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Exosome plays an important role in the occurrence and development of tumors, such as hepatocellular carcinoma (LIHC). However,
the functions andmechanisms of exosome-associatedmolecules in LIHC are still underexplored. Here, we investigated the role of the
exosome-related gene ENPP1 in LIHC. Comprehensive bioinformatics from multiple databases revealed that ENPP1 was sig-
nificantly downregulated in LIHC tissues. /e patients with downregulated ENPP1 displayed a poor prognosis. Immunohisto-
chemistry (IHC) was used to further confirm the downregulated ENPP1 in LIHC tissues. In addition, the coexpression network of
ENPP1was also explored to understand its roles in the underlying signaling pathways, including fatty acid degradation and the PPAR
signaling pathway. Simultaneously, GSEA analysis indicated the potential roles of ENPP1 in the lipid metabolism-associated
signaling pathways in the pathogenesis of LIHC, including fatty acid metabolism, fatty acid synthesis, and so on. Finally, im-
munological analysis indicated that ENPP1 might also be involved in multiple immune-related features, including immu-
noinhibitors, immunostimulators, and chemokines. Taken together, these findings could enhance our understanding of ENPP1 in
LIHC pathogenesis and immune response and provide a new target for ENPP1-related immunotherapy in clinical treatment.

1. Introduction

/e 5-year survival rate of hepatocellular carcinoma (LIHC)
ranks second among all cancers [1, 2]. In terms of diagnosis,
as the only serum biomarker widely used in daily practice,
alpha-fetoprotein (AFP) has low sensitivity and specificity in
the early diagnosis of LIHC [3]. In terms of treatment,
immunotherapy has been applied to LIHC; however, the
response of patients to immunotherapy is still limited
[4, 5, 6]. /erefore, it is crucial to improve our un-
derstanding of the complex pathogenesis of LIHC.

Exosomes are a subset of extracellular vesicles (EVs) with
a diameter of 40–160 nm [7, 8]. Exosomes contain a variety

of substances, such as proteins, amino acids, nucleic acids,
lipids, and metabolites, and can mediate cell-to-cell com-
munication [9, 10]. Furthermore, exosomes have been
shown to play an important role in the regulation of the
immune system [11, 12]. Recent reports have demonstrated
the potential roles of exosomes in the tumorigenesis and
progression of cancers [13], including LIHC [14]. However,
the detailed molecular mechanisms of exosome-associated
genes in LIHC have not been fully elucidated.

Ectonucleotide pyrophosphatase/phosphodiesterase 1
(ENPP1), also known as plasma cell glycoprotein 1 (PC-1), is
a type II transmembrane glycoprotein with nucleotide
pyrophosphatase and phosphodiesterase activities [15].
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Nikonorova et al. demonstrated the biological function of
exosome-loaded ENPP1 in mediating intercellular com-
munication, involving various physiological and patholog-
ical states [16]. In recent years, ENPP1 has been found to
play an important role in immune responses to various
stimuli [17]. Studies have shown that aberrantly expressed
ENPP1 participates in the pathogenesis and therapeutic
response of human cancers, including ovarian cancer, gli-
oma, and breast cancer [18, 19, 20]. However, the diagnostic
value and functional mechanism of ENPP1 in LIHC have
not been explored.

Here, we comprehensively evaluated the expression
profiles and potential prognostic values of ENPP1 in LIHC.
We demonstrated that the exosome-related gene ENPP1 was
significantly downregulated in LIHC. Moreover, the patients
with downregulated expression of ENPP1 showed a poor
prognosis. Immunological analysis revealed the association
between ENPP1 levels and immune infiltrating cells in
LIHC. Taken together, these data collectively suggested that
ENPP1 could be a promising biomarker for LIHC prognosis
and immune response and may serve as a new
immunotherapy-associated target.

2. Materials and Methods

2.1. Data Acquisition and Bioinformatics Analysis. /ree
public LIHC datasets, GSE6764 [21], GSE14323 [22], and
GSE14520 [23], were downloaded from the Gene Expression
Omnibus (GEO) database. /en, the differently expressed
genes (DEGs) between the normal liver tissues and LIHC
were screened with the following criteria: P value <0.01 and |
logFC|> 1 (Table 1). Next, Venn plots were employed to
identify the co-DEGs among the exosome-associated gene
dataset (Supplementary Table 1) [24] and the above-
mentioned GEO datasets. After then, Xiantao Xueshu
[25], TNMplot [26], and UALCAN [27] were used to
confirm the downregulated expression levels of ENPP1 in
LIHC tissues.

/e prognostic values of co-DEGs in LIHC patients were
explored by the Kaplan–Meier plotter [28]. /e prognostic
indexes mainly included disease-specific survival (DSS) and
overall survival (OS). Subsequently, the LinkedOmics
platform [29] was used to analyze the coexpressed molecules
associated with ENPP1. At the same time, using Link-
edOmics, we performed the enrichment analysis of ENPP1
coexpressed molecules, including gene ontology (GO) and
Kyoto encyclopedia of genes and genomes (KEGG). Using
single-sample GSEA (ssGSEA) in Xiantao Xueshu and
TISIDB [30], we explored the roles of ENPP1 in the
immune-associated features in LIHC patients.

