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Abstract: Background: MicroRNAs (miRNAs) have been proposed as biomarkers in hepatocel-
lular carcinoma (HCC). We aim at evaluating miR-21 and miR-122 in HCC patients treated with
drug-eluting beads transarterial chemoembolization (DEB-TACE) as prognostic biomarkers and
investigating their correlation with hypoxia inducible factor-1« (HIF-1«) serum levels. Methods: In
this retrospective study, 12 healthy subjects, 28 cirrhotics, and 54 HCC patients (tested before and
four weeks after DEB-TACE) were included. Whole blood miR-21 and miR-122 levels were measured
by quantitative real time (qQRT)-PCR, while serum HIF-1x was assessed by an enzyme-linked im-
munosorbent assay (ELISA) test. Results: The highest level of miR-21 was found in cirrhotics, while
HCC patients had the highest level of miR-122 (which was even higher in “viral” HCC, p = 0.006).
miR-21 ratio (after /before DEB-TACE) and miR-122 below their respective cut-offs identified patients
with longer progression-free survival (p = 0.0002 and p = 0.02, respectively). The combined assess-
ment of alpha-fetoprotein and miR-21 ratio, both independent prognostic predictors, identified early
progressors among patients with complete or partial radiological response. miR-21 levels positively
correlated with HIF-1« before (p = 0.045) and after DEB-TACE (p = 0.035). Conclusions: miR-21 ratio
and miR-122 are useful prognostic markers after DEB-TACE. miR-21 correlates with HIF-1 and
probably has a role in modulating angiogenesis in HCC.

Keywords: hepatocellular carcinoma; HIF-1x; microRNA; prognosis; drug-eluting beads transarte-

rial chemoembolization

1. Introduction

Hepatocellular carcinoma (HCC) is one of the most relevant cause of cancer-related
death worldwide [1]. Among all the biomarkers proposed for HCC, only alpha-fetoprotein
(AFP) has a worldwide clinical application, despite not being completely satisfactory [2]. As
a consequence, there is a continuous search for new reliable biomarkers for the management
of HCC patients, in particular in the predictive and prognostic settings.

MicroRNAs (miRNAs) are small non-coding single-stranded RNAs (/22 nucleotides
long), extensively involved in the regulation of gene expression. In carcinogenesis, they
act on major tumor-related genes, either as oncogenes or as onco-suppressors [3]. Data on
their role as biomarkers in HCC have been produced especially by Oriental authors in non-
Caucasian populations and, in particular, miR-21 and miR-122 seem to be very promising.
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miR-21 is an onco-miRNA, detectable at high levels in tissue [4—-6] and serum [7-9] of HCC
patients. High levels of miR-21 after liver resection are predictive of disease-progression [6]
and poor prognosis [5,7] while, in patients treated with loco-regional therapies, its role as a
prognostic predictor is less clear [10-12]. miR-122, on the other hand, the most abundant
liver-specific miRNA [13], acts as a tumor-suppressor reducing cancer cell proliferation,
promoting apoptosis, and modulating drug resistance, invasion and metastasis [14]. De-
spite its down-regulation in HCC cells, miR-122 levels have been reported to be elevated in
the serum of HCC patients compared to healthy controls [15,16], while its potential role in
predicting HCC prognosis is still debatable.

Neoangiogenesis is one of the most important molecular pathways involved in HCC
progression. miR-21 proved to be a regulator of angiogenesis in prostate, lung, and col-
orectal cancers, modulating hypoxia inducible factor-1a (HIF-1«) and vascular endothelial
growth factor (VEGF) [17-19]. miR-122, as recently demonstrated, targets HIF-1« in diet-
induced steatohepatitis [20], with some data suggesting an interplay between the two
molecules also in HCC [21]. Moreover, a very recent paper found a role of miR-122 in
enhancing liver ischemia tolerance in a murine model of hepatic ischemia-reperfusion
injury through its induction by HIF-1«x [22].

In this study, we aimed at comparing the levels of circulating miR-21 and miR-122 in
healthy subjects, cirrhotics, and HCC patients and at evaluating the role of these miRNAs
as predictors of progression-free survival (PFS) in a group of Caucasian HCC patients
treated with drug-eluting beads transarterial chemoembolization (DEB-TACE). Moreover,
we assessed the correlation of miR-21 and miR-122 with the circulating transcription factor
HIF-1« before and after the treatment, which is able to profoundly stimulate angiogenesis
by the induction of tumor ischemia [23].

2. Materials and Methods
2.1. Patients

In this study, blood samples from 12 healthy volunteers, 28 cirrhotics, and 54 HCC
patients consecutively collected between July 2019 and April 2020, were retrospectively
evaluated. Each subject provided written informed consent to participate to the study,
which was conducted in accordance to the Declaration of Helsinki and was approved by
the Ethics Committee of the Padova University Hospital (protocol code 46093, 12 August
2016).

Blood samples from cirrhotics were obtained in the outpatient’s clinic of the Gas-
troenterology Unit of the Padova University Hospital from patients with chronic liver
disease fulfilling the following criteria: International Normalized Ratio (INR) >1.2, White
Blood Cell <4.4 x 10° /L, Platelets <150 x 10° /L (at least two out of three), and abdomen
ultrasonography (US) showing findings compatible with cirrhosis. All cirrhotic patients
were regularly surveilled for the development of HCC with US every six months, and the
presence of HCC was ruled out with dynamic computed tomography (CT) or magnetic
resonance imaging (MRI) at the time of study entry.

HCC patients included in the study, diagnosed according to guidelines [24,25], were
admitted to Gastroenterology Unit of Padova University Hospital for treatment (DEB-
TACE). In all patients, chemoembolization was done using doxorubicin-loaded drug-
eluting beads after super selective catheterization of the tumor feeding artery. In this
subgroup, two blood samples were collected: the first immediately before DEB-TACE
(tp) and the second four weeks after the procedure (t;), at the time of the control imaging
performed in order to evaluate the efficacy of treatment.

The following clinical and tumor-related variables were recorded: sex, age, etiology,
presence of clinically relevant portal hypertension (CRPH), main serological parameters
(total bilirubin, INR, creatinine, albumin and AFP, the latter both at ty and at t; in patients
with HCC), Child-Pugh class, Model for End-Stage Liver Disease (MELD) score and
Eastern Cooperative Oncology Group performance status (ECOG-PS). CRPH was defined
as presence of splenomegaly, esophageal varices or ascites, and platelets count <100 x
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10 /L [26]. In HCC patients, number and size of liver nodules, presence of macrovascular
invasion (MVI) and/or extrahepatic spread (EHS), evaluated before DEB-TACE with
dynamic CT or MRI, were recorded. Patients were staged according to the Barcelona Clinic
Liver Cancer (BCLC) system. The efficacy of DEB-TACE was evaluated with dynamic CT
or MRI performed four weeks after the treatment and the Modified Response Evaluation
Criteria In Solid Tumors (mRECIST) [27] were used to classify the radiological response in
complete (CR), partial (PR), stable disease (SD), or progressive disease (PD).

