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Simple Summary: Liver cirrhosis can develop into malignant disease over time. Frequent monitoring
would be advisable to detect the earliest signs of HCC progress resulting in a possible earlier treatment
of the patient. Our study showed that the combination of genetic analysis of DNA freely circulating
in the blood of the cirrhotic patients with MRI can represent a powerful strategy to timely identify
suspect lesions, which can then be followed up more closely and thus potentially be treated earlier.
In this way, personalized medicine can be applied to liver diseases such as cirrhosis.

Abstract: Liquid biopsy based on circulating cell-free DNA (cfDNA) is a promising non-invasive tool
for the prognosis of hepatocellular cancer (HCC). In this exploratory study we investigated whether
cfDNA and gene variants associated with HCC may be found in patients with liver cirrhosis (LC) and
thus identify those at an increased risk for HCC. A cohort of 40 LC patients with no suspect neoplastic
lesions was included in this study. Next generation sequencing (NGS) of cfDNA isolated from plasma
was performed on a panel of 597 selected genes. Images of the patients who underwent MRI with
hepatospecific contrast media during the study period were retrospectively re-evaluated (imaging
was not part of the prospective study). cfDNA was detected in the plasma of 36 patients with LC.
NGS-based analyses identified 20 variants in different combinations. Re-evaluation of the MRI
images that were available for a proportion of the patients (1 = 27) confirmed the absence of lesions in
8 cases carrying cfDNA without variants. In 6 of 19 patients with identified variants and MRI images
available, MRI revealed a precursor lesion compatible with HCC and new lesions were discovered at
follow-up in two patients. These precursor lesions were amenable for curative treatments. Mutation
analysis revealed selective HCC related gene mutations in a subset of patients with LC, raising the
suspect that these patients were at an increased risk for HCC development. MRI findings confirmed
suspect nodular lesions of early stage HCC not detected with current standard screening procedures,
which were only seen in patients carrying cfDNA variants. This opens a perspective for an HCC
screening strategy combining both liquid biopsy and MRI in patients with LC.

Keywords: liver cirrhosis; MRI; HCC; liquid biopsy; circulating cell-free DNA

1. Introduction

Hepatocellular carcinoma (HCC) is the third leading cause of cancer-related death
globally [1-4] with a 5-year survival rate lower than 10% [5]. The high mortality rate is
mainly due to the underlying liver disease and especially at a late diagnosis, when curative
treatment can no longer be offered. If patients are detected with early stage HCC, several
curative treatment options are available, including surgical resection, transplantation and
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microinterventional therapy, which can increase the 5-year survival rate up to 70% [6].
Liver cirrhosis (LC) is the underlying preneoplastic condition in 90% of patients with HCC
in the western world [7]. The cirrhotic liver takes several steps in its progression to HCC
by evolving from a chronic inflammatory-fibrotic stage, through low-grade and high-grade
dysplastic nodules, eventually leading to neoplasia. The sequence of events offers the
opportunity to capture the neoplastic development at an early stage and has been translated
into current clinical recommendation of screening and surveillance for HCC. In patients
with LC, standard screening/surveillance based on ultrasound (US) and alpha-fetoprotein
(AFP) is suboptimal, because it is lacking in sensitivity and specificity [4,8]. Magnetic
resonance imaging (MRI) represents the gold standard in the diagnosis of HCC, however,
due to the operating costs, its use in clinical practice is mostly reserved for patients with
suspect lesions. Furthermore, MRI has its limitation in detecting malignant lesions with a
diameter less than 10 mm [7,9] with accepted imaging criteria for the diagnosis of HCC
(wash in and wash out) being characterized by a high specificity (close to 100%) but low
sensitivity (around 70%). Therefore, mainly precursors or early forms of HCC are missed
through these criteria. Supporting evidence for detection and characterization of HCC in
its earlier stages through multiparametric MRI is growing, therefore the need for novel
biomarkers to identify patients with LC who are at higher risk for developing HCC is
urgent. Circulating cell-free DNA (cfDNA) is released in blood as a consequence of cellular
apoptosis or necrosis. Although detectable at a low concentration in healthy individuals,
cfDNA is found in significantly higher concentrations in patients with chronic inflammatory
or malignant diseases [10,11]. cfDNA has gained considerable attention as a novel tumor
biomarker: kinetic analysis [12,13] and molecular profiling [14] have demonstrated both
a predictive and prognostic value in different types of malignancies [15-18]. Detectable
cfDNA in a considerable amount has been reported in HCC patients, and in patients with
LC [19-22]. The potential for the analysis of cfDNA variants carried by cirrhotic patients
may indicate abnormal changes towards a malignant development at a stage when HCC is
not yet recognizable by standard imaging. We recently performed a mutation profiling of
cfDNA isolated from advanced HCC patients and identified a panel of 19 genes carrying
defined mutations suggesting a possible role as driver genes and prognostic markers [23].
In this exploratory prospective cohort study, we performed mutation profiling of cfDNA
isolated from LC patients without HCC according to US and AFP. The molecular profiles
were compared with the findings in the multiparametric MRI imaging using hepatocyte
specific contrast media. In addition, we present selected case reports to demonstrate
how liquid biopsy can support imaging analysis. The aim of this study was to unravel a
prognostic significance of cfDNA with respect to the LC progress.