2.2. Immunohistochemistry (IHC). /e paraffin-embedded
LIHC samples and corresponding peritumoral samples were
obtained from Xiangya Hospital, Central South University.
/e ethics was approved by Xiangya Hospital, Central South
University (No. 202205113). Immunohistochemistry (IHC)
was performed using a universal two-step IHC staining kit
(PV-9000, ZSGB-BIO, Beijing, China) according to the

instructions. /e primary antibody used in this study was
anti-ENPP1 (1 : 500, ab223268, Abcam). /e IHC results
were identified according to the staining percentage and
staining intensity.

2.3. Statistical Analysis. On the Kaplan–Meier platform, the
comparison of OS and DSS between tumor and normal
groups was performed using the log-rank test. A Cox risk
proportional regression model was used to analyze and
calculate hazard ratios (HRs). /e Mann–Whitney U test
was used for comparison of normal and tumor specimens,
and the Wilcoxon test was used for comparison of tissues
with its matched adjacent specimens. All the critical values
of statistical significance were P< 0.05.

3. Results

3.1. Identification of the DEGs between the LIHC Group and
the Normal Group. /e DEGs between LIHC and normal
liver tissue were analyzed from three GEO datasets,
GSE6764, GSE14323, and GSE14520. We identified 830
upregulated and 866 downregulated molecules in GSE6764,
505 upregulated and 590 downregulated molecules in
GSE14520, and 343 upregulated and 258 downregulated
molecules in GSE14323 (Supplementary Table 2).

In order to explore the role of exosome-associated genes
in LIHC, we used Venn analysis to screen the co-DEGs
between the three GEO datasets and the exosome-associated
gene dataset. As shown in Figure 1, we identified two
codownregulated molecules, interleukin 1 receptor acces-
sory protein (IL1RAP) and ENPP1 in LIHC tissues. How-
ever, no coupregulated molecules were found in
Supplementary Figure 1.

3.2. 1e Prognosis Values of IL1RAP and ENPP1 in LIHC
Patients. To explore whether aberrant expression of IL1RAP
and ENPP1 affected the patients’ prognosis in LIHC, we used
the Kaplan–Meier plotter database and found that patients
with a high ENPP1 level displayed a good OS rate (hazard
ratio (HR)� 0.69, 95% CI� 0.49–0.98, P � 0.039) and DSS
(HR� 0.63, 95% CI� 0.41–0.99, P � 0.041), whereas, there
was no clear connection between the level of IL1RAP and
LIHC patients’ prognosis (Figures 2(a)-2(b)). /erefore,
these data collectively revealed the important prognostic
roles of ENPP1 expression in LIHC.

3.3. ENPP1 Was Confirmed to Be Downregulated in LIHC.
To investigate the role of ENPP1 in LIHC progression, the
TCGA-LIHC dataset in Xiantao Xueshu was used to predict
ENPP1 mRNA expression patterns in 374 liver cancer
samples and 50 normal tissue samples. As shown in
Figure 3(a), the results showed that the expression level of
ENPP1 mRNA in liver cancer tissues was lower than that in
normal liver tissues. In addition, the expression of ENPP1
was confirmed to be significantly downregulated in 50 LIHC
specimens compared with matched adjacent samples
(Figure 3(b)). Next, the RNA-seq data and gene chip data in
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TNMplot showed that the expression of ENPP1 mRNA in
cancer tissues was lower than that in normal liver tissues
(Figures 3(c)-3(d)). We also confirmed that the expression of
ENPP1 was significantly downregulated in tumor groups
from the three abovementioned GEO datasets, GSE6764,
GSE14323, and GSE14520 (Figures 3(e)–3(g)). In addition,
the UALCAN database was used to demonstrate the
downregulated protein expression level of ENPP1 in LIHC
(Figure 3(h)), indicating that the protein expression and
mRNA expression of ENPP1 in different databases were
consistent. Accordingly, our IHC data also showed that
ENPP1 expression was significantly downregulated in tumor
tissues compared with paracancerous tissues (Figures 3(i)-
3(j)). /ese results collectively suggested that ENPP1 may
play an inhibitory role in the occurrence and development
of LIHC.

3.4.1eEnrichment of ENPP1CoexpressionNetwork inLIHC.
To explore the underlying biological significance of ENPP1
in LIHC, we analyzed the coexpression pattern of ENPP1 in
TCGA-LIHC through LinkedOmics. /e volcano plots
showed that the coexpressed molecules were positively (red
dots) and negatively (blue dots) correlated with ENPP1
(Figure 4(a)). /e heatmap displayed the top 30 molecules
that were positively and negatively correlated with ENPP1 in

LIHC (Figures 4(b)-4(c), Supplementary Table 3, Supple-
mentary Table 4). Interestingly, the top 30 positively-
associated molecules might be the low-risk biomarkers for
LIHC patients, with 13/30 molecules possessing the pro-
tective HR (Figure 4(d)). Conversely, the top 30 negatively-
associated molecules might be the high-risk biomarkers for
LIHC patients, with 14/30 negative molecules possessing an
unfavorable HR (Figure 4(e)).

