOBP_DNA_REPLICATION_CHECKPOINT_SIGNALING
GOBP_TRNA_5_END_PROCESSING

GOBP_SEQUESTERING_OF_METAL_ION
GOBP_PROGESTERONE_METABOLIC_PROCESS
GOBP_POSITIVE_REGULATION_OF_TELOMERASE_RNA_LOCALIZATION_TO_CAJAL_BODY
GOBP_POSITIVE_REGULATION_OF_MEIOTIC_NUCLEAR_DIVISION
GOBP_DNA_STRAND_ELONGATION_INVOLVED_IN_DNA_REPLICATION

B Pathway

KEGG_INTESTINAL_IMMUNE_NETWORK_FOR_IGA_PRODUCTION
KEGG_ASTHMA

KEGG_ALLOGRAFT_REJECTION
KEGG_HEMATOPOIETIC_CELL_LINEAGE
KEGG_VIRAL_MYOCARDITIS
KEGG_AUTOIMMUNE_THYROID_DISEASE
KEGG_RENIN_ANGIOTENSIN_SYSTEM
KEGG_PRIMARY_IMMUNODEFICIENCY
KEGG_GRAFT_VERSUS_HOST_DISEASE
KEGG_CELL_ADHESION_MOLECULES_CAMS
KEGG_STARCH_AND_SUCROSE_METABOLISM
KEGG_DRUG_METABOLISM_OTHER_ENZYMES
KEGG_PROTEASOME
KEGG_PORPHYRIN_AND_CHLOROPHYLL_METABOLISM
KEGG_AMINOACYL_TRNA_BIOSYNTHESIS
KEGG_DNA_REPLICATION

KEGG_BASE_EXCISION_REPAIR
KEGG_CITRATE_CYCLE_TCA_CYCLE
KEGG_PENTOSE_AND_GLUCURONATE_INTERCONVERSIONS
KEGG_ASCORBATE_AND_ALDARATE_METABOLISM

Gene ranks
L P R

o
T
[T
g
TR

0 10000 20000 30000 40000 50000

Gene ranks

i w0
L
[T T

oo
P v

Lot

10000 20000 30000 40000 50000

NES
1.66
1.97
1.42
1.68
1.66
1.52
1.62
1.44
1.58
1.50
-2.06
-2.02
-2.17
-2.05
-2.10
-2.12
-2.07
-2.19
-2.09

-2.05

NES
1.68
1.69
1.60
1.44
1.41
1.33
1.36
1.32
1.31
1.22
-1.97
-1.88
-2.46
-2.24
-2.16
-2.31
-1.99
-2.01
-2.27

-2.33

pval
1.0e-04
1.0e-04
4.0e-04
1.1e-03
2.0e-03
3.1e-03
3.3e-03
5.0e-03
6.5e-03
6.9e-03
4.5e-04
4.4e-04
4.4e-04
4.4e-04
4.2e-04
4.20-04
4.2e-04
4.1e-04
4.1e-04

4.1e-04

pval
4.5e-04
7.2e-04
2.7e-038
1.0e-02
2.3e-02
7.4e-02
8.8e-02
9.7e-02
9.8e-02
1.0e-01
1.0e-03
1.0e-03
9.4e-04
8.4e-04
8.4e-04
7.4e-04
7.4e-04
6.6e-04
6.0e-04

5.5e-04

pad
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.1e-02
3.3e-02
3.5e-02
4.2e-02
4.7e-02
4.8e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02
3.0e-02

3.0e-02

padj
1.3e-02
1.3e-02
2.0e-02
3.8e-02
7.2e-02
1.9e-01
2.1e-01
2.3e-01
2.3e-01
2.3e-01
1.3e-02
1.3e-02
1.3e-02
1.3e-02
1.3e-02
1.3e-02
1.3e-02
1.3e-02
1.3e-02

1.3e-02



	Figure S1
	Figure S2
	Figure S3