2.2. RNA Isolation and MiRNAs Analysis

Ten milliliters of venous blood were collected from each patient: 5 mL of whole
blood were used for RNA extraction, and the other 5 mL for serum and plasma separation.
Samples were preserved at —80 °C till the assays.

Whole blood samples were used for the determination of miRNAs. Total RNA was
extracted from 200 puL of whole blood using the Quick-RNA™ Whole Blood extraction
kit (Zymo Research, Irvine, CA, USA). Extraction efficiency was checked through adding
synthetic oligonucleotides (UniSp2, UniSp4, UniSp5) at recommended concentrations.
Reverse transcription for cDNA synthesis was performed using the miRCURY LNA RT kit
(Qiagen, GmbH, Hilden, Germany) according to the manufacturer’s instructions. Reverse
transcription efficiency was checked through adding synthetic oligonucleotides (UniSp6).
The expression of miRNAs was evaluated by quantitative real time (qRT)-PCR analysis
(miRCURY LNA miRNA PCR Assays and PCR Panels, Qiagen, GmbH, Hilden, Germany),
according to the manufacturer’s instructions, on a PRISM 7900HT system (Applied Biosys-
tems, Foster City, CA, USA) with miR-93, miR-103a, miR-425 as internal reference controls
for normalization (levels of these control miRNAs are shown in Table S1). Each miRNA
assay was replicated twice. The relative expression of each miRNA was calculated using
the 27AACt (fold-change [fc]) method, using healthy subjects as the reference group for the
normalization.

2.3. HIF-1a Assay

A commercial ELISA kit (Cloud-Clone Corp., Katy, TX, USA) was used to determine
HIF-1« in the serum samples from cirrhotics and HCC, according to the manufacturer’s
instructions. The amount of HIF-1x (ng/mL) was derived by interpolation of samples
absorbance on the calibration curves plotted with calibrators. Briefly, plates precoated with
an antibody specific to HIF-1oc were incubated with 100 pL of serum. HIF-1ox was revealed
by the addition of Detection Reagent A and B at 450 nm.

2.4. Statistical Analysis

Quantitative variables were reported as median and interquartile range (IQR), while
categorical variables as absolute frequency and percentage. Mann-Whitney and Wilcoxon
matched-pairs signed rank tests were used to compare quantitative variables. The com-
parison between categorical data were performed with x? or Fischer’s exact tests. The
correlations between continuous variables were established calculating the non-parametric
Spearman coefficient.

PFS was calculated from the date of DEB-TACE to tumor progression or death, with
data censored on 1 February 2021, and it was expressed as median and IQR. In the definition
of the prognostic role of miRNAs, not only their values measured before DEB-TACE
(tg), but also miR-21 and miR-122 ratios, defined as the ratio between t; and ty levels,
were considered as potential biomarkers. The prognostic cut-offs of the markers (miR-21,
miR-122 and their ratios; HIF-1o; AFP) were established using the receiver operating
characteristic (ROC) curve method, taking as threshold the value with maximal sensitivity
and specificity (Youden ] test). The Kaplan—-Meier method and the log-rank test were used
to estimate and compare survival curves. The independent predictors of prognosis were
assessed with the Cox multivariate regression analysis, including in the model only the
variables significantly or borderline (p < 0.10) associated with PFS in the univariate test. A
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p-value (two-tails) <0.05 was considered as significant in this study. IBM SPSS Statistics
(Version 25.0, IBM Corp. Armonk, NY, USA) and GraphPad Prism (version 8.3.1, GraphPad
Software, La Jolla, CA, USA) were used for all the calculations in this study.

3. Results
3.1. Baseline Characteristics

Baseline characteristics of cirrhotics and HCC patients included in the study are
shown in Table 1. Cirrhotics and HCC patients were predominantly males, with similar
age. Cirrhotics had mostly an alcohol-related liver disease, while HCV was the most
frequent etiology in HCC patients (p = 0.07). Compared to HCC group, cirrhotics had
more frequently CRPH (92.9% vs. 60.4%; p = 0.002) and a worse residual liver function
(Child-Pugh A in 46.4% vs. 87.0%, p = 0.0002; and median MELD of 13 [IQR, 10-19] vs.
8 [7-11], p < 0.0001).

Table 1. Baseline characteristics of cirrhotic and HCC patients.

Variable Cirrhotics (n = 28) HCC (n = 54) pt
Males— (%) 20 (71.4) 44 (81.5) 0.40
Age (years) 63.5 (49.3-72.0) 67.0 (61.8-76.0) 0.13
Cirrhosis—n (%) 28 (100) 48 (88.9) 0.09
HBV 3(10.7) 6(11.1)
Etilogy—n (% Al 16.657.1) 16090 007
Other 5(17.9) 12 (22.2)
CRPH—n (%) 26 (92.9) 33 (60.4) 0.002
Child-Pugh A—n (%) 13 (46.4) 47 (87.0) 0.0002
MELD score 13 (10-19) 8 (7-11) <0.0001
Bilirubin (umol/L) 23.5 (13.4-68.6) 15.0 (10.0-20.0) 0.006
Albumin (g/dL) 3.5 (2.9-4.0) 4.0 (3.5-4.3) 0.007
INR 1.32 (1.15-1.60) 1.12 (1.09-1.21) 0.0003
Number of nodules 2 (1-4)
Diameter (cm) 2.2 (1.8-3.6)
MVI and/or EHS—n (%) 4 (7.5)
BCLC stage—n (%) géé 22 Eiii;
LR/ABL 13 (24.0)
Previous treatments—n (%) ABL /{?{EET ACE 291 ((1365;.79))
No 11 (20.4)
CR 24 (44.5%)
Radiological response gg 12 E?Z?/:/)O)
PD 10 (18.5%)

t Mann-Whitney test, X’ test and Fischer’s exact test, as appropriate. Continuous data are expressed as median (interquartile range), while
categorical data are presented as absolute frequency (percentage). Abbreviations: HCC, hepatocellular carcinoma; CRPH, clinically relevant
portal hypertension; MELD, Model of End Stage Liver Disease; INR, international normalized ratio; MVI, macrovascular invasion; EHS,
extrahepatic spread; BCLC, Barcelona Clinic Liver Cancer; ABL, ablation; LR, liver resection; TACE, transarterial chemoembolization; CR,
complete response; PR, partial response; SD, stable disease; PD, progressive disease.

In HCC patients, the median number of liver nodules was 2 [1-4] with a median size
of 2.2 cm [1.8-3.6]. The majority of patients were classified in BCLC stages A (46.3%) and B
(37.0%), and 79.6% of patients had been previously treated, mostly with a combination of



Biomedicines 2021, 9, 890

50f13

curative and intra-arterial therapies. The disease control rate after DEB-TACE was 81.5%
(CRin 44.5%, PR in 29.6% and SD in 7.4% of patients).