Moreover, GO enrichment analysis conveyed that
ENPP1 coexpressed molecules mainly participated in the
regulation of several biological processes (BP), such as or-
ganic hydroxy compound transmembrane transporter ac-
tivity, anion transmembrane transporter activity, and lipid
transporter activity. As for the cellular components (CC),
ENPP1 coexpressed molecules mainly took part in the
regulation of the microbody and peroxisome. As for the
molecular function (MF), the coexpressed genes of ENPP1
were significantly involved in the regulation of organic
hydroxy compound transport (Figure 5(a)). Moreover, the
KEGG enrichment analysis conveyed that the enriched
signaling pathways of ENPP1 coexpressed molecules were
fatty acid degradation, PPAR signaling pathway, and others
(Figure 5(b)). At the same time, GSEA analysis was per-
formed to identify several fatty metabolic pathways that
could be significantly regulated by ENPP1-associated mol-
ecules, such as fatty acid metabolism and nonalcoholic fatty
liver disease (Figures 6(a)-6(b)). We also found that ENPP1
might participate in the regulation of other fatty metabolic
pathways, such as fatty acid omega oxidation and fatty acid
biosynthesis (Figures 6(c)–6(f)).

3.5. 1e Regulatory Roles of ENPP1 in Immune Regulation.
To assess whether ENPP1 expression levels were related to
the tumor-infiltrating immune cells in LIHC, the ssGSEA
algorithm in Xiantao Xueshu was used to show the asso-
ciation between ENPP1 expression and several immune
infiltrating cells, such as dendritic cells (DCs), CD56 (bright)
natural killer cell (NK CD56bright), and /1 cells
(Figure 7(a)). Similarly, the immune infiltrating cells, such as
/1 cells, DC, and NK CD56bright, were significantly
downregulated in the ENPP1-highly expressed group
(Figure 7(b)). Furthermore, the negative associations be-
tween ENPP1 expression and infiltration of /1 cells, DC,
and NK CD56bright were confirmed by the TISIDB plat-
form (Figure 7(c)).

Next, we explored whether ENPP1 levels were associated
with the immune checkpoints in LIHC. /e heatmap
(Figure 7(d)) and scatterplot (Figure 7(e)) showed a negative
correlation between ENPP1 expression and three immune
checkpoints, which include programmed cell death protein 1

GSE6764

GSE14323

Exsome

Down-regulation

GSE14520

IL1RAP
ENPP1

Figure 1: Identification of co-DEGs between the exosome-
associated gene dataset and three GEO-LIHC datasets. In this
Venn plot, we found two co-downregulated molecules, IL1RAP,
and ENPP1, in LIHC tissues.

Table 1: /e features of three GEO datasets on gene expression.

GEO datasets Platform
Sample size

DEGs References
Cancer Normal

GSE6764 GPL570 35 10 854 upregulated genes and 893 downregulated genes [21]
GSE14323 GPL571 38 19 343 upregulated genes and 258 downregulated genes [22]
GSE14520 GPL571 22 21 632 upregulated genes and 650 downregulated genes [23]
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(PDCD1), hepatitis A virus cellular receptor 2 (HAVCR2),
and cytotoxic T-lymphocyte associated protein 4 (CTLA4).

We used the TISIDB platform to explore the underlying
roles of ENPP1 in several immune-associated signatures,
including immunoinhibitors and immunostimulators.
Figure 8(a) demonstrates the association between ENPP1
expression and several immunoinhibitors in TCGA-LIHC
patients. /e results showed that ENPP1 was significantly
negatively correlated with the following immunoinhibitors,

TGFB1 (Spearman r� −0.362, P � 7.05e − 13,
P � 7.05e − 13), HAVCR2 (Spearman r� −0.274,
P � 8.34e − 08), LGALS9 (Spearman r� −0.34e−08), −0.393,
P � 2.46e − 15), and CSF1R (Spearman r� −0.219,
P � 2.1e − 05) (Figure 8(b)). Figure 9(a) demonstrates the
association between ENPP1 expression and several immu-
nostimulators in TCHA-LIHC patients. /e results showed
that ENPP1 was significantly negatively correlated with the
following immunostimulators, TNFSF15 (Spearman
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Figure 2: /e effect of IL1RAP and ENPP1 on the patients’ prognosis in LIHC. (a-b) /e Kaplan–Meier plotter database indicated the
prognostic values of aberrantly expressed IL1RAP and ENPP1 in LIHC patients, including overall survival and disease-specific survival.