2. Results
2.1. Clinicopathological Characteristics of the Patients

This exploratory study included 40 LC patients, with no diagnosis of HCC at the time
of inclusion. Clinicopathological characteristics were collected prospectively while patients
were hospitalized. Blood samples were withdrawn at the time of inclusion in the study.
The clinical characteristics of the patients are summarized in Table 1.

Table 1. Clinicopathological characteristics of the patients.

Variables Total
Patients 40
male 32
Gender female 8
median + SD (range) 56 + 10.41 (33-78)
Age at inclusion <50 years 8

>50 years 32
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Table 1. Cont.

Variables Total
AIH 2
AC 15
AC/HCV 3
AC/AIH 1
Viral 3
Etiology NASH/PBC 1
PBC/AIH 2
PSC 5
B-CS 2
medication 2
other 3
BMI (kg/ m?) median (range) 27.26 (18.62-41.52)
A (5-6) 12
Child-Pugh score B (7-9) 23
C (10-15) 5
<15 20
MELD score >15 20
<10 27
AFP (ng/mL) >10 1
n.a. 12
. yes 9
Diabetes o 7
Portal vein thrombosi yes y
ortal vein thrombosis o 36
yes 16
(Chronic) renal failure no 23
n.a. 1
. yes 21
Ascites o 19
. yes 35
Varices o 5
Transplantation evaluation
PSC
Portal vein thrombosis
Reasons for MRI Suboptimal ultrasound

TIPS evaluation
Cystic pancreatic lesion
B-CS
Post-transplant control

=== NN O -

AC, alcoholic cirrhosis; AFP, alpha fetoprotein; AIH, autoimmune hepatitis; B-CS, Budd-Chiari syndrome;
BMI, body mass index; HCV, hepatitis C virus; MELD, model for end-stage liver disease; n.a., not available;
NASH, non-alcoholic steato-hepatitis; PBC, primary biliary cholangitis; PSC, primary sclerosing cholangitis; TIPS,
transjugular intrahepatic porto-systemic shunt.

2.2. Quantification of cfDNA in Cirrhotic Patients and Healthy Donors

cfDNA was isolated from plasma obtained from the LC patients. Four of the 40 cfDNA
samples were excluded from the subsequent next generation sequencing (NGS) analysis
due to high genomic DNA contamination or because the concentration was too low. In the
remaining 36 samples, the amount of cfDNA ranged between 9.35 and 243.10 ng/mL with
a mean value of 42.27 (+42.42) ng/mL (data not shown). Following the same procedure,
cfDNA was also extracted from the plasma collected from HD with no known history of
liver disease. Three of the 10 cfDNA samples from HD were excluded due to high genomic
DNA contamination or because the concentration was too low. In the remaining seven HD
samples, the amount of cfDNA ranged between 8.43 and 11.72 ng/mL with a mean value
of 8.46 (£1.47) ng/mL.
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2.3. Somatic Mutation Analysis

Genomic profiling of cfDNA was undertaken with the screening of 597 cancer-relevant
genes. Only those mutations proven to have clinical impact according to the ClinVar
database (National Center for Biotechnology Information—NCBI) were further analyzed.
In total 20 unique variants, including single nucleotide variants (SNVs) or insertions and
deletions (InDels) were discovered in our dataset, while no gene fusion was identified

(shown in Table 2).

Table 2. Genetic variants identified in plasma ¢fDNA. Chromosome location, amino acid (AA)

change, codon change and variant type are indicated.

Gene Chr:Position Codon Change AA Change Variant Type
c2677T > G p-S893A .
ABCB1 Chr.7:87531302 c2485T > G p.S829A frameshift
AC055811.2 Chr17:17216394 ¢.119insC - frameshift
¢.1919insG p-Go4lfs .
ASXL1 Chr.20:32434638 .1934insG p.G646fs frameshift
¢.1799delG p-G600fs .
AXIN2 Chr.17:65536466 .1994delG p.G665fs frameshift
¢.121insG p-E4lfs
BAX Chr.19:48955713 €.69insG p-R24fs frameshift
¢.70insG p-E24fs
c1592G > T
.W531L
BRAF Chr.7:140777014 c413G>T P W?§8L SNV
¢ *1042G > T p-
BRCA2 Chr13:32333283 c.1813delA p-1605fs frameshift
BRCA2 Chr13:32339421 ¢.5073delA p-K1691fs frameshift
) c.1516C > A p-Q506K
CD3EAP Chr.19:45409478 ¢ 1510C > A p.Q504K SNV
CHD2 Chr15:93002203 c.4173insA p-Q1392fs frameshift
c. 5731G > A -
c.*424+1G>A -
c220+1G>A -
CHEK2 Chr22:28725242 c474+1G> A - SNV
c5731G > A -
c6+1G>A -
c444+1G>A -
CYP2B6 Chr19:41006936 c¢516G>T p-Q172H SNV
CYP2B6 Chr19:41009358 c.785A>G p-K262R SNV
ERCC1 Chr19:45409478 c197G>T - SNV
FLCN Chr17:17216394 ¢.1285insC p-H429fs frameshift
. ¢.685insC p-Q229fs .
HNF1A Chr12:120994314 .872insC p.G292fs frameshift
c.165delC p-F56fs
c.3261delC p-F1088fs
MSH6 Chr2:47803500 c. *2608delC - frameshift
c.2871delC p-F958fs
¢.2355delC p-F786fs
391 +5G>C -
MPL Chr.43338725 370 +5G > C B SNV
NBN Chr8:89937066 c. *2067C>T - SNV
PTEN Chr.10:87933154 c.395G > A p-G132D SNV
SLCO1B1 Chr12.21178615 ¢521T>C p-V174A SNV
WRN Chr8:31058454 c.15delA p-K5fs frameshift