3.2. Levels of Circulating MiRNAs

Cirrhotic patients had a median level of miR-21 of 1.72 fc [1.13-2.54], significantly
higher compared to healthy volunteers (1.03 fc [0.74-1.15]; p = 0.009) and HCC patients
(1.28 fc [0.78-1.88]; p = 0.047). In HCC, a statistically significant drop of miR-21 after
DEB-TACE was observed (1.02 fc [0.69-1.66]; p = 0.03), returning to levels comparable to
those of healthy individuals (p = 0.76) (Figure 1a).

miR-122 showed a progressive increase from 1.22 fc [0.39-2.17] in controls to 1.63 fc
[0.51-2.99] in cirrhotics and 2.34 fc [1.36-4.51] in HCC patients. It was significantly higher
in HCC patients compared to controls (p = 0.02) and cirrhotics (p = 0.04). After TACE
a further increase in miR-122 was observed, despite not statistically significant (3.41 fc
[1.25-7.72]; p = 0.48) (Figure 1b).

In HCC patients, no association between circulating levels of miR-21 and any of
the characteristics evaluated (sex, age, etiology, Child-Pugh class, MELD, tumor burden,
BCLC stage) was observed, while miR-122 levels were associated only with etiology, being
significantly higher in patients with a virus-related liver disease (HCV or HBV) compared
to patients with alternative etiologies (2.91 fc [1.62-9.82] and 1.76 fc [0.86-2.86], respectively;
p = 0.006) (Figure 2). No differences in miR-122 levels were found between HBV and HCV
patients (2.82 fc [1.74-11.2] vs. 2.79 fc [1.37-9.77], respectively; p = 0.64).

AFP in cirrhotics (3.2 ng/mL [2.3-6.95]) was significantly lower than in HCC at t
(6.85 ng/mL [3.05-17.23]; p = 0.009) and at t; (6.1 ng/mL [3.2-26.7]; p = 0.003).
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Figure 1. Histograms showing circulating levels of miR-21 and miR-122 in controls, cirrhotics, HCC
patients at ty and t; (representing median with error bar showing the third quartile). (a) The median
of miR-21 circulating levels is 1.03 fc [0.74-1.15] in controls, 1.72 fc [1.13-2.54] in cirrhotics, and 1.28 fc
[0.78-1.88] in patients with HCC at ty. There is a significant difference in the circulating level between
controls and cirrhotics (p = 0.009) and between cirrhotics and HCC patients (p = 0.047). In HCC, the
miR-21 levels at tj are significantly higher than those measured at t; (1.02 fc [0.69-1.66]; p = 0.03);
(b) the median of miR-122 circulating levels is 1.22 fc [0.39-2.17] in controls, 1.63 fc [0.51-2.99] in
cirrhotics, and 2.34 fc [1.36—4.51] in HCC patients at ty. There is a statistically significant difference in
the levels of the miRNA comparing HCC patients with controls (p = 0.02) and cirrhotics (p = 0.04).
In HCC patients, no significant differences are present in ty and t; levels of miR-122. * p < 0.05;
**p <0.01.
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Figure 2. Histograms showing circulating levels of miR-122 according to the etiology of the under-
lying liver disease (representing median with error bar showing the third quartile). Patients with
viral HCC had statistically significantly higher levels of circulating miR-122 compared to patients
with alternative etiologies (p = 0.006). The median of miR-122 circulating levels in patients with viral
etiology is 2.91 fc [1.62-9.82], a value statistically significant higher compared to the level registered
in patients with alternative etiologies (1.76 fc [0.86-2.86]; p = 0.006). ** p < 0.01.

3.3. Survival Analysis

HCC patients had a median follow-up of 11.8 months [7.3-16.7] and all except 7 pa-
tients were alive at the end of the study. The median PFS was 3.9 months [1.4-8.3].

The ROC curves used to identify the cut-off for miR-21, miR-21 ratio, miR-122, and
miR-122 ratio are showed in Figure S1. miR-21 quantified before DEB-TACE, at the thresh-
old identified with the ROC curve method (0.73 fc), was not able to discriminate patients
according to their PFS (p = 0.17). However, patients with miR-21 ratio below its cut-off
(1.64 fc) had a statistically significantly longer PFS compared to those with levels above
1.64 fc (median PFS 5.6 months [1.2-10.2] vs 1.4 months [1.1-2.7]; p = 0.0002) (Figure 3a).

Unlike miR-21, miR-122 levels measured at ty were predictive of PFS: patients with
miR-122 below the cut-off (10.22 fc) had a median PFS of 5.6 months [1.4-9.7], significantly
longer than the 2.5 months [1.8-3.2] obtained in the comparator group (p = 0.02) (Figure 3b).
No statistically significant differences in PFS were demonstrated with respect to miR-122
ratio at the cut-off of 0.87 fc, despite the longer PFS in patients with levels of the marker
below the cut-off (5.8 months vs. 3.3 months, respectively; p = 0.9).

At the cut-off established with the ROC curve method and the Youden J test (7.5 ng/mL,
Figure 52), AFP levels at ty proved to be predictive of PFS, which was 6.6 months [2.7-13.3]
in patients with values <7.5 ng/mL and 2.6 months [1.2-4.8] in the other group (p = 0.01).
By contrast, HIF-1« at tg (cut-off of 0.53 ng/mL, Figure S3) was not useful in predicting
PFS (p = 0.26).

b
100~
— miR-21 ratio < 1.64 fc S — miR-122 < 10.22 fc
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Figure 3. Kaplan—-Meier curves for the PFS according to miR-21 ratio and miR-122 levels: (a) Patients with miR-21 ratio
<1.64 fc have a significantly better PFS compared to patients with miR-21 ratio >1.64 fc (5.6 months [1.2-10.2] vs. 1.4 months
[0.2-2.7]; p = 0.0002); (b) patients with miR-122 <10.22 fc have a statistically significant higher PFS compared to patients
with miR-122 levels >10.22 fc (5.6 months [1.4-9.7] and 2.5 months [0.7-3.2]; p = 0.02).
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3.4. Univariate and Multivariate Analysis

miR-21 ratio, miR-122, AFP, radiological response, number of nodules, tumor size,
presence of CRPH, and BCLC stage were associated with PFS at the univariate analysis.
In the multivariate model, AFP (hazard ratio [HR] 4.31, 95% CI 1.66-11.20), miR-21 ratio
(HR 8.61, 95% CI 2.03-36.47), and radiological response (HR 10.44, 95% CI 2.74-39.79) were
singled out as independent predictors of PFS (Table 2).

Considering these results, we also evaluated whether the combined evaluation of
miR-21 ratio and AFP was able to sub-stratify patients with a “favorable” radiological
response (CR and PR) according to their PFS. We found a statistically significantly longer
PFS in patients with both markers below their respective cut-offs (miR-21 ratio <1.64 fc
and AFP <7.5 ng/mL) compared to those with at least one marker positive (8.3 months
[6.4-16.4] and 3.3 months [2.5-6.0], respectively; p = 0.001) (Figure 4a). In the subset of
patients with CR and PR, the determination of both biomarkers provided an advantage
compared to the use of AFP alone, considering that patients with AFP <7.5 ng/mL had a
longer but not statistically significant different PFS compared to those with AFP above the
cut-off (median PFS of 7.2 months [4.1-13.3] vs. 4.1 months [2.6-9.7], respectively; p = 0.12)
(Figure 4b).

