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S1 Fig. Schematic workflow of ZNF score model construction.
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S2 Fig. (A) Volcano plot of DEGs in TCGA-UCEC. (B)Volcano plot of DEGs in
GSE17025. (C)Venn diagram of 18 upregulated ZNFs. (D)Venn Diagram of 74
downregulated ZNFs. (E) Relative area changes under the curve cumulative
distribution function (CDF) curves from k =2 to 5. (F)Prevalence of DE-ZNFs CNV
alterations. Column height represents total alteration frequency, blue dots indicate

deletion frequency, red dots denote amplification frequency.



Gene HR(95% CI for HR) p value
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S3 Fig. (A) Forest plot of eight prognostic ZNFs. (B-E) Alluvial diagram depicting
dynamic transitions among ZNF clusters, ZNF score stratification, survival outcomes,

tumor grade, microsatellite instability status, and age distribution.
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S4 Fig. (A-D) The correlation between the ZNF score and several immune cell
infiltration, including (A)Macrophages M1, (B)NK cells activated, (C)T cells CD4
memory resting, (D) T cells follicular helper. (E-L) The correlation between the ZNF
score and several immune check points, including (E)BTN2A1, (F)BTN2A2,

(G)BTN3A1, (H)BTNLY, (1)CD27, J)CD40LG, (K)CD47, (L)CDS6.



TNFSF14

HLA-DPB2

A

1 R=0.27,p=4.4e-08

R=+027, p=32e-08

5 1§ 3 3

ZNF score

ZNF score

A

ZNF score

R =~0,13,p £ 0.011

8 1 ]
o K
...{ e, .

HLA-DPB1

ZNF score

125 . .
R=-0.12, p.=0.013
’r",..-:
PR .
&
- 100
m
['4
Q
<
-
T 754
5.0
-0 ’ 2 3
ZNF score

ZNF score

HLA-DQB2

A

R=0.26, p = 1.4e-07

10.04

7.51

5.0 1

2.54

0.01

10.01

ZNF score



S5 Fig. (A-D) The correlation between the ZNF score and several immune check
points, including (A)CD274, (B)LGALSY, (C)PVR, (D)TNFSF14. (E-J) Correlation
analysis between ZNF score and HLA gene expression profiles, including (E)HLA-
DPBI, (F)HLA-DQB2, (G)HLA-DPB2, (H)HLA-DRB1, (1)HLA-DRB5 and (J)HLA-L.
(K-L) The correlation between the ZNF score and several IL, including /L7 (K) and

IL27 (L).
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S6 Fig. (A-B) Mutational landscape of eight prognostic ZNF genes in the high (A)

and low ZNF score groups (B).






S7 Fig. (A-B) The expression of BNC2 in normal tissue and UCEC; (C-D) The
expression of HIC! in normal tissue and UCEC; (E-F) The expression of KPNA2 in
normal tissue and UCEC; (G-H) The expression of NR3C! in normal tissue and

UCEC; (I-J) The expression of ZDHHC15 in normal tissue and UCEC.
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