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LEGENDS
Fig. s1. Flow chart in construction and validation of 3 prognostic-related IRGs.
Fig. s2. The correlation between immune and stromal score and clinicopathological stage features.
(A-D) The correlation between ESTIMATE score and clinicopathological stage of patients. p<0.05 was statistically significant.
(E-H) The correlation between immune score and clinicopathological stage of patients. p<0.05 was statistically significant.
(I–L) The correlation between stromal score and clinicopathological stage of patients. p<0.05 was statistically significant.
Fig. s3. The analysis of immune genes and PPI network
(A) The Venn diagram of the intersection of IRGs and DEGs
(B) The PPI interaction network of immune genes constructed by Cytoscape
(C) The key module of PPI network constructed by Cytoscape
(D) The top 30 genes in PPI sorted by the number of nodes
(E) Results of WGCNA analysis of 234 key genes in PPI network
(F) Results of WGCNA analysis of 93 key genes in PPI network
Fig. s4. The verification of expression of 3 immune genes and prognosis in network database GEPIA and
(A-B) The verification of expression of BTK in normal and tumor tissues and prognosis of patients in GEPIA
(C-D) The verification of expression of CD1C in normal and tumor tissues and prognosis of patients in GEPIA 
(E-F) The verification of expression of S100P in normal and tumor tissues and prognosis of patients in GEPIA 
Fig. s5. The correlation between 3 IRGs and clinicopathological stage features
(A-D) The correlation between BTK and clinicopathological stage of patients. p<0.05 is statistically significant
(E-H) The correlation between CD1C and clinicopathological stage of patients. p<0.05 is statistically significant
(I-L) The correlation between S100P and clinicopathological stage of patients. p<0.05 is statistically significant
Fig. s6. The GSEA of 3 immune genes
(A-B) The GSEA of LUAD patients with high- expression and low-expression BTK
(C-D) The GSEA of LUAD patients with high- expression and low-expression CD1C
(E-F) The GSEA of LUAD patients with high- expression and low-expression S100P
Fig. s7.
(A) Immunofluorescence of S100P and NK cells in paracancerous tissues 
(B) Correlation map of S100P and NK cells in paracancerous tissues
(C) Immunofluorescence of S100P and NK cells in cancer tissues
(D) Correlation map of S100P and NK cells in cancer tissues
Fig. s8.
(A) Immunofluorescence of BTK and macrophages in paracancerous tissues
(B) Correlation map of expression of S100P and NK cells in paracancerous tissues
(C) Immunofluorescence of BTK and macrophages in cancer tissues
(D) Correlation map of BTK and macrophage expression in cancer tissue
Fig. s9.
(A) Immunofluorescence of BTK and NK cells in paracancerous tissues
(B) Correlation map of BTK and NK cells in paracancerous tissues
(C) Immunofluorescence of BTK and NK cells in cancer tissues
(D) Correlation map of BTK and NK cells in cancer tissues
image4.tiff
Percent survival

~ o
po— =
BTK .. —_
o i s100P
L0 - (=]
ihe ~1
<
[3eB —“—
uwr
[aVE .
— k : B
o4 fa ! — .
LUAD LUAD 4D
(num(T)=483; num(N)=347) (num(T)=483; num(N)=59) (num(T)=483; num(N)=347)
Overall Survival Overall Survival Overall Survival
= e —mEeml - =iinen
Logrank p=8.2e—05| Lograni p=0.043 Logranl %( p=0.016
© HR(high)=0.55 © HR(high)=0. @, HR(high)=1.4
o p(HR)=0.00011 TO B(Hf T ol P(HR]
nihigh)=238 > n(high)=239 s nihigh)=239
© n(low)=239 E © n(low)=239 E © n(low)=239
o 20 29
o g =] g o
fo) f7)
o 0o a oy
o (=) o
o o, =2
=] r T T T T Sl U T T T T © T T T T
0 50 100 150 200 250 0 50 100 150 200 250 0 50 100 150 200 250
Months Months Months




image5.tiff
o

s = N -

S S

@15 e - éws

5 5

10 . % 10]

I~ a x

= . .

