A 10 KICH B 10 KICH C 10 KICH

0.8 - 0.8 0.8
3 3 3
E 061 E 06 E 061 [
z | z I | z
% 04 T._ Z 04 % 04- _LI
3 0s 3 DSS 3 PFI
(/7] 7] (/7]
0.2 1 — 1-Year (AUC = 0.831) 0.2 — 1-Year (AUC = 0.831) 02 1 — 1-Year (AUC = 0.665)
F‘ — 3-Year (AUC = 0.603) — 3-Year (AUC = 0.653) l: — 3-Year (AUC = 0.615)
¥ — 5-Year (AUC = 0.598) ¥ — 5-Year (AUC = 0.632) — 5-Year (AUC = 0.600)
o'o T T T T 0‘0 T T T T o'o - T T T T
00 02 04 06 08 10 00 02 04 08 08 10 00 02 04 06 08 10
1-Specificity (FPR) 1-Specificity (FPR) 1-Specificity (FPR)

D ‘o UVM E o UVM F UvVM

4'1_’— . 1.0 "
,—J |
0.8 1 0.8 0.8 1
3 3 3
o o o
= 0.6 1 = 0.6 = 0.6
g 0.4 g 0.4 E 0.4
3 os s DSS s PFI
0.2 — 1-Year (AUC = 0.612) 0.2 1 — 1-Year (AUC = 0.612) 0.2 — 1-Year (AUC = 0.799)
— 3-Year (AUC = 0.808) — 3-Year (AUC = 0.852) — 3-Year (AUC = 0.817)
00 | — 5-Year (AUC = 0.606) 00 | — 5-Year (AUC = 0.667) 00 — 5-Year (AUC = 0.930),
0.0 012 014 OTS 018 1.0 0.0 012 014 016 018 1.0 0.0 012 014 0:6 018 1.0
1-Specificity (FPR) 1-Specificity (FPR) 1-Specificity (FPR)
Figure S1. Prognostic significance of UNCS5A in KICH and UVM. (A) - (C) the
prognostic value of UNCS5A for predicting 1-, 3-, and 5-year of OS, DSS, and PFI in
KICH, respectively. (D) - (F) the prognostic value of UNC5A for predicting 1-, 3-, and
5-year of OS, DSS, and PFI in UVM, respectively.
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Figure S2. Summary of alterations in UNCS5A expression in different tumors
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Figure S3. Relationship between UNCS5A expression and immune infiltration level in
BLCA, COAD, KIRC, LGG, and LUAD, respectively.
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Figure S4. (A)- (M) Spearman correlation between UNCS5A methylation and mRNA
expression in BLCA, DLBC, GBM, LAML, PAAD, PCPG, READ, STAD, TGCT,

THYM, UCS, and UVM, respectively.



