Figure S1.

A. The profile of classic characteristics of the two clusters based on hallmarker genesets
B. Gene enrichment analysis for PRGs based on immune geneset from the GO database

A

=
g 0.50 = © 050
s La
< o e 3
b ools o
g 0.3 X 02s AL .&’- S o2
| 2 @ g |
8 S W ; e
3 4 - =S
) 0.0 x' 0.00 X &, 0.00
E 2 45 g
£ 3 L %]
103 2025 ¢ R Z-025
g N 3
5 ol., A fas 2
3 06 -0.50 e, T 050
c1 c2
08 i <
w -
o
] al —_ <—t‘
g s . I 05
£ o4 T 03 i b
o | . [°4
Xz [$) . I
S0 5 Ll &
xR o0 £ 00 e E 00
gé 3 RIS E'
3 » * dee b4
30 & e &
E £-03 = 5 -
'8 ] Bo 1) v 05
Sz g . xz
Ta - 74 i 9
X e b
c1 c2 c1 2 T ct c2
KEGG_ANTIGEN_PROCESSING_ KEGG_NATURAL_KILLER_CELL
GO_LEUKOCYTE_MEDIATED_CYTOTOXICITY AND PRESENTATION R e

Funng Ennennert Seors

. Ruming Erncamer S

i I

Rewad 1 v

== B = o
[FE——— = £ = ™ o e
ek Onterd Dokt

R Ordered Datost

Figure S2.Multivariate cox regression analysis of OS for each key gene.
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Figure S3.The correlation of immune cells and PR score based on TCIA
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Figure S4 The differences of steps in immune cycle in two groups
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