Table 2. Univariate and multivariate Cox analysis for factors independently associated with PFS.

. Univariate Analysis Multivariate Analysis
Variables
HR (95% CI) p aHR (95% CI) p
<75 Ref - Ref -
AFP (ng/mL) >7.5 252 (1.37-4.66)  0.003 431 (1.66-11.20)  0.003
miR-21 ratio <1.64 Ref - Ref -
(2-4ACYH >1.64 4.95 (1.93-12.65) 0.001 8.61 (2.03-36.47)  0.003
miR-122 <10.22 Ref - Ref -
(2 AACYH >10.22 2.98 (1.10-8.09) 0.03 2.11 (0.46-9.78) 0.3
Radiological CR/PR Ref - Ref -
response SD/PD 6.37 (2.91-13.95)  <0.0001  10.44 (2.74-39.79)  0.001
Number of <3 Ref - Ref -
nodules >3 2.30 (1.24-4.25) 0.008 0.51 (0.12-2.16) 0.4
Diameter (cm) <5 Ref . Ref )
>5 2.23 (0.97-5.16) 0.06 1.78 (0.47-6.78) 0.4
No Ref - Ref -
CRPH Yes 171(092-3.17) 009 056 (0.23-1.35) 0.2
0/A Ref - Ref -
BCLC stage B/C 254 (1.36-4.74) 0003  3.50 (0.77-15.96) 0.1

Abbreviations: HR, hazard ratio; CI; confidence interval; aHR, adjusted hazard ratio; Ref, reference; AFP, alpha-
fetoprotein; CR, complete response, PR, partial response; SD, stable disease, PD, progressive disease; CRPH,
clinically relevant portal hypertension; BCLC, Barcelona Clinic Liver Cancer.
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Figure 4. Kaplan—-Meier curves for the PFS in patients with favorable radiological response (CR and PR). (a) Survival curves
according to the combined evaluation of miR-21 ratio and AFP levels. Patients with both markers below their respective
cut-offs achieved a statistically significant longer PFS compared to patients with at least one marker above its prognostic
cut-off (8.3 months [6.4-16.4] in patients with miR-21 ratio <1.64 fc and AFP <7.5 ng/mL vs. 3.3 months [2.5-6.0] in the
comparator group; p = 0.001); (b) survival curves of AFP alone in patients with CR and PR. Despite demonstrating a longer
median PFS, patients with AFP <7.5 ng/mL had not a statistically significant higher survival compared to patients with
AFP <7.5 ng/mL (7.2 months [4.1-13.3] vs. 4.1 months [2.6-9.7], respectively; p = 0.12).

3.5. Correlation between MicroRNAs and HIF-1«

HIF-1« levels were significantly higher in cirrhotics (0.43 ng/mL [0.32-0.54]) than
in HCC patients, both before (0.23 ng/mL [0.12-0.49]; p = 0.02) and after DEB-TACE
(0.23ng/mL [0.12-0.46]; p = 0.009). In HCC patients miR-21, but not miR-122, was positively
correlated with HIF-1x both at tg (r = 0.34 [95% CI 0.00-0.61]; p = 0.045) and at t; (r =0.35
[95% CI 0.02-0.61]; p = 0.035) (Figure 5). In cirrhotics no correlations were found between
miRNAs and HIF-1«.
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Figure 5. Correlations between the circulating levels of miR-21, miR-122 and HIF-1«x in HCC patients.
miR-21 was positively correlated with HIF-1 before (a) and after DEB-TACE (b). No statistically
significant correlations were found between miR-122 and HIF-1«, both before (¢) and after DEB-
TACE (d).

4. Discussion

The recently updated European guidelines on HCC management identified as an
unmet need the development of useful prognostic and predictive biomarkers [25]. Several
studies evaluated miR-21 and miR-122 role in promoting HCC development and pro-
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gression [14,28-33], and, despite the amount of publications about their potential role as
biomarkers, data are not conclusive. In particular, there are conflicting results regarding
their prognostic role and the precise clinical and therapeutic setting in which they could be
useful is not completely clear [34,35]. The majority of data on these miRNAs as biomarkers
in HCC come from studies on eastern populations, quite different from the western ones
in terms of etiology and severity of liver disease [36]. With this in mind, we assessed the
prognostic efficiency of miR-21 and miR-122 in a group of Caucasian HCC patients treated
with DEB-TACE. Unlike the majority of reports published, in this study circulating miRNAs
were measured in whole blood samples rather than in serum or in plasma. The rationale
behind this choice is that recently, in pancreatic, ovarian, lung, and gallbladder cancers,
miRNAs evaluated in whole blood samples proved to be more accurate [37]. Among the
advantages on using whole blood samples, there are a higher miRNA yield and fewer
errors than when using serum or plasma samples [37].

In our cohort, miR-21 levels were higher in cirrhotics than in controls and in HCC
patients, without differences between the latter two. In HCC, miR-21 levels are reported
to be higher in comparison to heathy subjects [9,38], but things become less clear when
HCC and chronic liver disease are compared. Guo et al. [38] reported higher levels of
miR-21 in HCC patients with respect to both chronic hepatitis B and liver cirrhosis patients;
in contrast Pu et al. [9] and Xu et al. [15] concluded that miR-21 expression was higher
in chronic hepatitis B patients than in HCC patients. In our study, as already reported
after TACE [11], miR-21 levels showed a statistically significant decline, returning to levels
comparable to those found in controls, confirming its pro-oncogenic role.

We detected higher levels of miR-122 in HCC patients compared to healthy controls,
in line with what is already known [15,39], and compared with cirrhotics. On the latter
point the published studies are again not concordant: besides studies reporting higher
miR-122 in HBV-infected patients compared to HCC [15,39], others claimed no significant
differences [16,40] or even higher levels in HCC patients [8]. Considering its role as
tumor-suppressor and its down-regulation in HCC tissue compared with adjacent benign
liver [14,28,33], the finding of higher circulating miR-122 in HCC patients is not easy to
explain. miR-122 levels might reflect liver injury more than the presence of the tumor
itself. Indeed, some studies correlated hepatic inflammation and cell death in patients with
HBV and HCV chronic hepatitis with serum miR-122 levels [41,42]. The mild increase of
miR-122 after DEB-TACE found in our study might be explained speculating that its levels
at t; do not reflect the effectiveness of treatment, but instead the concomitant liver injury.
The lack of a statistical significance in this difference is probably due to the long temporal
interval between the treatment and the evaluation of miRNA in our experimental setting,
with a shorter time more likely resulting in larger differences. Nevertheless, it should be
underlined that lower levels of miR-122 seven days after TACE have been reported, in
contrast with our results [11].

miR-122 levels were higher in patients with HCC developed on a virus-related liver
disease. This was not an unexpected finding, considering that miR-122 is involved in HBV
genes expression [43] and it has a role in stimulating HCV replication [44]. This association
with HBV/HCV etiology was not confirmed in cirrhotic patients, probably because of the
small number of patients in this group, who had an alcohol-related liver disease in the
majority of cases.