* translation termination (stop) codon.



Cancers 2021, 13, 521

50f15

Among the 36 LC patients, 27 (75%) showed at least one variant (median = 2 vari-
ants per patient, range 1-4), with patterns changing within the patient’s group, while in
9 patients (25%) cfDNA was not showing any variant (shown in Table 3).

Table 3. Molecular profiles of cfDNA in liver cirrhosis (LC) patients. Single nucleotide variant (SNV) (in red) and insertions

and deletions (InDels) (in blue) are shown in descending order with respect to the mutation recurrence rate.

Patients (n = 36) Variant %

|

N . . | TN

||

BAX 25

ASXL1 19

CHD2 11

CYP2B6

a1

ok

FLCN

T W

|| ABCB1

AC055811.2

| ] AXIN2

BRCA2

|| BRAF

CD3EAP

|
|| CHEK2
|

ERCC1

MSH6

MPL

SLCO1B1

|
| ] PTEN
|

W W[ W W W W W W W W W W w ulu

- WRN

Among the 20 gene mutations, 3 were displaying the highest mutation allele frequency
(MAF): HNF1A (n = 10, 28%), BAX (n =9, 25%) and ASXL1 (n =7, 19%). To a lower extent,
variants were detected in CDH2 (n =4, 11%), CYP2B6 (n = 2, 5%), FLCN (n = 2, 5%) and
NBN (n = 2, 5%), while all the others mutations were found in single cases (n = 1, 3%).

2.4. Imaging Features in Patients Carrying cfDNA Variants

Of the 36 patients for whom c¢fDNA profiling was performed, 6 had no MRI scans
available, and 3 underwent MRI without contrast medium. The remaining 27 patients
were eligible for a scan re-evaluation performed by two independent, blinded radiologists
(Figure 1).

In the patients with wild type ¢fDNA (n = 8), the presence of premalignant or malig-
nant lesions were excluded by the initial and also the second radiological evaluation. In the
remaining 19 patients, for whom NGS put in evidence different variants, the re-evaluation
of the available images did not identify any suspect lesion in 13 patients, confirming the
previous diagnosis. However, in six cases the new assessment identified lesions, which
were then classified as high-grade dysplastic nodules (HGDN), early HCC or HCC (ac-
cording to the imaging criteria described in the Image Analysis section). Thus, cfDNA
variants could accurately predict HCC lesions in 6 of 19 patients, while HCC lesions could
be excluded in all of the 8 patients without variants, leading to a specificity of 38.1% but
sensitivity as high as 100%. A summary of the combined assessment based on imaging
evaluation and cfDNA analysis is given in Table 4.

Regarding the patients with HCC, precursor lesions were already present in the scans
obtained months or years before. Yet, based on size and hemodynamic features, such
as arterial enhancement and venous wash-out, those lesions were not classified as overt
HCC, and thus no biopsy was performed. The patients were then advised for a routine
imaging follow-up. It is noteworthy that in all the cases ¢fDNA had already displayed
specific mutations several months before the second evaluation and diagnosis. A detailed
description of the single clinical cases is given in the supplementary data (Supplementary
File 1 and Figures 52-57).
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Eligible patients

(n=40)

I

Patients with
mutated cf(DNA
(n=19)

Exclusion Inclusion Patients without
(failed QC, n =4) (n=36) MRI scan
(n=9)
PROSPECTIVE STUDY
Patients with MRI scan
(n=27)
FOLLOW UP STUDY |
Patients with
wild type cfDNA
(n=8)
[ | Patients without
Exclusion Inclusion susp(e”c t_l;jlons
(no consent, = 2) (n=9)
(lost to follow-up, n = 3) I Patients with
(fatal outcome, n = 10) | | suspect lesions
(liver transplantation, n=9) - - - - (n=0)
(ablation, 7= 2) Patients with Patients with
(MRI without contrast agent, n=1) wild t(ype ZC)fDNA muta(ted C7f)DNA
n= n=

Patients without new
suspect lesions
(n=2)

Patients with new
suspect lesions

=0

Patients without new

suspect lesions
(n=5)

Patients with new

suspect lesions
(n=2)

Patients without
suspect lesions
(n=13)

Patients with
suspect lesions
(n=6)

Figure 1. Flow chart showing the distribution of LC patients with respect to patients’ inclusion/exclusion, cfDNA analysis

and imaging results in the primary prospective (white rectangles) and in the follow-up (grey rectangles) studies.