4 Journal of Oncology



6

5

***

4

3

2

1

0

�
e e

xp
re

ss
io

n 
of

 E
N

PP
1

Lo
g 2 (T

PM
+1

)

Normal Tumor

(a)

�
e e

xp
re

ss
io

n 
of

 E
N

PP
1

Lo
g 2 (F

PK
M

+1
)

5

4

3

2

1

0
Normal Tumor

(b)

Normal

EN
PP

1 
ge

ne
 ex

pr
es

sio
n

Tumor

p = 1.58e-12

3000

2000

1000

0

RNA-Seq data

(c)

Normal

EN
PP

1 
ge

ne
 ex

pr
es

sio
n

Tumor

p = 3.61e-19

3000

4000

2000

1000

0

Gene chip data

(d)

10

9

8

***
GSE14323

�
e e

xp
re

ss
io

n 
of

 E
N

PP
1

7

Normal Tumor

(e)

10

9

8

***
GSE14520

Th
e e

xp
re

ss
io

n 
of

 E
N

PP
1

7

5

6

Normal Tumor

(f )

1500

1000

500

*

*

GSE6764

Th
e e

xp
re

ss
io

n 
of

 E
N

PP
1

0
Normal Tumor

(g)

4

3

1

2

p=2.23e-40

Protein expression of ENPP1 in
Hepatocellular carcinoma

Z-
va

lu
e

-3

-2

-1

0

Normal
(n=165)

CPTAC samples

Primary tumor
(n=165)

(h)

Figure 3: Continued.

Journal of Oncology 5



r� −0.272, P � 1.09e − 07), TNFRSF18 (Spearman
r� −0.315, P � 6.26e − 10), CD86 (Spearman r� −0.264,
P � 2.47e − 07), and CXCR4 (Spearman r� −0.267,
P � 1.92e − 07) (Figure 9(b)). We further explored the re-
lationship between ENPP1 and chemokines and chemokine
receptors. Supplementary Figure 2A shows the relationship
between ENPP1 expression and chemokines in TCGA-LIHC
patients. /e chemokines were negatively-correlated with
ENPP1 and mainly included CXCL1 (Spearman r� −0.334,
P � 4.82e − 11), CCL26 (Spearman r� −0.342,
P � 1.48e − 11), CXCL8 (Spearman r� −0.336,

P � 3.43e − 11), and CXCL3 (Spearman r� −0.289,
P � 1.45e − 08) (Supplementary Figure 2B). Supplementary
Figure 3A shows the association between ENPP1 expression
and chemokine receptors. /e chemokine receptors were
negatively-correlated with ENPP1 andmainly included CCR5
(Spearman r� −0.195, P � 0.00016), CCR10 (Spearman
r� −0.135, P � 0.00916), CXCR3 (Spearman r� −0.207,
P � 5.64e − 05), and CXCR4 (Spearman r� −0.267,
P � 1.92e − 07) (Supplementary Figure 3B). Taken together,
these data suggested the promising roles of aberrant ENPP1 in
the regulation of multiple immune-related signals in LIHC.

Normal

Case 1

Tumor

(i)
Case 2

(j)

Figure 3: Downregulation of ENPP1 in LIHC patients. (a-b) Xiantao Xueshu indicated the downregulated expression level of ENPP1 in
TCGA-LIHC, (c-d) TNMplot database depicted the downregulated ENPP1 mRNA in LIHC tissues. (e-g) ENPP1 expression was sig-
nificantly diminished in the three GEO-LIHC datasets. (h) UALCAN indicated the downregulated protein expression of ENPP1 in LIHC
tissues, and (i-j) IHC results confirmed that ENPP1 was significantly downregulated in tumor tissues compared with adjacent tissues
(∗P< 0.05, ∗∗P< 0.01, and ∗∗∗P< 0.001).
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4. Discussion

/e tumor microenvironment (TME) is an important in-
trinsic link in the occurrence, development, invasion, and
metastasis of LIHC. Exosomes are increasingly recognized as
professional information carriers in TME regulation [31, 32],
which play important roles in tumor therapeutic response
[33]. A growing number of studies have shown that exo-
somes can affect LIHC progression from multiple aspects,
such as angiogenesis, chemoresistance, and immune re-
sponse. Dai et al. found that downregulation of exosomal
CLEC3B in LIHC promotes cell metastasis and angiogenesis
through AMPK and VEGF signaling [34]. Cho et al. found
that exosomal microRNA-4661-5p could be used as a po-
tential diagnostic biomarker for early LIHC [35]. Circulating
exo-miR-1307-5p has been shown to promote cell metastasis

in LIHC [36]. /e above results suggest that exosomes play
a crucial role in LIHC development, and an in-depth ex-
ploration of their mechanisms may help to discover new
therapeutic strategies. However, the detailed roles of
exosome-related gene ENPP1 in LIHC have not been re-
ported. Using comprehensive bioinformatics platforms, we
would like to investigate the underlying roles of exosome-
related molecules in LIHC in this report. By exploring the
co-DEGs between the exosome-associated dataset and three
GEO-LIHC datasets, we found that the exosome-associated
molecule ENPP1 was significantly downregulated in LIHC
patients and was correlated with unfavorable patient
prognosis. LinkedOmics also indicated the roles of ENPP1
coexpressed genes in the prognosis of LIHC patients.