The prognostic role of miR-21 has been extensively studied after surgery [5-8], but in
patients undergoing loco-regional treatments data are not conclusive. High plasma miR-21
levels were not found to be associated with survival after TACE from some authors [10,11],
while others found an association only at univariate analysis [12]. Here, we confirmed that
miR-21 is not a predictor of PFS when evaluated at tp, but when the marker is considered
as the ratio before and after treatment, in a dynamic way, it could be predictive of PFS,
with Kaplan—-Meier curves showing an impressive divergence.

The accuracy of miR-122 as a prognostic marker has not been clearly established. In
patients treated with liver resection high serum levels of miR-122 appeared to correlate with
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longer survival [45], while the opposite was true for patients treated with radiofrequency
ablation [46]. In other authors” experience, miR-122 had no prognostic role in general [8] or,
specifically, in TACE-treated patients [47]. In our study, miR-122 was useful in predicting
prognosis when evaluated at ty, as the patients with lower levels had a significantly
longer PFS (again with an important divergence of Kaplan-Meier curves). Conversely, no
significant association with PFS was demonstrated for miR-122 ratio, despite the fact that
patients with lower values showed a slightly, not statistically significant, longer median
survival.

For both miR-21 and miR-122, our results are in contrast to those published by Suehiro
et al. [11], who identified only miR-122 ratio as a prognostic marker (longer survival in
patients with higher ratio levels). Despite similar experimental designs, the two studies
are not completely comparable: in the Suehiro et al. study the second sample was obtained
7 days after TACE, miRNAs levels were measured in extracellular vesicles, patients were
treated with conventional and not DEB-TACE, and different internal reference controls
were used for normalization.

At the Cox multivariate analysis, radiologic response, miR-21 ratio, and AFP levels
were identified as independent predictors of PFS, in this order in terms of HR. In other
words, miR-21 ratio had a higher impact than AFP levels. We also wondered whether
assessing miR-21 ratio and AFP in combination could be useful to stratify patients with
CR/PR according to their PFS and we found that the subgroup of patients with both
miR-21 ratio and AFP below their respective cut-offs had significantly longer PFS than
patients with at least one marker above the cut-off. Moreover, in this sub-group of patients
with favorable radiological response, the combined determination of AFP and miR-21
ratio provided a better stratification according to PFS compared to AFP alone. In fact, we
found no statistically significant difference between patients with AFP below and above
the cut-off of 7.5 ng/mL. These results strengthen the role of miR-21 ratio in identifying the
subgroup of patients with early progressing HCC.

Among the several molecular pathways in which they are involved, miRNAs play a
role in modulating neoangiogenesis in human cancers. In prostate, lung, and colorectal
cancers, miR-21 regulates the expression of HIF-1« and VEGF [17-19], but this association
was not confirmed in human HCC tissue [4]. Moreover, HIF-1« proved to be a miR-122
target in diet-induced steatohepatitis [20] and in a mouse model of HCC [21]. A very
recent paper provided more insights about the interplay between miR-122 and hypoxia-
induced pathways in a murine model of ischemia-reperfusion injury [22]. With this in
mind, we evaluated the correlation between miR-21, miR-122, and HIF-1¢ in our group
of patients treated with DEB-TACE, a treatment that induces liver ischemia and, in turn,
over-expression of hypoxia-related genes. A positive mild correlation between miR-21 and
HIF-1a in HCC patients both before and after the treatment was found, while no significant
associations were found with miR-122. To the best of our knowledge, our study is the first
to link miR-21 with HIF-1e in human HCC treated with DEB-TACE. The correlation found
does not necessarily imply the causality of the relationship, but our results are consistent
with the hypothesis of a miR-21 involvement in regulating the angiogenic pathway also
in HCC, as already demonstrated for other malignancies [17-19], and paves the way for
additional studies aimed at demonstrating this assumption.

Among the limitations of our study, the most important one is its retrospective nature
that might have introduced unintentional biases. However, these biases are mitigated
by the fact that patients were consecutively collected. The relatively small sample size
(especially looking to cirrhotic patients), and the baseline differences between HCC and
cirrhotics (particularly in residual liver function), could have prevented us to reach more
definite conclusions in the comparison of miRNAs levels between groups.

There are many differences between our results and those reported in other publica-
tions. The comparison of different studies on miRNAs is difficult because a homogeneous
methodological protocol in miRNA evaluation has not yet been reached. In particular,
the differences between studies are related to the endless list of confounders that includes
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samples size and selection, type of biologic samples used for the miRNAs assay (plasma,
serum, exosomes, whole blood), RNA extraction procedures, internal controls, control
groups for data normalization, methodology to express miRNA levels. Moreover, the
majority of data in literature derives from eastern countries in which the leading cause
of HCC and chronic liver disease is HBV infection, and with a larger share of tumors
developing on a non-cirrhotic background [36]. In western countries, by contrast, the vast
majority of HCC patients had an underlying cirrhosis, the most frequent etiologies being
HCV infection and alcohol.

We selected PFS as end-point because overall survival, the ideal end-point in oncology,
was not evaluable considering the very short follow-up of patients enrolled. It must be
kept in mind however that PFS could be considered a suitable surrogate of overall survival,
particularly in diseases in which multiple lines of active treatment are available, such as
HCC [48].

5. Conclusions

In conclusion, according to our results, miR-21 ratio and miR-122 predict PFS after
TACE and propose themselves as useful prognostic markers. In particular, miR-21 ratio
is associated to PFS at univariate and multivariate analysis and identifies (together with
AFP) early progressors among the patients achieving a radiological response to treatment.
In addition, a correlation between circulating HIF-1& and miR-21 expression was found,
suggesting a possible role of the latter in modulating angiogenesis also in HCC, as it does
in other type of tumors. Additional studies, possibly prospective, and the development of
widely shared methodological protocols are necessary before the introduction of miRNAs
quantification in clinical practice, but our results look quite promising.
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Author Contributions: Conceptualization, EP.,, R.C., C.A., A.V. and EF,; formal analysis, FP, R.C.
and FF; investigation, FP. and R.C.; data curation, EP,, AS,, AI, B.P, CA, AP, AV.and UC,;
writing—original draft preparation, FP. and R.C.; writing—review and editing, A.S., AL, B.P, C.A,,
AP, AV, UC. and EF; supervision, EE. All authors have read and agreed to the published version
of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the Ethics Committee of the Padova University Hospital
(protocol code 46093, 12 August 2016).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.
Data Availability Statement: Not applicable.

Acknowledgments: All authors thank Chiara Carlotto and Milena Minotto (from the Gastroenterol-
ogy Unit Laboratory, Department of Surgery, Oncology and Gastroenterology of the University of
Padova) for technical support during the analysis for this study.

Conflicts of Interest: The authors declare no conflict of interest.

