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Figure S1. The expression of H/ACA snoRNP gene family in HCC patient based on TCGA datasets.
**% P<0.001.
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Figure S2. The expression of H/ACA snoRNP gene family in various tissues in the HCCDB database.



(A) The expression of GAR1 in different liver tissues. (B) The expression of NHP2 in different liver
tissues. (C) The expression of NOP10 in different liver tissues. (D) The expression of DKClin different

liver tissues.

A

GAR1
0.2
0.09
0.04
0.0 /
2
o 0.2
°
-0.4
0.47 -0.46
-0.6 1 1 T T
’b\ X X $
& e 06\0
SRCHCRS
& F ¢ ©
(€) N N
of Nl X
S N
<© QS’
vV
NOP10
C 1.0+
0.8+ 0.74
O 0.6+
w
o
2 0.4 329
0.25
0.2
0.07 | |
00'_.FI'| T
’b\ x x $
‘(Q (le’o 000 0&0
SR A
& ¥ s ¥
& o F
R\ O
S >

NHP2

0eg 073

0.5
8 0.14
g, 0.0 y —

0.57
-1.0 T T T T
& & && o“‘o‘
ARG A
S N ¥
R S\ &
R\ O
O3 &
DKC1
1.04
0.50
0.5
0.18
o
'S 0.0- -
- |_|
0.5
-0.56
-0.67
-1.0 T T T T
> s £
. & &
O N N &Y
> O Y 3
¢ F ¥ &
& L & o
@ O
3 &

Figure S3. Chart bar of the overall expression of the H/ACA snoRNP gene family in various tissues in
the HCCDB database. (A) The overall expression of GARI in different tissues. (B) The overall
expression of NHP2 in different tissues. (C) The overall expression of NOP10 in different tissues. (D)

The overall expression of DKC1 in different tissues.
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Figure S4. The mRNA expression of the H/ACA snoRNP gene family in the UALCAN database. (A)
The expression of NHP2 had difference in gender, while the expression of GAR1, NOP10, DKC1 had
no differences. (B) The expression of NHP2 had difference in age, while the expression of GAR1, NOP10,
DKCI had no differences. (C) The expression of NHP2, NOP10, DKCI1 had differences in weight, while
the expression of GAR1 had no difference. (D) The expression of GAR1, NHP2, NOP10, DKCI1 had
differences in cancer stage.

* represents P < 0.05, ** represents P < 0.01, *** represents P < 0.001.
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Figure SS. The prognostic value of the H/ACA snoRNP gene family in HCC. (A) The nomogram of
clinical characteristics and risk score of the H/ACA snoRNP gene family. (B) The risk score map of the
H/ACA snoRNP gene family. (C) The survival probability of the H/ACA snoRNP gene family grouped

by risk score.
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Figure S6. Volcano plot showing genes correlated with H/ACA snoRNPs gene family through Pearson’s
test analysis; red (positive), green (negative). (A) Genes correlated with GAR1. (B) Genes correlated
with NHP2. (C) Genes correlated with NOP10. (D) Genes correlated with DKCI1.



NOP10 NAF1
NOP10 ribonucleoprotein uclear assembly factor 1 ribonuciecprotein JIlExtension of Telomeres
[Source:HGNC Symbol:AccHGNC:14378] [Source HONG SymbolAccHONC 25126]

GAR1 N
GART ribonucleoprotein RV o AA AT [lichromosome Maintenance
[Source:HGNC Symbol;Acc:HGNC:14264) omea HONG Symbet Acc HONG:10475]
DKC1 TERT
dyskerin pseudouridine synihase 1 islomerase reverse transcriptase iRibosomal_L7AelL30e/S126/Gad45
[Source:HGNC Symbol:Acc:HGNC:2890] (Source:HGNC Symbol:AccHGNC:11730] -

NHP?, WRAPS3
NHP? ribonucleoprotein D repeat containing antisense to TP53

(Source:HGNC Symbol;Acc:HGNC:14377) or e ERE Sy A NG 55832]
RV e ARA ATPase 1
[Source:HGNC Symbol;Acc:HGNC:10474]
RFC
pepition factor G sububit 1
[Source:HGNC SymbokAcc: HGNC:9969)
RFCS
replication factor C subunit
[Sourco:HGNC SymbokAcc: SHonceers)
POLD3

lymerase (ONA) delta 3, accessory subunit
[Source HGNC SymboAca HONC 208321

POl
\yme 32 (ONA)epslion, catalytc subuni
[Source:HGNG SymbolAcc:HGNC:9177]
POLAZ
olymerase (DNA) alpha 2, accessory subunit
Source:HGNC Symbol;Ace:HGNC:30073)
RFC3
eplication factor G subunit 3
{Source:HGNC Symbol:Acc:HGNC:9971]
paLoz
accessory subunit
oG Symiaheine 9176)
A replication helicase/nuclease 2
{Source:HGNC Symbol:Acc:HGNC:293]
groz )|
factor C subuni
SDAEaTIONG SyrbdlACHGNC:99T0]

DNA) delta subunit
SoreeioNG Symbol AN 4106]

FEN1
lap structure-specific endonucloase 1
(Source:HGNC Symbol:AccHGNC:3650]

POLDT
s (DNA) dela 1, catalytic subunit
[Soulce HGNC Symbol:Acc:HGNC:9175]

POLE2
olymerase (DNA) epsion 2. accessory subunit
[Source:HGNC Symbol:Acc:HGNC:9178]

POLA1
polymerase (DNA) alpha 1, catalytic subunit
[Source:HGNC Symbol:Acc:HGNC:9173]

LIG1
JONA g
Sourcar Hane Symbol:Acc:HGNC:6598]

6 E3 Normal
o 2y W Tumor
Lo |
o 51 . s
EES . i
o% 44 . . 9 oy
s= s —
7% == i : = . !
s 3 . i s i H i
5w $ { i
38 . .
0d 24 ™ . 5
= .
F =+=| . <
| + w1 *1
0
T T T T T T T T T T
NAF1 RUVBL2 TERT WRAP53 RUVBL1 RFC1 RFC5 POLD3 POLE POLA2
8 -
E3 Normal
4 =N s B3 Tumor
§A 6 .l '_5 L |
ﬁé
S e e
2% 4 l -
oL
S -
g H + '
2 = 24 3 !
= . * .
o e

T T T T T T T T T T
RFC3 POLD2 DNA2 RFC2 POLD4 FEN1 POLD1 POLE2 POLA1 LIG1

Figure S7. Genes interacted with the H/ACA snoRNP gene family and their expression differences
between tumor tissues and normal liver tissues. (A) The Genes interacted with H/ACA snoRNP gene
family in GeneMANIA. (B) The mRNA expression differences of the 20 co-expressed genes



between HCC tumor tissues and normal liver tissues. * represents P <0.05, *** represents P < 0.001.
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Figure S8. Ribosome biogenesis pathway from KEGG PATHWAY Database.