Table 4. Distribution of variants among the patients who received an MRI. Twenty-seven patients

received an MRI and were therefore eligible for a scan re-evaluation. In 8 patients no variants in

cfDNA were detected and the presence of lesions was also excluded by the second evaluation. On the

contrary, positive results for variants in different combinations were detected in 6 patients resulting in

the new assessment of discovered lesions that were then classified as high-grade dysplastic nodules
(HGDN), early hepatocellular carcinoma (HCC) or HCC.

Patient ID Variants Detected by NGS Second MRI Evaluation
none no lesion
none no lesion
none no lesion
none no lesion
none no lesion
none no lesion
none no lesion
none no lesion

HNF1A no lesion
HNF1A no lesion
HNF1A no lesion
HNF1A; BAX no lesion
BAX no lesion
CHD2; CYP2B6 no lesion
BRCA2; MSH6 no lesion
ASXL1; CHD2 no lesion
CYP2B6; WRN no lesion
ASXL1 no lesion
CD3EAP; ERCC1; NBN no lesion
AC055811.2; FLCN no lesion
BAX; ABCB1; MPL; SLCO1B1 no lesion
92381 BAX early HCC
92387 HNF1A early HCC
92396 HNF1A HGDN
92502 BRAF; NBN; PTEN HCC
92505 BAX; ASXL1; CHD2 HCC
92507 HNF1A; ASXL1 HCC
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2.5. Follow-Up Study

In order to evaluate the prognostic value of the identified variants, a follow-up study
was started after 17 &+ 2 months from the first blood collection and MRI re-evaluation.
However, of the original cohort (1 = 36), 27 patients could not be included (10 patients
received either liver transplantation or tumor ablation, 9 died, 3 refused to participate,
4 patients were lost due follow-up and for 1 patient MRI was run without contrast media
due to renal failure and therefore the identification of HCC was not possible, as summarized
in Figure 1). For the remaining nine patients, a new MRI was obtained between July and
September 2020: an absence of lesions was confirmed in four of those patients carrying
variants and in two patients carrying wild type cfDNA (Table 5). In the patient carrying
HGDN, no additional malignant lesions were observed. However, new suspect lesions
were discovered in two patients whose variants had been detected. In patient 92502 with
previously diagnosed HCC, a new CT and MRI revealed five new HCC lesions in both liver
lobes. Retrospective evaluation of a previous MRI revealed that these lesions were already
present, but that they were all hyperintense in native T1 sequences and did not have arterial
hypervascularity or venous wash-out, and were therefore classified as dysplastic nodules
(Figure S8 and Table 5).

Table 5. Second MRI evaluation. Nine patients were eligible for a second MRI evaluation in frame of
the follow-up study. The MRI was run after 17 &= 2 months from the first MRI re-evaluation and next
generation sequencing (NGS) analysis. In 7 patients no new lesions were discovered, while in two
patients (ID 92381 and 92502) new HCC lesions were found, which had been undetectable at the time
of the variant analysis.

Patient’s ID Variants Second MRI Re-Evaluation

92379 none no new lesion
Early HCC (confirmed)

92381 BAX HCC (newly discovered)
92382 AC055811.2; FLCN no new lesion
92389 none no new lesion
92396 HNF1A HGDN (confirmed)
92397 HNF1A no new lesion
92500 CYP2B6; WRN no new lesion
. . HCC (confirmed)

92502 BRAF; NBN; PTEN HCC (newly discovered)
92504 ASXL1 no new lesion

In patient 92381 diagnosed with early HCC, the follow-up MRI confirmed a minimal
size increase with the same imaging characteristics as before. However another 17 mm
lesion in segment 7 was noticed. A retrospective evaluation of the previous MRI showed
the lesion had only been 7 mm and hyperintense in all T1 weighted series without any
enhancement in subtracted images, resulting in its classification as a non-malignant dys-
plastic nodule. Subtraction images in the follow-up MRI revealed development of arterial
hypervascularity (wash-in). CT confirmed these findings and showed venous wash-out
of the lesion. The newly discovered lesion was classified as HCC (Figure S2 and Table 5).
Accordingly, in the follow-up study, a variant detected new suspect lesions in 2 out of
7 patients, while malignant lesions were excluded in both patients with wild type cfDNA.

2.6. Association of cfDNA Levels and Variants with Patient’s Clinicopathological Characteristics

cfDNA was extracted from three groups of donors: those with LC with no presence
of malignant or premalignant lesions (1 = 30), those with LC and detection of malignant
hepatic lesion (n = 6) and healthy donors (HD) with no history of liver disease (1 = 7).
The cfDNA concentration in LC patients was found to be significantly higher than in HD
(p < 0.005). The same result was observed if the cfDNA values that were measured in the
patients diagnosed positive for HGDN, early HCC or HCC (n = 6) were excluded from the
analysis (n = 30, p < 0.005). In a similar way the cfDNA level in the six patients carrying the
malignant lesions (1 = 6) were significantly higher than those measured in HD (p = 0.005).
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On the contrary, no significant difference (p = 0.467) was found when the level of cfDNA
from the six patients carrying the malignant lesions was compared to the level of cfDNA in
cirrhotic patients (shown in Table 6).