Emerging studies have shown aberrant ENPP1 in cancer
pathology. Hu et al. demonstrated that dysregulated ENPP1
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Figure 6: /e GSEA enrichment analysis of ENPP1 differentially expressed genes in LIHC. (a-f ) /e fatty acid metabolism, nonalcoholic
fatty liver disease, fatty acids omega oxidation, fatty acyl COA biosynthesis, fatty acid biosynthesis, and the biosynthesis of unsaturated fatty
acid pathways were enriched in ENPP1 differentially expressed genes in LIHC.

10 Journal of Oncology



Eosinophils
T helper cells

P<0.001
P<0.001
P<0.001

P<0.001

P<0.001
P<0.001

P<0.05
P<0.05
P<0.05
P<0.05

Tcm
Th17 cells

Tgd
Mast cells

TReg
Neutrophils

Th2 cells
CD8 T cells

B cells
NK cells

NK CD56dim cells
Cytotoxic cells

T cells
aDC

Macrophages
TFH

Th1 cells
DC

Tem
iDC

NK CD56bright cells
pDC

-0.3 -0.2 -0.1 0.0

Correlation

0.1 0.2

0.75
P value

Correlation

0.50
0.25

0.1
0.2

0.3

(a)

Low

0.1

0.2

0.3

En
ric

hm
en

t s
co

re
 o

f D
C

0.5

0.4

0.6

High

ENPP1

LowEn
ric

hm
en

t s
co

re
 o

f N
K 

CD
56

br
ig

ht
 ce

lls
0.50

High

ENPP1

0.45

0.40

0.35

0.30

0.25

0.20

**

Low
0.1

0.2

0.3

En
ric

hm
en

t s
co

re
 o

f Th
1 

ce
lls

0.4

High

ENPP1

**

(b)

0.6

0.3

0.0

�
1_

ab
un

da
nc

e

-0.3

0 2 4
ENPP1_exp

Spearman Correlation Test:
rho = -0.137, p = 0.00818

LIHC (373 samples)

6 8

0.6

0.3

0.0

Ac
t_

D
C_

ab
un

da
nc

e

-0.3

0 2 4
ENPP1_exp

Spearman Correlation Test:
rho = -0.285, p = 2.39e-08

LIHC (373 samples)

6 8

0.50

0.25

0.00

CD
56

br
igh

t_
ab

un
da

nc
e

-0.50

-0.25

0 2 4
ENPP1_exp

Spearman Correlation Test:
rho = -0.198, p = 0.00119

LIHC (373 samples)

6 8

(c)
5
4
3
2
1
0

CD274

EN
PP

1
Lo

g2
 (F

PK
M

+1
)

PDCD1
IDO1

SIGLEC15
HAVCR2

CTLA4
LAG3

PDCD1LG2

0 2 4 6 8

*

Low
High

*
***

Z-score

(d)

Figure 7: Continued.

Journal of Oncology 11



increases the malignancy of human lung cancer by inducing
epithelial-mesenchymal transition and stem cell character-
istics [37]. Wang et al. demonstrated that high expression of
ENPP1 in high-grade serous ovarian cancer predicts a poor
prognosis and therapeutic response [18]. /ese studies have

demonstrated that ENPP1 plays an important role in the
development and treatment of tumors. In our study, ENPP1
was downregulated in LICH tissues compared with normal
liver tissues. /e LIHC patients with high ENPP1 expression
had a good prognosis.
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Figure 8: /e relationship between ENPP1 and immunoinhibitors in TCGA-LIHC patients. (a) /e heatmap indicated the association
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Figure 7: Relationship between ENPP1 expression and tumor-infiltrating immune cells in LIHC. (a) /e Xiantao Xueshu indicated the
correlation between ENPP1 level and the infiltrating immune cells, (b) the histogram showed the downregulated /1 cells, DC, and NK
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/e immune microenvironment is formed by complex
interactions between tumor cells and the host immune re-
sponse [38]. LIHC shows a high degree of malignant bi-
ological properties, which is closely related to the suppression
of host immune response [31]. NK cells play a very important
role in the prevention of LIHC and have been considered
a potential cell therapy resource. NK cell dysfunction is in-
volved in multiple mechanisms leading to the occurrence of
LIHC [4]. Additionally, in LIHC, regulatory DCs produce
indoleamine-2,3-dioxygenase (IDO) to promote tumor im-
mune escape [39]. Studies have shown that infiltration of
/17 cells correlate with poor prognosis in LIHC [40]. /ese
results indicate that NK cells, DCs, and /17 are closely
related to LIHC. In this paper, the roles of ENPP1 in the
regulation of the immune environment were studied. /e
results showed that ENPP1 was significantly negatively cor-
related with NK CD56bright cells, DC cells, and /1 cells.
/ese results suggested that ENPP1 might be a promising
biomarker for immunotherapy in LIHC patients.

