SUPPLEMENTARY FIGURES

Supplementary Figure 1. Hierarchical cluster dendrogram of differentially expression genes from the TCGA dataset.

Wwww.aging-us.com 1 AGING



POU4F1 NOVA1 SLCO4C1
104 101
. L
c c 8 c 81 .'..o .
o o o
= = = > R
2 2 2 eyt
2 L. D 4 Legtés
o a =%
> > >
w w 2 L 29 s . >
.o e . s cEmER ©
T -~ - 1 0 T T ”» T 1 0 T T T 1
0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 0.4 0.6 0.8 1.0
Methylation Status Methylation Status Methylation Status
MAGEA1
1ZUMO2
15+
[ ]
S c 10- . LI 4
] =) 4
] 0 .
% $ 54 d °
— = 'Y .
g =1 * »
L|>j m o oo > %

o
1

Methylation Status 5

0.2 04 0.6 0.8 1.0

Methylation Status

Supplementary Figure 2. The correlation between expression of the five genes and the methylation status was verified by

Pearson correlation coefficient.
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Supplementary Figure 3. Nomogram of clinicopathological characteristics and RiskRank.
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Supplementary Figure 4. Association between methylation status and expression.

mMRNA expression (RNAseq): NOVA1 mRNA expression (RNAseq): SLCO4C1 mRNA expression (RNAseq): IZUMO2
s B resont Hreog : ooy
B nowcbasoma(t) = A__Tf,'., o ° B tung_sman_cel(Ss)
. L ORS = uma(;z) b @ cms) : _:(e:r-mnr
29 pipaby panere
gl 1l gl " 0 o 8 e e ey s
° -: v a 8) ° -] M:ISC(!”) - [ meuroblastomal( 1’
g nnq_ual:(\l)‘” B  tey28) 0 bee_duct(8)
mesomekomay -2 B wvenz9) ' g (39)
i g ,‘_yf:';w" B oney(ss) 4 e g H uu_(::)um)
s I O glomaise) o, 0 nageny 1 0 %o Seswe20)
[ som_sssusc20) breasi(o0) Y. & B encometrium(28)
H 0 -5 B glant_cen_tumow(3) . [ urinary_tracti28)
[ Ewings_sarcoma(12) I newrcbiastomal17) B bressi0)
E ::‘-;:;)LL(WJ . Mmh;::ﬁ".) 0 : :;u;u.us»
8 st -0 endomesumat) ) Hiw
broas60) 2
[ esophogusi2)  _yp E:Mu)n s DSSTRR s SRt ak et o P e um-(e))
[ urnary wrack28) [ Tost_ALL(16) o o)

R R AR AR S AT

AR Q\:m»wm\ewx DR0DRIROAINNIINAGS i ':. i 1'\ Sl i B 00 AR
PGRGT PRy AP
& ’

oo /)e
%

& ST g

f’

mRNA expression (RNAseq): POU4F1 mRNA expression (RNAseq): MAGEA1
Rowass N
B T AL16) 4 i B chondrosarcoma(é)
1 meduobiastoma(d) s U Voia = metanoms(63)
@ aaon ung_ vl celts4)
@ omps) s ° :-mqimu:)
[ endometrium(28) . yrows(12)
= I R N =
B ovaniss) o + - 1 gomess)
S | i
Hicpe—d i ] medulioblasioma(4)
g el o % * g ::_:;u,w
S v & =
O menngioma(3) B cmus)
@ others) neurcdlastoma(17)
[ tymphoma_OLBCL(18) -10 [ breasti60)
[ teuk emia_other(S) B ovary(ss)
£ glomates) O prostae(e)
e | | W —— el LA LD 8 sotimmn onmcn

ﬁg};@%ﬁ‘?j& ;‘%‘{3; m }e j;}?&v M\é\?;{sj‘:“\ﬂ;}?e\ fw «:ﬁm }W:}%}?ﬁ\b :;..«;m\\m,.}. .},}‘,\2}\1\@?*
Nl i W vk s

< &

Supplementary Figure 5. Expression of 5 candidate genes in risk model in cell lines.
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Supplementary Figure 6. Gene-set enrichment analysis (GSEA) for 181 methylation-driven genes. (A) Molecular functions;
(B—H) Biological process (BP).
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Supplementary Figure 7. The association between the OS and individual gene expression of the candidate genes.
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Supplementary Figure 8. The association between the OS of patients who had treated with Capecitabine (Xeloda) and
individual gene.
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Supplementary Figure 9. The association between OS and methylation status of 5 genes. (A) Hazard Ratio of genes form the
survival model; (B) Survival curve.
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Supplementary Figure 10. Ct value from g-pcr in 23 clinical samples.
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