>

~~~~~~~~~~~~

wwwwww

EZH2 Expression Level (log2 TPM)

. Jum

=]

COAD.Tumar
COADNormal

£ g
B
GSE6764 GSE10143 GSE39791 GSE64041 GSE45436
*kk *kk
400 15000 8.0 i 104 10
Foxk Hokk ': c o5
= c 9 |
s 3004 5 S 7.5 - o - o .
? : 2 10000 2 E & . 3 :
2 g ¢ . $ 8 % g 61
S s H 2 7.04 a S
N [ ] N o~ N N o~ -
- Loogee o 2] 2 5
o 1007 = U w W 6- - w2
[]
Lo 0-4——& . o
Normal Tumor Normal Tumor Normal Tumor Normal Tumor Normal Tumor
P o o metssesls Expeession of EZ42in ":":g';““ on individual cancer Expression of EZH2 in LIHC based on tumor grade F—
=7 al 1 R=077
T T
N T £ i T s
| H 1 H | e
= i T E, | S
; ' 3" L 3" | g
| : T i | - 2 - | -
5 ‘ : T g
S 1 54 BT
—_— e — - 1 i i X = ! T | i
= i - W W mow owowm @ : : s -
o TGGA samples TCGA samples

l0g2(MKIET TPM)

Fig S1. EZH2 expression is upregulated in HCC and predicts an unfavorable
prognosis. (A) TIMMER?Z database analysis of EZH2 expression in various tumors.
(B) Expression of EZH2 in 5 HCC-related GEO datasets. (C) Expression of EZH2 in
LIHC based on nodal metastasis status. (D) Expression of EZH2 in LIHC based on
individual cancer stages. (E) Expression of EZH2 in LIHC based on tumor grade. (F)
Spearman’s correlation coefficient test showed the correlation between the
expression of EZH2 and Ki-67 in hepatocellular carcinoma samples by the GEPIA
database. ** P<0.01; *** P<0.001.
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Fig.S2 Overexpression and knockdown efficiency of EZH2 in HepG2 and
Huh-7 cell lines

(A).Transfection of EZH2 expression plasmid in HepG2 and Huh-7 cells,
Western blot detection of EZH2 overexpression efficiency (B).Transfection of
two types of EZH2 siRNAs in HepG2 and Huh-7 cells, Western blot detection
of EZH2 overexpression efficiency. ** P<0.01; *** P<0.001.
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FigS3. Screening of EZH2 related genes and expression of TFR2 in HCC. (A)
Correlation expression between EZH2 and TFR2, SLC25A28, ACO1, SLC39A14, and
IL-6. (B) Expression of TFR2 in HCC-related GEO datasets. (C) Percentage of high
expression of TFR2 in 8 pairs of HCC patients. (D) Spearman’s correlation coefficient
test showed the correlation between the expression of NRF2 and Ki-67 in
hepatocellular carcinoma samples by the GEPIA database. (E). IHC detection of TFR2
and Ki-76 expression in 8 pairs of HCC patients. (F). The correlation between Ki-67
and EZH2 expression. * P<0.05; *** P<0.001.
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