5. Conclusions

In conclusion, we demonstrated that exosome-associated
ENPP1 was downregulated in LIHC and correlated with
patient prognosis. In addition, ENPP1 might be involved in
the occurrence and development of hepatocellular carci-
noma by affecting the immune cell infiltration. /erefore,
our study revealed that ENPP1 might be a promising bio-
marker for LIHC.
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/e data used to support the findings of this study are in-
cluded within the supplementary information files.

Conflicts of Interest

/e authors declare that they have no conflicts of interest.

(a)
LIHC (373 samples)

0.0

TN
FS

F1
5_

ex
p

-2.5

-5.0

-7.5
0 2 4

ENPP1_exp
Spearman Correlation Test:
rho = -0.272, p = 1.09e-07

6 8

LIHC (373 samples)

4

TN
FR

SF
18

_e
xp

0

-4

0 2 4

ENPP1_exp
Spearman Correlation Test:
rho = -0.315, p = 6.26e-10

6 8

LIHC (373 samples)

5.0
CD

86
_e

xp

2.5

0.0

-2.5

0 2 4

ENPP1_exp
Spearman Correlation Test:
rho = -0.264, p = 2.47e-07

6 8

LIHC (373 samples)

6

CX
CR

4_
ex

p

4

2

0 2 4

ENPP1_exp
Spearman Correlation Test:
rho = -0.267, p = 1.92e-07

6 8

(b)

Figure 9: /e relationship between ENPP1 and immunostimulators in TCGA-LIHC patients. (a) /e heatmap indicated the association
between ENPP1 and several immunostimulators. (b) /e correlation analysis between several immunostimulators, TNFSF15, TNFRSF18,
CD86, and CXCR4, and ENPP1 expression.

Journal of Oncology 13



Authors’ Contributions

Li Z was involved in the acquisition, analysis, and in-
terpretation of data. He Q, Peng J, and Yan Y were involved
in conception and design. Li Z and Fu C wrote and revised
the manuscript. All authors contributed to the article and
approved the submitted version. Zhilan Li 1 and Qingchun
He contributed equally to this work.

Acknowledgments

/is study was supported by grants from the Natural Science
Foundation of Hunan Province (2021JJ30904) and the
Horizontal Project (2021–021, 1 43010100).

Supplementary Materials

Supplementary Figure 1. Identification of coupregulated
molecules between the exosome-associated gene dataset and
three GEO-LIHC datasets. Supplementary Figure 2. /e
relationship between ENPP1 and chemokines in TCGA--
LIHC patients. (a) /e heatmap indicated the association
between ENPP1 and several chemokines and (b) the cor-
relation analysis between several chemokines, CXCL1,
CCL26, CXCL8, and CXCL3, and ENPP1 expression.
Supplementary Figure 3. /e relationship between ENPP1
and chemokine receptors in TCGA-LIHC patients. (a) /e
heatmap indicated the association between ENPP1 and
several chemokine receptors and (b) the correlation analysis
between several chemokine receptors, CCR5, CCR10,
CXCR3, and CXCR4, and ENPP1 expression. Supplemen-
tary Table 1. /e exosome-associated gene dataset. Sup-
plementary Table 2. /e DEGs between LIHC and normal
liver tissue were analyzed from three GEO datasets,
GSE6764, GSE14323, and GSE14520. Supplementary Ta-
ble 3. /e top 30 genes were positively linked with ENPP1 in
LIHC. Supplementary Table 4. /e top 30 genes were
negatively linked with ENPP1 in LIHC. (Supplementary
Materials)

References

[1] D. Cui, W. Li, D. Jiang, J. Wu, J. Xie, and Y. Wu, “Advances in
Multi-Omics Applications in HBV-Associated Hepatocellular
Carcinoma,” Frontiers in medicine, vol. 8, Article ID 754709,
2021.

[2] R. I. R. Macias, M. J. Monte, M. A. Serrano et al., “Impact of
aging on primary liver cancer: epidemiology, pathogenesis
and therapeutics,” Aging, vol. 13, no. 19, pp. 23416–34, 2021.

[3] D. He, X. Zhang, and J. Tu, “Diagnostic significance and
carcinogenic mechanism of pan-cancer gene POU5F1 in liver
hepatocellular carcinoma,” Cancer Med, vol. 9, no. 23,
pp. 8782–800, 2020.

[4] S. L. Huang, Y. M.Wang, Q. Y. Wang et al., “Mechanisms and
Clinical Trials of Hepatocellular Carcinoma Immunother-
apy,” Front Genet, vol. 12, Article ID 691391, 2021.

[5] X. Yang, W. Lam, Z. Jiang et al., “YIV-906 potentiated anti-
PD1 action against hepatocellular carcinoma by enhancing
adaptive and innate immunity in the tumor microenviron-
ment,” Scientific reports, vol. 11, no. 1, Article ID 13482, 2021.