Table 6. Comparison of cfDNA amounts between sub-cohorts with liver cirrhosis (LC), malignant
lesions and healthy donors (HD). A significant difference between cfDNA level in LC patients and
HD (p < 0.005) and between cfDNA level in patients with malignant lesions (including HGDN and
early HCC) and HD (p < 0.005) was found. No significant difference (p = 0.467) was found when
the level of cfDNA from the patients with HGDN, early HCC or HCC was compared to the level of
cfDNA in cirrhotic patients.

cfDNA (ng/uL) cfDNA (ng/uL)
Sub-Cohort Sub-Cohort
Mean + SD Mean + SD p Values
LC (n=36) 42.27 +42.42 HD (n=7) 8.46 + 1.47 <0.005
LC (n=30) 39.58 +£42.77 HD (n=7) 8.46 + 1.47 <0.005
Malignant lesion (1 = 6) 55.69 + 37.83 HD (n=7) 8.46 +1.47 0.007
Malignant lesion (1 = 6) 55.69 £+ 37.83 LC (n=30) 39.58 +42.77 0.445

Due to the single time point blood collection, it is not possible at the moment to
unravel an increase in the cfDNA concentration in those patients carrying the lesions with
respect to the LC patients. However, in the follow-up study this point will be addressed.

Furthermore, no significant correlation was found between the amount of cfDNA and
the clinical characteristics of the patients, with the exception of AFP (p = 0.024) (Table 7).

Table 7. Association between cfDNA and patients’ characteristics. No significant association was
found between the amount of cfDNA and patients’ clinical characteristics, with the only exception of
AFP (p = 0.024).

. Total Low cfDNA High c¢fDNA

Variable (1 = 36) (= 21) (1 = 15) p Value

Gender 0.667
female 6 3 3
male 30 18 12

Age 0.077
<60 years 25 12 13
>60 years 11 9 12

Etiology 0.500
AC positive 18 12 6
AC negative 18 9 9

BMI (kg/m?) 0.499
<25 14 7 7
>25 22 14 8

Child-Pugh score 0.320
<7 16 11 5
>7 20 10 10

MELD 0.500
<15 20 13 7
>15 16 8 8

AFP (ng/mL) 0.024
<7 25 12 13
>7 1 0 1

diabetes 0.705
no 27 15 12

yes 9 6 3
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Table 7. Cont.

. Total Low cfDNA High ¢fDNA
Variable (1 = 36) 1 =21) (1 = 15) p Value
Portal vein thrombosis 1.000
no 32 19 13
yes 4 2 2
(Chronic) renal failure 0.728
no 20 11 9
yes 15 10 5
Ascites 0.516
no 17 11 6
yes 19 10 9
Varices 1.000
no 4 2 2
yes 32 19 13

When the cohort was subdivided in patients with only LC (n = 30) and patients with
HGDN, early HCC or HCC (n = 6), no significant association was found between the
amount of cfDNA and the clinical characteristics of the patients (all p value > 0.05). We
also did not find significant differences in the molecular profiles based on their clinical
characteristics. However, we observed a trend between the presence of the variant in
ASXL1 and alcohol as the etiological factor (p = 0.088), and the presence of variants in
HNF1A and gender (p = 0.096) or BMI (p = 0.064). The distribution of the variants with
respect to etiologies showed that patients with alcoholic cirrhosis (AC) were those carrying
the highest number of variants (9/20, 45%), while patients positive for HBV/HCV were
carrying only one single mutation (1/20, 5%). Furthermore, patients with Child-Pugh A
(12/20, 60%) and B (13/20, 65%) showed at least 2.5 times more variety in the variants
with respect to Child—Pugh C patients (5/20, 25%) (Table 8). A solid conclusion of the
significance of the correlation between variants’ detection and etiologies could not be
reached due to the small number of patients included in the cohort. However, these
findings should be considered as hypothesis generating and should be confirmed in larger
validation studies.

Table 8. Distribution of variants with respect to etiologies.