m 5 ¥ o o e 'D_J 5
0 ﬁ @ 0

o

T

0

m

IS @
=3

CD1C expression
N

Stage | Stage Il Stage Ill Stage IV

-n

W A o
S 8 &5 2

S100P expression
3

o

— 2

T — c

= s
—_ . 3
L3 . 3
3
3. Q20
.. &

i . 3
& ool Sk
Stage | Stage Il Stage IIl Stage IV J
s ,

5

S4

§

§3

)

o 2

S

51
0

Stage 1 Stage Il Stage 11Stage IV





image6.tiff
— KEGG_AUTOIMMUNE _THYROID_DISEASE
— KEGC™CelL ADHESION MOLECULES CAts
Ef

KEGS_ ARGINNE AND PROLINE NETABOLISH
KEGG_BASE EXCISION. REPAI
X

0.7

CTION
— KEGSTNATURAL KITLER, CELL MEDITED CYTOTOXIOITY
— KEGG_T CELL RECEPTOR SIGNALING. PATHWAY
= KEGG_TOLL_LIKE_RECEPTOR_SIGNALING PATHWAY

)
@

hment Score

°
»

Enrichment Score

Enri

Bl g
pr..f.u..lz'l.ln [ ;

>Tow expression

> Tow expression BTKTigh expression<

— KEGG_AUTOIMMUNE_THYROID_DISEASE
IGNALING PATHWAY

°

KEGO AMNOACYL TRNA BIOSYNTIESIS
KECG BASAL TRANSCRIPTION FACTORS

KEGG CELL CycL

KEGS GIYOXVLATE AND_ DICARBOXYLATE. WETABOLISH

KEGS HOMOLOGOUS RECOIBINATION

ios1S

o

= KEGG JAK_STAT STGNALING. PATHWAY ~

- KescIvsosome
KEGG_T CELL RECEPTOR SIGNALING_PATHWAY
KEGG TOLL LIKE_ RECEPTOR SIGNALING. PATHWAY

°

KEGG RNA_DEGRADATION
KEGG_UBIGUITIN_WEDIATED_PROTEOLYSIS

CD1C igh expression<: > Tow expression

> Tow expression

oo F

Kt THUA
KEGG_AUTOIMMUNE_THYROID_DISEASE

KEGG B CELL RECEPTOR SIGNALING PATHWAY 0.0} — KEGG_AMINOACYL TRNA BIOSYNTHESIS
KEGG_CELL_ADHESION MOLECULI

KEGG CYTOKINE_CYTORINE RECEPTOR_INTERACTION O e DICFONRER

g KEGG HEWATOPOIETIG GELL LINEAGE ~ ®
3 KEGG_JAK_STAT SIGNALING_PATHWAY §-02
B KEGG_T CELL RECEPTOR SIGNALING PATHWAY 3
bt KEGG TOLL LIKE RECEPTOR SIGNALING, PATHWAY &
£
T KEGG TYPE | DIABETES MELLITUS £ SS PTRMDINE ETAS
g g KES Shticzcaone
£ £
S ]
=3 £
& I
0.00]

iy ,M,"Ih:' \

b by Bl

> low expression == Tow expression’

5100 high expression=—





image7.tiff
0.0,
0

cotercoser

[
0 10 20530040 50 60





image8.tiff
. : Macrophage

o Fgamson 04200
i 2593

C

£6:M1 macrophage
e

3
2
1





image9.tiff
CD16+CDS6+





image1.tiff
551 LUAD in TCGA ]

ESTIMATE {l CIBERSORT
Immune Stromal
Score Score Profile
3 )
common Correlation
2 g
[ 232 Immune gene |
4 ¢ Difference
[ PPI-93 ] [ Uni-Cox ] .y
Lasso TIC
— :
[ Prognostic ]—[ Prognostic =

Survival
model genes

U v

Correlation

VERD
VIidio

[eAIAING

o
3,
o
S

2in2 20y

ue|dey|
welbhowoN

<
@.
(1]
=
1
)
~+
~+
[1]
=

1s91 jues-607




image2.emf
AEIBFJCGDLHK


image3.tiff
A

Immune gene

common gene

234Gene-Module-trait relationships

MEblue  MEturquoise

MEbrown
d00TS 2TAD N1g

-0.31
(9e-14)

-0.064
(0.1)

0.31
(9e-14)

0.064
(0.1)

1

MEturquoise
d00TS JTAD Y148

MEgrey

10

20 30 40
Number of adjacent nodes
93Gene-Module-trait relationships

0.25 -0.25
(2e-09) (2e-09)
-0.12 0.12
& &

50 60