[6] M. Akasu, S. Shimada, A. Kabashima et al., “Intrinsic acti-
vation of beta-catenin signaling by CRISPR/Cas9-mediated
exon skipping contributes to immune evasion in hepatocel-
lular carcinoma,” Scientific reports, vol. 11, no. 1, Article ID
16732, 2021.

[7] J. M. Carnino, Z. Hao Kwok, and Y. Jin, “Extracellular
Vesicles: A Novel Opportunity for Precision Medicine in
Respiratory Diseases,” Frontiers in medicine, vol. 8, Article ID
661679, 2021.

[8] Y. Lai, L. Dong, H. Jin, H. Li, M. Sun, and J. Li, “Exosome long
non-coding RNA SOX2-OT contributes to ovarian cancer
malignant progression by miR-181b-5p/SCD1 signaling,”
Aging, vol. 13, no. 20, pp. 23726–38, 2021.

[9] N. Wang, Q. Wang, T. Du et al., “/e Potential Roles of
Exosomes in Chronic Obstructive Pulmonary Disease,”
Frontiers in medicine, vol. 7, Article ID 618506, 2020.

[10] S. Zhou, J. Fang, M. Hu et al., “Determining the influence of
high glucose on exosomal lncRNAs, mRNAs, circRNAs and
miRNAs derived from human renal tubular epithelial cells,”
Aging, vol. 13, no. 6, pp. 8467–80, 2021.

[11] R. Rezaei, K. Baghaei, S. M. Hashemi, M. R. Zali,
H. Ghanbarian, and D. Amani, “Tumor-Derived Exosomes
Enriched by miRNA-124 Promote Anti-tumor Immune Re-
sponse in CT-26 Tumor-Bearing Mice,” Frontiers in medicine,
vol. 8, Article ID 619939, 2021.

[12] Y. Shimada, J. Matsubayashi, Y. Kudo et al., “Serum-derived
exosomal PD-L1 expression to predict anti-PD-1 response
and in patients with non-small cell lung cancer,” Scientific
reports, vol. 11, no. 1, p. 7830, 2021.

[13] W. J. Gu, Y. W. Shen, L. J. Zhang et al., “/e multifaceted
involvement of exosomes in tumor progression: Induction
and inhibition,” MedComm, vol. 2, no. 3, pp. 297–314, 2021.

[14] H. Zhou, Z. H. Yan, Y. Yuan, C. Xing, and N. Jiang, “/e Role
of Exosomes in Viral Hepatitis and Its Associated Liver
Diseases,” Front Med (Lausanne), vol. 8, Article ID 782485,
2021.

[15] F. Roberts, D. Zhu, C. Farquharson, and V. E. Macrae,
“ENPP1 in the Regulation of Mineralization and Beyond,”
Trends in Biochemical Sciences, vol. 44, no. 7, pp. 616–28, 2019.

[16] I. A. Nikonorova, J. Wang, A. L. Cope et al., “Isolation,
profiling, and tracking of extracellular vesicle cargo in Cae-
norhabditis elegans,” Current Biology, vol. 32, no. 9,
pp. 1924–36.e6, 2022.

[17] K. I. Onyedibe, M. Wang, and H. O. Sintim, “ENPP1, an Old
Enzyme with New Functions, and Small Molecule Inhibitors-
A STING in the Tale of ENPP1,” Molecules, vol. 24, no. 22,
p. 4192, 2019.

[18] H. Wang, F. Ye, C. Zhou, Q. Cheng, and H. Chen, “High
expression of ENPP1 in high-grade serous ovarian carcinoma
predicts poor prognosis and as a molecular therapy target,”
PLoS One, vol. 16, no. 2, Article ID e0245733, 2021.

[19] J. Bageritz, L. Puccio, R. M. Piro et al., “Stem cell charac-
teristics in glioblastoma are maintained by the ecto-
nucleotidase E-NPP1,” Cell Death Differ, vol. 21, no. 6,
pp. 929–40, 2014.

[20] R. U. Takahashi, H. Miyazaki, F. Takeshita et al., “Loss of
microRNA-27b contributes to breast cancer stem cell gen-
eration by activating ENPP1,” Nat Commun, vol. 6, no. 1,
p. 7318, 2015.

[21] E. Wurmbach, Y. B. Chen, G. Khitrov et al., “Genome-wide
molecular profiles of HCV-induced dysplasia and hepato-
cellular carcinoma,” Hepatology, vol. 45, no. 4, pp. 938–47,
2007.

14 Journal of Oncology

https://downloads.hindawi.com/journals/jo/2022/4834791.f1.zip
https://downloads.hindawi.com/journals/jo/2022/4834791.f1.zip


[22] V. R. Mas, D. G. Maluf, K. J. Archer et al., “Genes involved in
viral carcinogenesis and tumor initiation in hepatitis C virus-
induced hepatocellular carcinoma,”Mol Med, vol. 15, no. 3-4,
pp. 85–94, 2009.

