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Abstract: [ Objective ] To identify the IncRNAs related to postoperative recurrence of hepatocel-
lular carcinoma (HCC) by microarray re-annotation strategy. [Methods] The differentially ex-
pressed IncRNAs were identified in 35 cases of HCC with postoperative recurrence and 41 cases
of HCC without recurrence by IncRNA re -annotation strategy. The classification power of the
IncRNAs was analyzed by ROC curve. The biological functions and pathway related to these
IncRNAs were investigated by gene co-expression network and gene functional enrichment analy-
sis. [Results] Three differentially expressed IncRNAs(LINC00342,LINC00607, LINCO1553) were
found in the dataset [(log(fold change) >1,q value<0.05)]. The AUC score of the three IncRNAs
was 0.693 by ROC curve analysis. Co-expression network analysis and gene functional enrich-
ment analysis showed that the genes in LINCO0342 related co-expression network were enriched
in cell cycle related biological functions;genes in LINCO0607 related co-expression network were
enriched in inflammatory response and immune response related biological functions;genes in
LINCO1553 related co-expression network were enriched in DNA replication and repair related
biological functions. [Conclusion] The IncRNAs identified in the study may be involved in post-
operative recurrence of HCC,which might be a potential biomarker for HCC prognosis and worth
of further investigation.
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RNA (lincRNA) Table 1 The information of three differential expressed IncRNAs
2.2 3 4 IncRNA AR5 Ensembl id Symbol Chromosomal position Ratio  Q value
S &5 NESHR ENSG00000232931  LINC00342 Chromosome 2: 95807118-95816215(-) 3.246  0.002
N T %3 A ENSG00000235770  LINCO0607 Chromosome 2: 215611563-215843722(-) 5.123  0.003
ENSG00000235931  LINCO1553 Chromosome 10: 59955430-59960913(-)  0.254  0.002
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Figure 1 The ROC curves for classification by
the three IncRNAs

2.3 LncRNA 5ERMERIEMWE ST

J T #E— 1588 3 4 IncRNA Al S 50049
FUihe, SR KRB R L E LS 34
IncRNA A7 3 L ERIRM R (IRI>0.9,P<0.05),
45140 Figure 2 s, 58] 3 /> IncRNA AH 3¢ Y 5
PR3 ek R 4% | Ho b LINC00342 A 56 it 3t 22 35 7 4%
A 21 A FEN S LINC00342 W 3t kik ¥ Ik 213

LT IR R S LINCO0607 AH I i) 3t 3 ik W 4% i A
21 A5 LINC00607 i #3363k ¥ I 128 4 Jt
FIRA K F LINCO1553 FHC LR IB M g 16 4
FH 5 LINCO1553 W 3 gkik | ¥ & 73 S 4L3Rik

Gy B =A% 3 E1T GO 5 pathway
hfeE £ 0P, 455140 Table 2 178, LINC00342 A
5 1R 2 R IR 4% v IR 32 4 ) A0 i R 0D R G
() 2 W 2 T 5 38 B ; LINCO0607 H ¢ 1) 3 26 34 )
26 rp L DR s B A B RRE RN T A RN A G
B A= W) 2 T fiE 5 % LINCO1553 AH 3¢ iy 3 36 1k
g rp LN 2B E A B “DNA #5188 M Lk
AR

3 4 it

HCC R J5 B 8 2 & R I& 52 HCC JR Y7 1 G
PRSP L, #E S — AN A0 HCC RS PR R &R
Xt HCC AhRHAYF B HEE R X, i T4k M X
HCC RJ5 W) 5> FhrEP e b i ek, B K
AT AT O A eI R B A e 5 S A R
Y. 11 IncRNA AE Ry — AN 347 A 8 & 30 FIIE B 11 358
B+, CHEINSS T ZMMENEES R RS
e, ARG E AR S — L IR 12 Wibs 4 1Y
wERgleT ) H L AR A5 B K E X HCC
E A2 K% 169 IncRNA |, 4 ZNF674-AS1,DGCRS,

LINC00342 related co-expression network

Figure 2

LINCO0607 related co-expression network
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The co-expression networks for three IncRNAs
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Table 2 The enrichment analysis of the genes in three IncRNA related co-expression networks

Gene Database ~ Function Gene number Adjust-P
LINC00342 related co-expression network KEGG Cell cycle 7 3.79E-08
Progesterone-mediated oocyte maturation 4 5.14E-04
GO Cell cycle process 16 5.63E-18
Cell cycle 17 9.66E-18
Nuclear division 12 1.09E-15
LINC00607 related co-expression network KEGG Complement and coagulation cascades 7 1.37E-10
Allograft rejection 2 0.028027
Antigen processing and presentation 2 0.063727
GO Inflammatory response 7 2.73E-07
Immune response 3 0.023436
Antigen processing and presentation 2 0.030307
LINCO01553 related co-expression network KEGG Arginine and proline metabolism 6 1.24E-08
DNA replication 5 2.12E-09
Base excision repair 2 0.027257
GO DNA replication 5 5.53E-07
DNA-dependent DNA replication 4 1.48E-06
DNA metabolic process 5 2.73E-05
Cellular amino acid biosynthetic process 6 7.76E-11
Glutamate metabolic process 4 1.14E-07
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