1.  Bray, F; Ferlay, J.; Soerjomataram, I.; Siegel, R.L.; Torre, L.A.; Jemal, A. Global cancer statistics 2018: GLOBOCAN estimates of
incidence and mortality worldwide for 36 cancers in 185 countries. CA. Cancer . Clin. 2018, 68, 394-424. [CrossRef]

2. Galle, PR; Foerster, E; Kudo, M.; Chan, S.L.; Llovet, ].M.; Qin, S.; Schelman, W.R.; Chintharlapalli, S.; Abada, P.B.; Sherman, M.;
et al. Biology and significance of alpha-fetoprotein in hepatocellular carcinoma. Liver Int. 2019, 39, 2214-2229. [CrossRef]

3.  Calin, G.A.; Croce, C.M. MicroRNA signatures in human cancers. Nat. Rev. Cancer 2006, 6, 857-866. [CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/biomedicines9080890/s1
https://www.mdpi.com/article/10.3390/biomedicines9080890/s1
http://doi.org/10.3322/caac.21492
http://doi.org/10.1111/liv.14223
http://doi.org/10.1038/nrc1997
http://www.ncbi.nlm.nih.gov/pubmed/17060945

Biomedicines 2021, 9, 890 12 of 13

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

Zeng, W.; van den Berg, A.; Huitema, S.; Gouw, A.S.H.; Molema, G.; de Jong, K.P. Correlation of microRNA-16, microRNA-21
and microRNA-101 expression with cyclooxygenase-2 expression and angiogenic factors in cirrhotic and noncirrhotic human
hepatocellular carcinoma. PLoS ONE 2014, 9, €95826. [CrossRef] [PubMed]

Huang, C.-S.; Yu, W.; Cui, H.; Wang, Y.-J.; Zhang, L.; Han, F; Huang, T. Increased expression of miR-21 predicts poor prognosis in
patients with hepatocellular carcinoma. Int. J. Clin. Exp. Pathol. 2015, 8, 7234-7238. [PubMed]

Yoon, J.S.; Kim, G.; Lee, Y.R.; Park, S.Y.; Tak, W.Y.; Kweon, Y.-O.; Park, J.G.; Lee, HW.; Han, Y.S.; Ha, H.T.; et al. Clinical
significance of microRNA-21 expression in disease progression of patients with hepatocellular carcinoma. Biomark. Med. 2018, 12,
1105-1114. [CrossRef] [PubMed]

Karakatsanis, A.; Papaconstantinou, I.; Gazouli, M.; Lyberopoulou, A.; Polymeneas, G.; Voros, D. Expression of microRNAs,
miR-21, miR-31, miR-122, miR-145, miR-146a, miR-200c, miR-221, miR-222, and miR-223 in patients with hepatocellular carcinoma
or intrahepatic cholangiocarcinoma and its prognostic significance. Mol. Carcinog. 2013, 52, 297-303. [CrossRef] [PubMed]
Bharali, D.; Banerjee, B.D.; Bharadwaj, M.; Husain, S.A.; Kar, P. Expression Analysis of MicroRNA-21 and MicroRNA-122 in
Hepatocellular Carcinoma. J. Clin. Exp. Hepatol. 2019, 9, 294-301. [CrossRef]

Pu, C;; Huang, H.; Wang, Z.; Zou, W.; Lv, Y.; Zhou, Z.; Zhang, Q.; Qiao, L.; Wu, F; Shao, S. Extracellular Vesicle-Associated mir-21
and mir-144 Are Markedly Elevated in Serum of Patients With Hepatocellular Carcinoma. Front. Physiol. 2018, 9, 930. [CrossRef]
Kim, S.S.; Cho, HJ.; Nam, J.S.; Kim, H.J.; Kang, D.R.; Won, ].H.; Kim, J.; Kim, ].K; Lee, ] H.; Kim, B.H.; et al. Plasma MicroRNA-21,
26a, and 29a-3p as Predictive Markers for Treatment Response Following Transarterial Chemoembolization in Patients with
Hepatocellular Carcinoma. J. Korean Med. Sci. 2018, 33, e6. [CrossRef]

Suehiro, T.; Miyaaki, H.; Kanda, Y.; Shibata, H.; Honda, T.; Ozawa, E.; Miuma, S.; Taura, N.; Nakao, K. Serum exosomal
microRNA-122 and microRNA-21 as predictive biomarkers in transarterial chemoembolization-treated hepatocellular carcinoma
patients. Oncol. Lett. 2018, 16, 3267-3273. [CrossRef]

Liu, M,; Liu, J.; Wang, L.; Wu, H.; Zhou, C.; Zhu, H.; Xu, N.; Xie, Y. Association of serum microRNA expression in hepatocellular
carcinomas treated with transarterial chemoembolization and patient survival. PLoS ONE 2014, 9, e109347. [CrossRef] [PubMed]
Girard, M.; Jacquemin, E.; Munnich, A.; Lyonnet, S.; Henrion-Caude, A. miR-122, a paradigm for the role of microRNAs in the
liver. J. Hepatol. 2008, 48, 648-656. [CrossRef] [PubMed]

Bai, S.; Nasser, M.W.; Wang, B.; Hsu, S.-H.; Datta, J.; Kutay, H.; Yadav, A.; Nuovo, G.; Kumar, P.; Ghoshal, K. MicroRNA-122
inhibits tumorigenic properties of hepatocellular carcinoma cells and sensitizes these cells to sorafenib. J. Biol. Chem. 2009, 284,
32015-32027. [CrossRef]

Xu, J.; Wu, C,; Che, X.; Wang, L.; Yu, D.; Zhang, T.; Huang, L.; Li, H.; Tan, W.; Wang, C.; et al. Circulating microRNAs, miR-21,
miR-122, and miR-223, in patients with hepatocellular carcinoma or chronic hepatitis. Mol. Carcinog. 2011, 50, 136-142. [CrossRef]
Jin, Y.; Wong, Y.S.; Goh, B.K.P; Chan, C.Y.; Cheow, P.C.; Chow, PK.H.; Lim, TK.H.; Goh, G.B.B.; Krishnamoorthy, T.L.; Kumar, R.;
et al. Circulating microRNAs as Potential Diagnostic and Prognostic Biomarkers in Hepatocellular Carcinoma. Sci. Rep. 2019, 9,
10464. [CrossRef]

Liu, L.-Z; Li, C,; Chen, Q.; Jing, Y.; Carpenter, R;; Jiang, Y.; Kung, H.-F; Lai, L.; Jiang, B.-H. MiR-21 induced angiogenesis through
AKT and ERK activation and HIF-lalpha expression. PLoS ONE 2011, 6, e19139. [CrossRef]

Donnem, T.; Fenton, C.G.; Lonvik, K.; Berg, T.; Eklo, K.; Andersen, S.; Stenvold, H.; Al-Shibli, K.; Al-Saad, S.; Bremnes, R.M.; et al.
MicroRNA signatures in tumor tissue related to angiogenesis in non-small cell lung cancer. PLoS ONE 2012, 7, €29671. [CrossRef]
Sabry, D.; El-Deek, S.E.M.; Maher, M.; El-Baz, M.A.H.; El-Bader, HM.; Amer, E.; Hassan, E.A.; Fathy, W.; El-Deek, H.E.M. Role of
miRNA-210, miRNA-21 and miRNA-126 as diagnostic biomarkers in colorectal carcinoma: Impact of HIF-1alpha-VEGF signaling
pathway. Mol. Cell. Biochem. 2019, 454, 177-189. [CrossRef] [PubMed]