[23] C. Wang, Y. Liao, W. He et al., “Elafin promotes tumour
metastasis and attenuates the anti-metastatic effects of erlo-
tinib via binding to EGFR in hepatocellular carcinoma,” J Exp
Clin Cancer Res, vol. 40, no. 1, p. 113, 2021.

[24] Z. Xu, Y. Cai, W. Liu et al., “Downregulated exosome-
associated gene FGF9 as a novel diagnostic and prognostic
target for ovarian cancer and its underlying roles in immune
regulation,” Aging (Albany NY), vol. 14, no. 4, pp. 1822–35,
2022.

[25] X. Ren, X. Wang, B. Peng et al., “Significance of TEAD Family
in Diagnosis, Prognosis and Immune Response for Ovarian
Serous Carcinoma,” International journal of general medicine,
vol. 14, pp. 7133–43, 2021.

[26] A. Bartha and B. Gyorffy, “TNMplot.com: AWeb Tool for the
Comparison of Gene Expression in Normal, Tumor and
Metastatic Tissues,” International Journal of Molecular Sci-
ences, vol. 22, no. 5, p. 2622, 2021.

[27] D. S. Chandrashekar, S. K. Karthikeyan, P. K. Korla et al.,
“UALCAN: An update to the integrated cancer data analysis
platform,” Neoplasia, vol. 25, pp. 18–27, 2022.

[28] O. Menyhart, A. Nagy, and B. Gyorffy, “Determining con-
sistent prognostic biomarkers of overall survival and vascular
invasion in hepatocellular carcinoma,” R Soc Open Sci, vol. 5,
no. 12, Article ID 181006, 2018.

[29] S. V. Vasaikar, P. Straub, J. Wang, and B. Zhang, “Link-
edOmics: analyzing multi-omics data within and across 32
cancer types,” Nucleic Acids Research, vol. 46, no. D1,
pp. D956–D963, 2018.

[30] B. Ru, C. N. Wong, Y. Tong et al., “TISIDB: an integrated
repository portal for tumor-immune system interactions,”
Bioinformatics, vol. 35, no. 20, pp. 4200–2, 2019.

[31] Q. Wu, L. Zhou, D. Lv, X. Zhu, and H. Tang, “Exosome-
mediated communication in the tumor microenvironment
contributes to hepatocellular carcinoma development and
progression,” J Hematol Oncol, vol. 12, no. 1, p. 53, 2019.

[32] Y. Zhang, M. Zhu, J. Mo, and L. Xian, “Tumor microenvi-
ronment characterization in esophageal cancer identifies
prognostic relevant immune cell subtypes and gene signa-
tures,” Aging, vol. 13, no. 24, pp. 26118–36, 2021.

[33] V. F. Rauca, L. Patras, L. Luput et al., “Remodeling tumor
microenvironment by liposomal codelivery of DMXAA and
simvastatin inhibits malignant melanoma progression,” Sci-
entific reports, vol. 11, no. 1, Article ID 22102, 2021.

[34] W. Dai, Y. Wang, T. Yang, J. Wang, W. Wu, and J. Gu,
“Downregulation of exosomal CLEC3B in hepatocellular
carcinoma promotes metastasis and angiogenesis via AMPK
and VEGF signals,” Cell Commun Signal, vol. 17, no. 1, p. 113,
2019.

[35] H. J. Cho, G. O. Baek, C. W. Seo et al., “Exosomal microRNA-
4661-5p-based serum panel as a potential diagnostic bio-
marker for early-stage hepatocellular carcinoma,” Cancer
Med, vol. 9, no. 15, pp. 5459–72, 2020.

[36] J. W. Eun, C. W. Seo, G. O. Baek et al., “Circulating Exosomal
MicroRNA-1307-5p as a Predictor for Metastasis in Patients
with Hepatocellular Carcinoma,” Cancers (Basel), vol. 12,
no. 12, p. 3819, 2020.

[37] M. Hu, W. Guo, Y. Liao et al., “Dysregulated ENPP1 increases
the malignancy of human lung cancer by inducing epithelial-
mesenchymal transition phenotypes and stem cell features,”
Am J Cancer Res, vol. 9, no. 1, pp. 134–44, 2019.

[38] R. Shi, Y. Q. Tang, and H. Miao, “Metabolism in tumor
microenvironment: Implications for cancer immunotherapy,”
MedComm, vol. 1, no. 1, pp. 47–68, 2020.

[39] J. T. Cheng, Y. N. Deng, H. M. Yi et al., “Hepatic carcinoma-
associated fibroblasts induce IDO-producing regulatory
dendritic cells through IL-6-mediated STAT3 activation,”
Oncogenesis, vol. 5, no. 2, p. e198, 2016.

[40] J. P. Zhang, J. Yan, J. Xu et al., “Increased intratumoral IL-17-
producing cells correlate with poor survival in hepatocellular
carcinoma patients,” Journal of Hepatology, vol. 50, no. 5,
pp. 980–9, 2009.

Journal of Oncology 15