Variant AC HBV/HCV NASH PSC B-CS PBC/AIH CPA CPB CPC
HNF1A
BAX
ASXL1
CHD?2
CYP2B6
FLCN
NBN
AC055811.2
AXIN2
ABCBI1
BRCA?2
BRAF
CD3EAP
CHEK2
ERCC1
MSHG6
MPL
PTEN
SLCO1B1
WRN
AC, alcoholic cirrhosis; AIH, autoimmune hepatitis; B-CS, Budd—Chiari syndrome; CP (A/B/C), Child Pugh;
HBYV, hepatitis B virus; HCV, hepatitis C virus; non-alcoholic steato-hepatitis; PBC, primary biliary cholangitis;
PSC, primary sclerosing cholangitis; detection of a variant in the presence of a specific etiology is indicated in grey.
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3. Discussion

In the vast majority of cases and up to 90% in western countries, HCC develops
from a cirrhotic liver [24,25]. Long-term follow-up studies report that 1.3% of patients
with LC progress to HCC per year [26], supporting the importance of tight surveillance
for this group of patients [27]. In addition, early detection of HCC reduces mortality by
approximately 37%, mainly due to increased eligibility for resection and other therapeutic
modalities with curative potential [28]. It is therefore of high priority to identify reliable
tumor biomarkers for early detection of HCC. Current guidelines suggest surveillance with
abdominal US with or without AFP every six months [29,30]. Although US has acceptable
sensitivity (58-89%) and specificity (90%) as a surveillance test [31], it fails to detect nearly
40% of early-stage HCC cases [32]. MRl is the current imaging gold standard and a suspect
nodular lesion in US is confirmed as malignant when criteria including lesion size (>10 mm)
and specific hemodynamic features (such as arterial enhancement and venous wash-out)
are met. However, although the sensitivity of MRI for >20 mm lesions increased from 76%
to 96% with the implantation of new criteria [33], the detection of smaller lesions such as
those found in the first development stages of the tumor still poses a challenge. In addition,
it is not uncommon that small HCC lesions in the cirrhotic liver do not meet the criteria for
the arterial enhancement and the venous wash-out. In lesions of 1-2 ¢cm, typical wash-in
and wash-out criteria have a sensitivity of 71% [6]. Therefore, additional parameters for risk
stratification and patient allocation for intensified follow-up with MRI using modern HCC
criteria are needed. Liquid biopsy could support the monitoring of HCC development from
LC, especially by way of easy access to blood samples, without the need of invasive samples
collection. We previously reported a panel of distinct genetic variants in circulating tumor
DNA isolated from the plasma of HCC patients, which could support the stratification
of the patients with respect to the therapy response [23]. In this study we extended the
analysis of cfDNA to patients with LC and with no sign of malignancy during the screening
process. cfDNA has already been demonstrated as a suitable noninvasive biomarker for
risk prediction of different pathologies including cancer and has also been associated to
different liver diseases such as non-alcoholic fatty liver disease [34] or hepatitis B [35].
However, the value of genetic analysis of cfDNA in the surveillance of LC patients has not
been explored in detail as of yet [19]. We found that cfDNA was detectable in LC patients,
in HCC patients and in HD, however the levels in the first two groups were significantly
higher than in the third group. On the contrary, although the mean concentration of cfDNA
in the six patients carrying malignant lesions was higher than in LC patients, no statistical
significance was reached. On a total of 36 cfDNA, a panel of 20 genetic variants was
found in 75% (n = 27) of the samples analyzed, with the remaining 25% (1 = 9) carrying no
variants. In homology to HCC, frameshift mutations were detected at higher frequency in
a limited number of genes including HNF1A (28%), BAX (25%) and ASXL1 (19%), with the
codon changes identical to those found in HCC. BAX belongs to the Bcl-2 gene family of
proapoptotic proteins and frameshift mutations correlate to cancer development in different
type of organs [36,37]. HNF1A codes for the transcription factor HNF1x, which regulates
hepatocyte functions; it is frequently mutated in benign hepatocellular adenomas [38,39]
and its inactivation indicates a role as a tumor suppressor [40-42]. ASXL1 is a scaffold
protein and variants have been found in different types of cancers, such as in breast [43],
hematological cancers [44] and prostate cancer [45], conferring to this protein the role of a
tumor suppressor [46]. At the time of blood analysis, patients were only diagnosed with LC
without suspicion of any hepatic malignancy. However, in patients carrying the variants
re-evaluation of the imaging scans revealed suspicious liver lesions in six (22%) cases, with
four of those patients even showing progression to HCC. Importantly, mutations were
detected before progression of precursor lesions into HCC. On the contrary, none of the
patients with wildtype cfDNA (n = 8) showed signs for any type of malignant lesion in the
MRI. NGS analysis displayed a sensitivity of 100%, due to the ability to identify variants at
an allele fraction of <1% in plasma samples [47]. One year after the first MRI re-evaluation,
a follow-up study with a second MRI was performed, to monitor the further development
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of lesions over time in the same patients group. Since the 5-year cumulative risk for the
development of HCC in patients with LC ranges between 5% and 30%, depending on
etiology, ethnicity and stage of LC [28], we were not expecting to find many pronounced
changes in the MRI scans. Nevertheless, in two patients new HCC lesions were discovered
in the ground of dysplastic nodules. As evidenced from the retrospective MRI evaluation,
the nodules were already present but not classified as malignant when cfDNA analysis
was performed. These new findings further support the prognostic role of cfDNA in the
identification of early lesions in LC. This holds true especially for HGDN (which may
contain HCC islets, which are difficult to be detected by tissue biopsy [25]) and for lesions
smaller than 10 mm with a typical HCC enhancement pattern and for lesions without
arterial hyper vascularity but venous wash-out (described as early-HCC), for whom non-
invasive diagnosis and optimal treatment strategies have not yet been established. The
correlation between the presence of variants and the discovery of malignant lesions based
on MRI imaging highlights the importance of liquid biopsy in HCC early diagnosis. NGS
analysis of cfDNA could represent a helpful supplementary test in combination with
modern MRI to detect HCC and its earlier forms not only through perfusion criteria but
also through other sequences, therefore providing a higher sensitivity while maintaining a
high specificity as compared to HCC detection based on perfusion criteria alone. Although
the heterogeneous etiology of LC and HCC poses a challenge in the definition of a driver
mutation panel [48], we detected only a few (and at low frequency) of the established
HCC driver mutations such as TP53, CTNNB1, KRAS, PIK3CA or TERT. These variants are
usually detectable in liver cancer or in the case of preneoplastic lesions, but not in LC, as
in the present study [49,50]. Concerning the three patients carrying a small HCC lesion
at the time of blood analysis, it should be noted that blood sampling was performed at a
very early stage of the tumor development. Since the amount of circulating tumor DNA
(the quote of cfDNA derived from the tumor itself) is less than 0.1% of the total cfDNA,
we could have faced a technical issue linked to a limit in the detection [51]. This study
has some limitations. First, the size of the cohort is small. However, since this work is an
exploratory pilot study, a validation study with a larger cohort will be necessary to confirm
these preliminary results and to support their clinical significance. Secondly, we observed
a relatively high rate of patients lost to follow-up, which is due also to the large number of
patients dying (in this study #n = 10), undergoing liver transplantation (1 = 9) or receiving
additional therapies (1 = 2) as a consequence of the natural course of the disease in patients
with advanced LC. For future studies, the high rate of patients lost at follow-up will be
considered for the sample size estimation. In addition, the cohort was quite heterogeneous
regarding the etiology of LC, which is however also reflecting the clinical reality. In the
validation study we plan to base the inclusion criteria on the etiology in order to minimize
the heterogeneity or to conduct a subanalysis on the basis of the different etiologies of
LC. Moreover, no direct comparison between the profiles of cfDNA and corresponding
biopsies was possible since tissue collection had not been performed. However as pointed
out by others [22], this work reflects clinical practice, where LC and HCC monitoring are
commonly based on imaging analysis without tissue diagnosis.

