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Supplementary Fig. 1. Univariate Cox regression analysis revealed that 52 IncRNAs were related to the prognosis of
HCC patients



2.0

s
[&)]

Average P-value
-
o

0.5

0.0 éLDHZ

éLB

Clusters of Genes Based on Average Correlation and P-value with Optimized Gene Names

&YPZCB

&YPECQ

0.0
Average Correlation Coefficient

® Cluster1
@® Cluster2
@® Cluster3

dDR

éLCZﬁAm

&YP 3A4

DYNC2LI$

STARD: HSD11B2
'%‘R% R@ C%CJ‘M

PC1 CAV1

0.2 0.4

Supplementary Fig. 2: An additional k-means cluster analysis to divide the associated protein into 3

subgroups.



Risk = High risk = Low risk v
T S . . .
Sollme oL
=z @ © S s e o . e
HYE B vt st T S
3 ] g 1 =3 RIT VI :..,.._'1-.{.'.: :f? ive ‘}:-*:._(.- P VO
=% = T T T T T T T T
§0—50 E 0 50 100 150 200 250 300 350
s 0 Patients (increasing risk socre)
@0.25
p<0.001 O
5= High risk
0.00 O © e low Risk
. w
0 1 2 5 6 8 § 10 =97
Time(years) 0 <
o
¥ Hiohrisk224 150 65 44 29 16 10 3 2 1 1 o : - ; - I““
® Lowrisk118 104 61 45 24 24 15 5 4 2 0O 0 50 100 150 200 250 300 350
0o 1 2 3 4T' 5 6 7 8 9 10 Patients (increasing risk socre)
ime(years)

Supplementary Fig. 3: the KM analysis by taking the cutoff value of the risk scores at the maximum of the Youden-
Index.
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Supplementary Fig. 4: Spearman correlation analyses the between relationship between risks core and

clinical characteristics.
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