Csak, T.; Bala, S.; Lippai, D.; Satishchandran, A.; Catalano, D.; Kodys, K.; Szabo, G. microRNA-122 regulates hypoxia-inducible
factor-1 and vimentin in hepatocytes and correlates with fibrosis in diet-induced steatohepatitis. Liver Int. 2015, 35, 532-541.
[CrossRef]

Ambade, A.; Satishchandran, A.; Szabo, G. Alcoholic hepatitis accelerates early hepatobiliary cancer by increasing stemness and
MIR-122-mediated HIF-1« activation. Sci. Rep. 2016, 6, 21340. [CrossRef]

Ju, C,; Wang, M; Tak, E.; Kim, B.; Emontzpohl, C.; Yang, Y.; Yuan, X.; Kutay, H.; Liang, Y.; Hall, D.; et al. Hypoxia-inducible
factor-1x-dependent induction of miR122 enhances hepatic ischemia tolerance. J. Clin. Investig. 2021, 131. [CrossRef]

Liu, K;; Min, X.-L.; Peng, J.; Yang, K.; Yang, L.; Zhang, X.-M. The Changes of HIF-1x and VEGF Expression After TACE in Patients
With Hepatocellular Carcinoma. J. Clin. Med. Res. 2016, 8, 297-302. [CrossRef] [PubMed]

Llovet, ].M.; Ducreux, M.; Lencioni, R.; Di Bisceglie, A.M.; Galle, P.R.; Dufour, J.F,; Greten, T.F.; Raymond, E.; Roskams, T.; De
Baere, T.; et al. EASL-EORTC Clinical Practice Guidelines: Management of hepatocellular carcinoma. J. Hepatol. 2012, 56, 908-943.
[CrossRef]

Galle, PR.; Forner, A.; Llovet, ].M.; Mazzaferro, V.; Piscaglia, F.; Raoul, J.L.; Schirmacher, P.; Vilgrain, V. EASL Clinical Practice
Guidelines: Management of hepatocellular carcinoma. J. Hepatol. 2018, 69, 182-236. [CrossRef]

Roayaie, S; Jibara, G.; Tabrizian, P; Park, ].-W.; Yang, J.; Yan, L.; Schwartz, M.; Han, G.; 1zzo, E; Chen, M.; et al. The role of hepatic
resection in the treatment of hepatocellular cancer. Hepatology 2015, 62, 440-451. [CrossRef] [PubMed]

Lencioni, R.; Llovet, ]. M. Modified RECIST (mRECIST) assessment for hepatocellular carcinoma. Semin. Liver Dis. 2010, 30, 52—60.
[CrossRef]


http://doi.org/10.1371/journal.pone.0095826
http://www.ncbi.nlm.nih.gov/pubmed/24759835
http://www.ncbi.nlm.nih.gov/pubmed/26261620
http://doi.org/10.2217/bmm-2018-0096
http://www.ncbi.nlm.nih.gov/pubmed/30191729
http://doi.org/10.1002/mc.21864
http://www.ncbi.nlm.nih.gov/pubmed/22213236
http://doi.org/10.1016/j.jceh.2018.07.005
http://doi.org/10.3389/fphys.2018.00930
http://doi.org/10.3346/jkms.2018.33.e6
http://doi.org/10.3892/ol.2018.8991
http://doi.org/10.1371/journal.pone.0109347
http://www.ncbi.nlm.nih.gov/pubmed/25275448
http://doi.org/10.1016/j.jhep.2008.01.019
http://www.ncbi.nlm.nih.gov/pubmed/18291553
http://doi.org/10.1074/jbc.M109.016774
http://doi.org/10.1002/mc.20712
http://doi.org/10.1038/s41598-019-46872-8
http://doi.org/10.1371/journal.pone.0019139
http://doi.org/10.1371/journal.pone.0029671
http://doi.org/10.1007/s11010-018-3462-1
http://www.ncbi.nlm.nih.gov/pubmed/30357530
http://doi.org/10.1111/liv.12633
http://doi.org/10.1038/srep21340
http://doi.org/10.1172/JCI140300
http://doi.org/10.14740/jocmr2496w
http://www.ncbi.nlm.nih.gov/pubmed/26985249
http://doi.org/10.1016/j.jhep.2011.12.001
http://doi.org/10.1016/j.jhep.2018.03.019
http://doi.org/10.1002/hep.27745
http://www.ncbi.nlm.nih.gov/pubmed/25678263
http://doi.org/10.1055/s-0030-1247132

Biomedicines 2021, 9, 890 13 of 13

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

Coulouarn, C.; Factor, V.M.; Andersen, J.B.; Durkin, M.E.; Thorgeirsson, S.S. Loss of miR-122 expression in liver cancer correlates
with suppression of the hepatic phenotype and gain of metastatic properties. Oncogene 2009, 28, 3526-3536. [CrossRef] [PubMed]
Meng, F.; Henson, R.; Wehbe-Janek, H.; Ghoshal, K.; Jacob, S.T.; Patel, T. MicroRNA-21 regulates expression of the PTEN tumor
suppressor gene in human hepatocellular cancer. Gastroenterology 2007, 133, 647-658. [CrossRef] [PubMed]

Yin, D.; Wang, Y.; Sai, W.; Zhang, L.; Miao, Y.; Cao, L.; Zhai, X.; Feng, X.; Yang, L. HBx-induced miR-21 suppresses cell apoptosis
in hepatocellular carcinoma by targeting interleukin-12. Oncol. Rep. 2016, 36, 2305-2312. [CrossRef]

Li, C; Wang, Y.; Wang, S.; Wu, B.; Hao, J.; Fan, H.; Ju, Y;; Ding, Y.; Chen, L.; Chu, X,; et al. Hepatitis B virus mRNA-mediated miR-
122 inhibition upregulates PTTG1-binding protein, which promotes hepatocellular carcinoma tumor growth and cell invasion. J.
Virol. 2013, 87, 2193-2205. [CrossRef] [PubMed]

Nassirpour, R.; Mehta, P.P,; Yin, M.-]. miR-122 regulates tumorigenesis in hepatocellular carcinoma by targeting AKT3. PLoS ONE
2013, 8, €79655. [CrossRef]

Tsai, W.-C.; Hsu, PW.-C.; Lai, T.-C.; Chau, G.-Y.; Lin, C.-W,; Chen, C.-M,; Lin, C.-D.; Liao, Y.-L.; Wang, J.-L.; Chau, Y.-P; et al.
MicroRNA-122, a tumor suppressor microRNA that regulates intrahepatic metastasis of hepatocellular carcinoma. Hepatology
2009, 49, 1571-1582. [CrossRef] [PubMed]

Yi, PS.; Li, J.S. High expression of miR-21 is not a predictor of poor prognosis in all patients with hepatocellular carcinoma. Mol.
Clin. Oncol. 2018, 8, 733-739. [CrossRef] [PubMed]