4. Materials and Methods
4.1. Study Population

A total of 40 patients affected by LC with no sign of cancer (median age, years + SD:
56 &+ 10.41, range 33-78), and 10 healthy donors (HD) (median age, years =+ SD: 29 + 12.04,
range 23-59) with an unknown history of any liver disease were included in this exploratory
study. Patients were treated according to standard therapeutic protocols, receiving imaging
evaluation in frame of routine surveillance. Patients and HD were recruited in 2019 at the
University Hospital, LMU Munich. The study was approved by the local ethical board and
conducted in accordance with the Declaration of Helsinki [52]. Before entering the study;,
all participants gave their written informed consent.
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4.2. Image Acquisition

Patients underwent MRI examination on a 1.5 T MR-scanner (Magnetom Avanto or
Magnetom Aera, Siemens, Erlangen, Germany), using an 18-channel phased-array body
coil. Patients received an injection of 0.1 mL/kg gadoxetic acid (Primovist, Bayer Schering
Pharma AG, Berlin, Germany) unless contraindicated. The standard liver-MRI protocol in
our institution consisted of precontrast three dimensional volumetric T1-weighted gradient
echo sequences (GRE); unenhanced T1-w in- and opposed-phase; T1-w GRE sequences
after injection of intravenous contrast in late arterial (individually timed according to
real time bolus tracking), portovenous (70-80 s) and venous (180 s) phases; all axial, slice
thickness 5 mm; followed by T2-weighted turbo spin echo sequences with and without
fat suppression imaging; diffusion-weighted imaging (DWI, b-values 50, 400, 800) with
apparent diffusion coefficient mapping and in the hepatobiliary phase 20 min after the
injection of contrast media T1-w GRE 3D sequences in coronal and axial planes.

4.3. Image Analysis

Two board-certified radiologists, blinded to the genetic profiling results, evaluated
all MRI scans available for each patient for the presence of any lesions. The criteria for
HCC diagnosis were >1 cm lesion with wash-in and -out or more than a 50% diameter
increase within 6 months. Lesions without enhancement in arterial phase but hypointensity
in venous and hepatobiliary were called early HCC; lesions with no wash-in or wash-out,
but hypointensity in the hepatobiliary phase were called high-grade dysplastic nodules
(HGDN) [33,53].

4.4. DNA Isolation, Library Preparation and Next-Generation Sequencing (NGS)

cfDNA was isolated and NGS was performed as previously described [23]. In brief,
peripheral blood (5 mL) was drawn into EDTA tubes (Sarstedt AG, Niimbrecht, Germany)
and centrifuged 30 min after the blood was drawn (3000 rpm, 5 min, 4 °C) to collect plasma,
which was aliquoted and stored at —80 °C until further use. DNA extraction, quality
control and NGS were performed at Eurofins Genomics GmbH (Konstanz, Germany). Due
to high genomic DNA contamination or due to an amount of cfDNA below the detection
level, 7 samples (3 from the HD group and 4 from the LC patients group) failed the quality
control test and were excluded from any further analysis. Based on the GATCLiquid
Oncopanel All-in-One (Eurofins Genomics), targeted enrichment of 597 selected cancer-
relevant genes was run using gene-specific probes [54,55]. To distinguish somatic from
germline mutations, genomic DNA extracted from whole blood was analyzed in parallel.

