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Supplementary Figure 1. Functional and immune infiltration differences in TCGA prostate cancer subtypes. (A) Box plot
showing differences in immune cell infiltration proportions calculated by ssGSEA algorithm; (B) Box plot showing differences in immune cell
infiltration proportions calculated by TIMER algorithm; (C) Box plot showing differences in stromal score, immune score, ESTIMATE score,
and tumor purity, with red and blue representing C1 and C2, respectively.

Wwww.aging-us.com 1 AGING



oo oEe o oEc oo

Wilcanon, p = 0.03% [ Wilcoxon, p = 0.34 1 Wilcoxon, p = 1e-05, Wilcoxon, p = 0.22
015 .
. : 04]
018
~ 04 1 .
H .
Zon g H H 8" :
] Eorn . 5 S ] '
2 o E E
8 ] £ 8ol H
@ ] . goz [
005 o :
H ot
1] -
. .
oo el A o
& & ai & & & ai &
o o B oo oo
. 054 Wiggron, p = 2.3e-14 Wilcoxon, p = 0.58, w15 Wilcoxon, p= 0.16 4
. .
= H . .
2o a7
e i 4 § ' *
i K ‘ R
2 ]
i g” E . 5
2 € aoso]
o o 5 g H . £
2 Zoz ) H 3
) S é 1 . 2 005
- 2 00251 H 8
o025 Bos T ] =
- o
00 000 —L 000
’ <1 cz c1 cz c1 cz €1 c2
N BEc B o oo B o EEc
015 Wilgowon. p = 0.66 [ Wikown, p=07 ] Wicoson, p =035, Wikgwon, p = 0.014
.
oge. I
- 0.094 .
g E ’
Eon . E gose ] . H
2 ' il . H Eon
5 : fou ! s |t
3 * g H . Lom &
£ s i I g
& os2 . .
H
1
000 000 00 — —a 000
) 2 i e & [ & c2
o8 Ho B o B Ho B
o1s]  Wikoson, p=0.08% os{ Wicaxon, p = 0.0025 Wicoxon, p=067, | 04  Wicowon,p=084, |
. * az0. . ]
* -
04 . . i 034
s = ] o L]
1 . H . . 508 s . '
0 | d |
) : . goe i : g g
g H : H £ Hozf
.
£ ! 1 S0z gowe &
ot 4 i 3
[ o - a1
00 o0 a0 00
] ¢z ¢ cz ] €z €1 ca
o B o o B o B [
[ Wigpon, p= 49807 | Wikowen, p = 052, o] VilicoRen 5= 05T 4 Wicowon, p= 01 o
] . ]
@010 ! H 0051 04 . o10 *
i t . £ . i
H i“"“‘ l . £os . . 5 f .
3 2 o
| : ] 2 H .
%oas < H : Joz Bo0s : H
- . H ] ¥ H
a a1 = H
H [
. . SR N
& & a & & & & &
o Bz Mo B
WilGakon, p =017, 0089 Wiligion, p = 0.042
003
008
gw . £ou
w . ]
b i : 2
.
oo . ] .
. . o .
w4 i
E cz cr cz

Supplementary Figure 2. Box plot showing differences in immune cell infiltration proportions calculated by CIBERSORT
algorithm, with red and blue representing C1 and C2, respectively.
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Supplementary Figure 3. Box plot showing differences in immune cell infiltration proportions calculated by xCell algorithm,
with red and blue representing C1 and C2, respectively.
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Supplementary Figure 4. Validation results of the model performance using TCGA testing set. (A—C) Risk triad plots of TCGA
testing set, including heatmap of model gene expression in risk score groups, scatter plot of risk scores, and scatter plot of survival time,
with red representing high-risk group and blue representing low-risk group; (D) KM curve of TCGA testing set; (E) ROC curve of the overall
TCGA dataset.
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Supplementary Figure 5. Validation results of the model performance using the overall TCGA dataset. (A—C) Risk triad plots of
the overall TCGA dataset, including heatmap of model gene expression in risk score groups, scatter plot of risk scores, and scatter plot of
survival time, with red representing high-risk group and blue representing low-risk group; (D) KM curve of the overall TCGA dataset; (E) ROC
curve of the overall TCGA dataset.
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Supplementary Figure 6. Validation results of the model performance using the GSE70770 validation set. (A—C) Risk triad
plots of the GSE70770 dataset, including heatmap of model gene expression in risk score groups, scatter plot of risk scores, and scatter plot
of survival time, with red representing high-risk group and blue representing low-risk group; (D, E) KM and ROC curve plots of the
GSE70770 dataset.
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Supplementary Figure 7. Validation results of the model performance using the GSE70769 validation set. (A—C) Risk triad
plots of the GSE70769 dataset, including heatmap of model gene expression in risk score groups, scatter plot of risk scores, and scatter plot
of survival time, with red representing high-risk group and blue representing low-risk group; (D, E) KM and ROC curve plots of the
GSE70769 dataset.
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Supplementary Figure 8. Pathway enrichment differences among model groups. (A) Differences in HALLMARK pathway
enrichment scores between high and low-risk groups, with asterisk indicating significance of differences; (B) Correlation heatmap between
Riskscore and model gene expression with pathway enrichment scores, with color depth representing the level of correlation and “indicating
significance.
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