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Supplementary Figure 1. The workflow of this study.
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Supplementary Figure 2. (A, B) Survival analyses for DFS (A) and OS (B) between low- and high- FS groups in TCGA-TNBC cohort. (C)
Multivariate Cox regression analysis confirmed that FS could serve as an independent prognostic biomarker for TCGA-TNBC samples. (D)
ssGSEA showed three distinct immunity phenotypes were identified in TCGA cohort. (E) The rate of different immunity phenotypes
between the low- and high FS groups. (F) Cibersort revealed the abundance of each TME infiltrating cells between the low- and high-FS
groups. (G) MCPcounter revealed the abundance of each immune infiltrating cell types between the low- and high-FS groups. (H, 1)
ESTIMATE analysis exhibited the diversity of the immune (H) and stromal score (I) between the low- and high-FS groups. (J) The expression

of immune profiles between the low- and high-FS groups in TCGA cohort.

WWW.aging-us.com

AGING



(i R .', 'y
'I:|| ":I..." III- .lll |l I |III |
I

II n
o TR e ."
Ly 1 L 1
| i || 1 T '1'
i j | I
i 1.1 I 11}
I | | 1
- = [ 5 Iy rlg ELL v
! A Al | 1t
enmcanen | manmeonn 3 | I!l oy
» 5 5 o » » s s § | ]
H 1 e 1L
» * . A » ¥ R
dititi it
D 100 o ’ F
o high_immunity e e - e
8 = medium_immunity
2 67.9% e
S = low_immunity \
8 G 'y Y AN
g s 5 1 o s |d @
3 < ’ ] on ] ’
| { 0
[ )k i ]
& 1] L 4 4 y +
& J ’ * . « - -~ d‘ L ‘
[
F AT S AP A7 —
& & SIS ‘3{‘;3-" fi} L, ol p -
X B DLy éeﬁ»\“ A ~,A £ S AV A e
goo@/ f‘f@\«fvf Ll e “:} £ & ¢ @f J"‘\ ¢
7 > e & «
&
I T cell phenotypic Myeloid lineage phenotypic Activation immune Inhibitory immune
G H and functional marker PSS ond nctona e receptors receptor and igangs """ Moduaters
FSgrovp FS-group BT T e TS T e T
6,000 ®high @ high

8,000
®ow ® 0w |

T =L

o

] tow

o

4,000
2,000

«7:‘7\7‘ *‘%

Supplementary Figure 3. (A, B) Survival analyses for MFS (A) and OS (B) between low- and high- FS groups in GSE58812 cohort. (C)
ssGSEA showed three distinct immunity phenotypes were identified in GSE58812 cohort. (D) The rate of different immunity phenotypes
between the low- and high FS groups. (E) Cibersort revealed the abundance of each TME infiltrating cells between the low- and high-FS
groups. (F) MCPcounter revealed the abundance of each immune infiltrating cell types between the low- and high-FS groups. (G, H)
ESTIMATE analysis exhibited the diversity of the immune (G) and stromal score (H) between the low- and high-FS groups. (I) The expression
of immune profiles between the low- and high-FS groups in GSE58812 cohort.

SH2D1A, Nelarabine FBP1, Fulvestrant PLCL2, Nelarabine
Cor=0.989, p<0.001 Cor=0.656, p<0.001 Cor=0.591, p<0.001
o 2 o o 5.0
0y o . . o
Q2 Q2 Q25 *
0 0 0.0 b-‘-,/
0 2 4 6 00 05 10 15 20
Expression Expression Expression
SH2D1A, Dexamethasone . )
Decadron SD2D1A, Fluphenazine FBP1, Raloxifene
Cor=0.571, p<0.001 Cor=0.561, p<0.001 Cor=0.554, p<0.001
2_ L3 . 61F . 4
o 34 o 44 o 3
0 5 n w02
Q 1] Q 24 Q 1
04 . 04 . 9 F=:
0 2 4 6 0 2 4 6 0 2 4 6
Expression Expression Expression
PLCL2, Hydroxyurea SH2D1A, Asparaginase IL18RAP, Imatinib
Cor=0.541, p<0.001 Cor=0.540, p<0.001 Cor=0.539, p<0.001
3 . 31 . . 6 .
[ . o 1] - o 44
EEE 2 0 [
L_) 5 . 9 97 / 9 2 )
91 -2 04 S .
ST Ten e : ' -3¢ . ' . Y ' !
00 05 10 15 20 0 2 4 6 0.0 0.1 0.2
Expression Expression Expression

Supplementary Figure 4. Identification of novel candidate compounds targeting the selected FS gene signatures.
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