Supplementary

Table S1 Correlation of IRAK3 mRNA expression and clinical prognosis in LUAD with different clinicopathological factors by Kaplan-Meier

plotter
Clinicopathological Overall survival (n=1,161) Progression-free survival (n=906)
characteristics N Hazard ratio P value N Hazard ratio P value
Sex
Female 537 0.64 (0.48-0.86) 0.003 445 0.56 (0.4-0.79) <0.001
Male 566 0.75 (0.59-0.97) 0.03 461 0.69 (0.52-0.92) 0.01
Stage
1 370 0.4 (0.27-0.59) <0.001 283 0.58 (0.34-0.98) 0.04
2 136 0.46 (0.27-0.77) 0.003 103 0.7 (0.4-1.21) 0.20
3 24 4.3 (1.15-16.04) 0.02 10 NA NA
4 4 NA NA 0 NA NA
Stage T
1 272 0.72 (0.46-1.13) 0.15 235 0.49 (0.28-0.87) 0.01
2 357 1.32(0.98-1.79) 0.07 322 1.4 (1.04-1.91) 0.03
3 32 0.61 (0.27-1.42) 0.25 23 0.68 (0.28-1.69) 0.41
4 11 NA NA 5 NA NA
Stage N
0 485 1.22 (0.92-1.6) 0.16 420 0.75 (0.55-1.02) 0.07
1 130 0.52 (0.33-0.83) 0.005 115 0.77 (0.46-1.29) 0.32
2 56 1.87 (0.97-3.61) 0.059 49 0.54 (0.26-1.13) 0.10
Stage M
0 232 0.67 (0.43-1.03) 0.06 227 0.55 (0.32-0.93) 0.02
1 0 NA NA 0 NA NA

LUAD, lung adenocarcinoma; stage T, stage tumor; stage N, stage node; stage M, stage metastasis; NA, not applicable.

© Translational Lung Cancer Research. All rights reserved. https://dx.doi.org/10.21037/tlcr-24-391



>

~
LUAD

™

Purity B Cell CDB+ T Cell CDA+T Cell Macrophage Neutrophil Dendritic Cell
. cor =-0.278 . partial.cor = 0.307 « partial.cor = 0.201 . partial.cor = 0.3 parthal.cor = 0.312 partial.cor = 0.45| partial.cor = 0.402
6 + p=335e-10 « p=500e-12 < p=773e-06 p=1626-11||* =2046-12 +p=188e-25 . p = 2.24e-20|

IRAK3 Expression Level (log2 TPM)

LUAD (517 sampless)

LUAD (517 samples)

LUAD (517 samples)

02 03 04
Infiltration Level

LUAD (517 samples) LUAD (517 samples)

LUAD (517 samples)

LUAD (517 samples)

LUAD (517 samples)

08 06 06
Macrophag os:Act-DC Tem_CD8 Tem_CD4 Th17 Cet
Boa 03
8o- 04
&4 03
I
°
Soo 00 00 00
2
<
= 03
o4 / 03 Fo4 If
06
25 50 75 25 50 3 25 X 75 75 75 P 50 75 25 50 75 25 75
IRAK3_exp IRAK3_exp 3 e IRAK3_ex IRAK3_exp IRAK3_exp 3_e) IRAK3_exp
Spearman Correlation Test: Spearman Correlation Test: Spearman Correlation Test Spearman Correlation Test: Spearman Correlation Test: ‘Spearman Correlation Test: Spearman Correlation Test: Spearman Corelation Test:
tho = 0.416, p < 2.26-16 tho = 0.475, p< 2.2¢-16 Tho =039, p < 2.2e-16 tho = 0411, p<2.2¢-16 tho =0.354, p = 1.08e-16 tho = 0.397, p < 22e-16 tho =0.277, p = 1.69e-10 tho = 0.331, p = 1.51e-14
EPIC QUANTISEQ XCELL
microemironment score — @
TostcD4 . et ® immune.score o
Mooyt -
Macrophage M2 _ e
. Macrophage Y
P Teel reguistory. Tregs. Myeloid dendriic cel
_" e abs(correlation) B.cell ]
oot 0s TeellCD8 —_— e o1 Macrophage M1
Teell.CD4. naive —_—
ot @ o2
—— Neuirophil @ o Myeloid dendritc.cell.activated —_—
] 02 stroma score —_—
Macrophage M1 L Pyalue Plasmacytoid dendric.cell e
Gancerassociated foroblast — | S
. abs{cormslaton) ] Endothela il
® or Ncel - 075 T.cell CDB. central memory e
o P 050 Cancer.associated.fibroblast B —— Pralue
® o Tel.CDA.non reguiatory. - 028 B.cellmemory B —— ™
] Class switchedmemory.8.cell — ors
TeellcDs = Myeloid dendriiccal —_ Granuiocyte.monacye progenitor —e 050
Hematopoieticstem.cel —
025
U S —— Meonogyic — Macrophage M2 D —
wncharacterzsd.cel ]
Teell.coB —e
uncharacterized ool (e Mastel
o4 -0z o 2 o4 t — abs(correlation)
correl o 0 TellCDA. effectormemory —_— P
correlation B.cellnaive —_— b
MCPCOUNTER Bcellplasma B
® oz
o Eosinophi —_ ®:
Menocse A Neutrophil —e
al Teel.CD4...non reguiatory. _—
A Common myeloid progenitor —s
T.cellCDB. effectormemory —
Bl ———————® Teel.CD4.memory —
abs(correlation)
Teelk L
Teel ® & o1 Tcellreguiatory. Tregs.
® o2
T.cel.Co4. cenral
et ® o el.CD4..central memary
N NKCcel -—
. Pvalue Teeel gamma deita —_
o os Teel.CD4.Th2 B
- T.ell.CDB. naive ~—
- 05
Teel.cDA.ThT *—
Teel.co8 - © hmehale o @
= —_— o
02 02 00 04
comretation
Endotheiial ol
Gancerassocited fibrobiast
Neurophi =
0o 01 02 03 04
correlation

Figure S1 Correlation analysis results between IRAK3

expression and immune infiltration level in LUAD. (A) The correlation between the

infiltration of immune cells and the expression of IRAK3 from the TIMER database. (B) Correlation scatterplots between IRAK3 expression
and immune infiltration cells from the TISIDB database. (C) Lollipop plots for correlation analysis results by EPIC, QUANTISEQ,

XCELL and MCPCOUNTER algorithms. LUAD, lung adenocarcinoma.
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Figure S2 GSEA for LUAD samples with high and low IRAK3 expression and co-expression analysis. (A) GSEA of interferon-gamma
response pathway in the LUAD cohort. (B) GSEA of inflammatory response pathway in the LUAD cohort. (C) GSEA of IL6/JAK/
STAT3 signaling pathway in the LUAD cohort. (D) The correlation of IRAK3 and the key components of interferon-gamma response,
inflammatory response and IL-6/JAK/STAT?3 signaling pathways (***, P<0.001). NES, normalized enrichment score; FDR, false discovery

rate; GSEA, gene set enrichment analysis; LUAD, lung adenocarcinoma.
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