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Figure S1.Flow chart of the study
(A)
	Id
	coef

	FLNC
	0.119045864849518

	MARVELD1
	0.23730958229692

	IL7R
	-0.26768672369

	ANLN
	0.135481378556386

	FSTL3
	0.155314846508861

	AKAP12
	0.134865024033759
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Figure S2 Identifying representative candidate prognostic genes.(A) The results of multivariate cox regression analysis for prognostic genes.(B-C) The LASSO regression analysis and partial likelihood deviance on the prognostic genes.
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Figure S3 Validation of AAG_score in test cohort. (A) Expression patterns of selected prognostic genes in high- and low-risk groups.(B)KM analysis of the OS between the two groups. (C-D).The ranked dot plot indicates the AAG_score distribution and scatter plot presenting the patients’ survival status.(E)ROC curves to predict the sensitivity and specificity of 1-, 3-, and 5-year survival according to the AAG_score. 
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Figure S4 Validation of AAG_score in entire cohort.( A)Expression patterns of selected prognostic genes in high- and low-risk groups.(B.C)The ranked dot plot indicates the AAG_score distribution and scatter plot presenting the patients’ survival status. (D)KM analysis of the OS between the two groups.(E)ROC curves to predict the sensitivity and specificity of 1-, 3-, and 5-year survival according to the AAG_score. 



image7.tiff
Survival time (years)

15

10

® Dead

| ® Alive
°
o, * oo
'.‘ "0 o

'/"':."'r.*q’""”s? Mﬁ"&".‘w

0

50

100 150

Patients (increasing risk socre)

200

250





image8.tiff
Sensitivity

0.2 0.4 0.6 0.8 1.0

0.0

—— AUC at 1 years: 0.744
—— AUC at 3 years: 0.651
—— AUC at 5 years: 0.633

I T T I
04 0.6 0.8 1.0

1-Specificity





image9.tiff




image10.tiff
Survival time (years)

15

10

[ J
® Dead

| ® Alive

Patients (increasing risk socre)





image11.tiff
Risk score

10

® High risk
® | ow Risk

Patients (increasing risk socre)





image12.tiff
risk == High risk == Low risk

1.00

Z o075

=

©

Q

[<]

5 050

5

s

c

5 025

* p<0.001
0.00

012345678 91011121314151617 181920
Time(years)

x Highriskq 28205136940302217118 5 3 3 2 1 1 1 1
‘T Lowrisk{ 25@221348554 362316117 7 6 4 4 2 2 2 2

N =
-
o o

012345678 910111213141516171
Time(years)

©
-
©
N
o




image13.tiff
Sensitivity

0.2 0.4 0.6 0.8 1.0

0.0

—— AUC at 1 years: 0.752
—— AUC at 3 years: 0.674
—— AUC at 5 years: 0.643

I T T I
04 0.6 0.8 1.0

1-Specificity





image1.png
download LUAD profile from TCGA and
GEO

identification of subgroup

AAG cluster A(n=298)

DEGs were confirmed(n=655)

AAG cluster B(n=298)

TME prognosis,clinical
feature were compared

functional enrichment analysis

identification of genes associated
subgroup(gene cluster A and B)

identifing differences of prognosis
value and clinical characteristic

construction and validation of AAG
score

construction of Nomogram

relation of AAG score with TME,drug
sensivity,ICPs, TIDE,CSC





image2.tiff
Coefficients

0.4

0.2

0.0

0.2

-0.4

T
-3.0

Log Lambda

-25

-2.0





image3.tiff
9

12

30 20

96 89 77 66 53 41

T T T T T T T
Syl oyl g€l o€l x4 0zl Shb

soueINGQ POOYIONIT [ellied

(N33

-35 -3.0 25 20
Log(™)

-4.0

-45




image4.tiff
I\I “I’

00 MR Ris ke Risk

4

.\

3 low
B high
FLNC 2

MARVELD1 0

IL7R

ANLN

FSTL3

AKAP12




image5.tiff
risk == High risk == Low risk

1.00

Z o075

=

©

Q

[<]

5 050

5

s

c

5 025

3 0=0.020
0.00

012345678 91011121314151617 181920
Time(years)

x Highriskq 152066039251713129 6 4 3 3 2 1 1 1 1
‘T Lowrisk{ 1220359362616 8 6 3 2 2 2 1 1 0 0 0 0

o =
o =
o o

012345678 910111213141516171
Time(years)

©
-
©
N
o




image6.tiff
Risk score

® High risk
® | ow Risk

I ' I I
100 150 200

Patients (increasing risk socre)