Zhang, Y.; Li, Y; Jiang, W.; Li, Q.; Lan, Y. The clinical significance of microRNA-122 in predicting the prognosis of patients with
hepatocellular carcinoma: A meta-analysis validated by the Cancer Genome Atlas dataset. Medicine 2019, 98, €14810. [CrossRef]
[PubMed]

Zhu, R.X.; Seto, WK.; Lai, C.L.; Yuen, M.E. Epidemiology of hepatocellular carcinoma in the Asia-Pacific region. Gut Liver 2016,
10, 332-339. [CrossRef] [PubMed]

Long, X.R.; Zhang, Y.J.; Zhang, M.Y.; Chen, K.; Zheng, X.F.S.; Wang, H.Y. Identification of an 88-microRNA signature in whole
blood for diagnosis of hepatocellular carcinoma and other chronic liver diseases. Aging 2017, 9, 1565-1584. [CrossRef]

Guo, X,; Lv, X,; Lv, X,; Ma, Y,; Chen, L.; Chen, Y. Circulating miR-21 serves as a serum biomarker for hepatocellular carcinoma
and correlated with distant metastasis. Oncotarget 2017, 8, 44050—-44058. [CrossRef]

Qi, P; Cheng, S.; Wang, H.; Li, N.; Chen, Y.; Gao, C. Serum microRNAs as biomarkers for hepatocellular carcinoma in Chinese
patients with chronic hepatitis B virus infection. PLoS ONE 2011, 6, €28486. [CrossRef]

Koberle, V.; Kronenberger, B.; Pleli, T.; Trojan, J.; Imelmann, E.; Peveling-Oberhag, J.; Welker, M.-W.; Elhendawy, M.; Zeuzem, S.;
Piiper, A.; et al. Serum microRNA-1 and microRNA-122 are prognostic markers in patients with hepatocellular carcinoma. Eur. J.
Cancer 2013, 49, 3442-3449. [CrossRef]

Bihrer, V.; Friedrich-Rust, M.; Kronenberger, B.; Forestier, N.; Haupenthal, J.; Shi, Y.; Peveling-Oberhag, ]J.; Radeke, H.H.; Sarrazin,
C.; Herrmann, E.; et al. Serum miR-122 as a biomarker of necroinflammation in patients with chronic hepatitis C virus infection.
Am. ]. Gastroenterol. 2011, 106, 1663-1669. [CrossRef]

Waidmann, O.; Bihrer, V.; Pleli, T.; Farnik, H.; Berger, A.; Zeuzem, S.; Kronenberger, B.; Piiper, A. Serum microRNA-122 levels in
different groups of patients with chronic hepatitis B virus infection. J. Viral Hepat. 2012, 19, e58-e65. [CrossRef]

Qiu, L.; Fan, H.; Jin, W.; Zhao, B.; Wang, Y.; Ju, Y; Chen, L.; Chen, Y.; Duan, Z.; Meng, S. miR-122-induced down-regulation of
HO-1 negatively affects miR-122-mediated suppression of HBV. Biochem. Biophys. Res. Commun. 2010, 398, 771-777. [CrossRef]
Spaniel, C.; Honda, M.; Selitsky, S.R.; Yamane, D.; Shimakami, T.; Kaneko, S.; Lanford, R.E.; Lemon, S.M. microRNA-122
abundance in hepatocellular carcinoma and non-tumor liver tissue from Japanese patients with persistent HCV versus HBV
infection. PLoS ONE 2013, 8, €76867. [CrossRef]

Xu, Y,; Bu, X,; Dai, C.; Shang, C. High serum microRNA-122 level is independently associated with higher overall survival rate in
hepatocellular carcinoma patients. Tumour Biol. 2015, 36, 4773-4776. [CrossRef] [PubMed]

Cho, H.J.; Kim, J.K,; Nam, ].S.; Wang, H.J.; Lee, ]. H.; Kim, B.W,; Kim, S.S.; Noh, C.K,; Shin, S.J.; Lee, K.M.; et al. High circulating
microRNA-122 expression is a poor prognostic marker in patients with hepatitis B virus-related hepatocellular carcinoma who
undergo radiofrequency ablation. Clin. Biochem. 2015, 48, 1073-1078. [CrossRef] [PubMed]

Kim, S.S.; Nam, ].S.; Cho, H.J.; Won, ].H.; Kim, ].W.; Ji, ] -H.; Yang, M.].; Park, ].H.; Noh, C.-K; Shin, S.].; et al. Plasma micoRNA-
122 as a predictive marker for treatment response following transarterial chemoembolization in patients with hepatocellular
carcinoma. J. Gastroenterol. Hepatol. 2017, 32, 199-207. [CrossRef] [PubMed]

Finn, R.S. Progression-free survival: Starting point or endpoint in advanced HCC trial design? J. Hepatol. 2019, 70, 1062-1064.
[CrossRef] [PubMed]


http://doi.org/10.1038/onc.2009.211
http://www.ncbi.nlm.nih.gov/pubmed/19617899
http://doi.org/10.1053/j.gastro.2007.05.022
http://www.ncbi.nlm.nih.gov/pubmed/17681183
http://doi.org/10.3892/or.2016.5026
http://doi.org/10.1128/JVI.02831-12
http://www.ncbi.nlm.nih.gov/pubmed/23221562
http://doi.org/10.1371/journal.pone.0079655
http://doi.org/10.1002/hep.22806
http://www.ncbi.nlm.nih.gov/pubmed/19296470
http://doi.org/10.3892/mco.2018.1603
http://www.ncbi.nlm.nih.gov/pubmed/29732156
http://doi.org/10.1097/MD.0000000000014810
http://www.ncbi.nlm.nih.gov/pubmed/30921182
http://doi.org/10.5009/gnl15257
http://www.ncbi.nlm.nih.gov/pubmed/27114433
http://doi.org/10.18632/aging.101253
http://doi.org/10.18632/oncotarget.17211
http://doi.org/10.1371/journal.pone.0028486
http://doi.org/10.1016/j.ejca.2013.06.002
http://doi.org/10.1038/ajg.2011.161
http://doi.org/10.1111/j.1365-2893.2011.01536.x
http://doi.org/10.1016/j.bbrc.2010.07.021
http://doi.org/10.1371/journal.pone.0076867
http://doi.org/10.1007/s13277-015-3128-5
http://www.ncbi.nlm.nih.gov/pubmed/25636448
http://doi.org/10.1016/j.clinbiochem.2015.06.019
http://www.ncbi.nlm.nih.gov/pubmed/26129878
http://doi.org/10.1111/jgh.13448
http://www.ncbi.nlm.nih.gov/pubmed/27194671
http://doi.org/10.1016/j.jhep.2019.03.002
http://www.ncbi.nlm.nih.gov/pubmed/30943425

	Introduction 
	Materials and Methods 
	Patients 
	RNA Isolation and MiRNAs Analysis 
	HIF-1 Assay 
	Statistical Analysis 

	Results 
	Baseline Characteristics 
	Levels of Circulating MiRNAs 
	Survival Analysis 
	Univariate and Multivariate Analysis 
	Correlation between MicroRNAs and HIF-1 

	Discussion 
	Conclusions 
	References