4.5. Statistical Analysis

All statistical analyses were performed using IBM SPSS Statistics 21.0.0 (IBM Corpo-
ration, New York, NY, USA). Results for numerical data are given as a median together
with a minimum and a maximum of the sample (i.e., range). Patients were clustered in
two groups corresponding to high and low ¢fDNA concentration (high cfDNA = over the
median, low cfDNA = below the median). The association between cfDNA levels, variants
and the patients’ clinical characteristics were evaluated using the Fisher’s exact test. cfDNA
levels were compared between patient groups using the non-parametric Mann-Whitney U
test. All tests were carried out two-sided. Due to the low sample size, no alpha adjustment
was made. All statistical tests are interpreted at a significance level of alpha = 5% with the
according results considered exploratory.

5. Conclusions

In the era of personalized medicine and integrated diagnostics, our data strengthens
the vision that cell-free DNA can support the interpretation of the imaging data and play a
key role as a novel companion diagnostic test to monitor early HCC development from
liver cirrhosis.
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Supplementary Materials: The following are available online at https://www.mdpi.com /2072
-6694/13/3/521/s1, Supplementary File 1, Figure S2. Patient 92381: Venous phase (left upper)
and hepatobiliary phase (left lower) MRI showed a hypointense lesion in segment 5, Figure S3.
Patient 92387: Appearance of an early HCC lesion with hypointensity on venous (not shown) and
hepatobiliary (left image) phases without hyper-vascularity after the detection of mutated variants,
which doubled in size in 6 months (right image), Figure S4. Patient 92396: Hepatobiliary phase MRI
showed a hypointense lesion in segment 7. The lesion was not visible in dynamic series (not shown),
Figure S5. Patient 92502: Consecutive arterial (lower row) and venous (upper row) phase show
progression of a small hyper vascular lesion into HCC and development of washout appearance after
detection of mutated variants, Figure S6. Patient 92505: Follow-up hepatobiliary phase images show
progression in size of a dysplastic nodule (lesion was hyper intense also in native T1 imaging, not
shown) and development of typical HCC enhancement pattern with arterial wash-in and venous
wash-out (upper panel, CT images), Figure S7. Patient 92507: Follow-up hepatobiliary phase images
show progression in size of a dysplastic nodule (lesion was hyper intense also in native T1 imaging,
not shown) and development of typical HCC enhancement pattern with arterial wash-in and venous
wash-out (upper panel, subtraction images), Figure S8. Patient 92502: Consecutive arterial (lower
row) and venous (upper row) phase show progression of a small hyper vascular lesion into HCC and
development of washout appearance after detection of mutated variants.

Author Contributions: Conceptualization, M.A.-E, PM.,, ] R.; formal analysis, M.A.-F.; investigation,
M.A.-E, SW.,, 0.0, M.S,, ].R; resources, S.W., JM., M.S., 0.0., ].R.; writing—original draft prepa-
ration, M.A.-F; writing—review and editing, all.; visualization, M.A.-F.,, 0.0, supervision, PM.,
J.R.; project administration, PM., J.R. 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 University Hospital, LMU Munich
(project number 18-536, 20.12.2018 and 19-323; 15.07.2020).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author. The data are not publicly available due to ethical restrictions.

Acknowledgments: This work was supported by LMU Munich, Germany. The authors wish to
thank Regina Schinner (University Hospital, LMU Munich) for reviewing the statistical analysis,
Cheryl Gray (University Hospital, LMU Munich) for proof reading the manuscript and all patients
and healthy donors for taking part in the study.

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

References

1.

Ferlay, J.; Soerjomataram, I.; Dikshit, R.; Eser, S.; Mathers, C.; Rebelo, M.; Parkin, D.M.; Forman, D.; Bray, F. Cancer incidence and
mortality worldwide: Sources, methods and major patterns in GLOBOCAN 2012. Int. ]. Cancer 2015, 136, E359-E386. [CrossRef]
[PubMed]

Torre, L.A.; Bray, F.; Siegel, R.L.; Ferlay, J.; Lortet-Tieulent, J.; Jemal, A. Global cancer statistics, 2012. CA Cancer ]. Clin. 2015, 65,
87-108. [CrossRef] [PubMed]

Jemal, A.; Bray, E; Center, M.M.; Ferlay, J.; Ward, E.; Forman, D. Global cancer statistics. CA Cancer ]. Clin. 2011, 61, 69-90.
[CrossRef] [PubMed]

Zhao, C.; Xing, F; Yeo, Y.H.; Jin, M.; Le, R.; Le, M,; Jin, M.; Henry, L.; Cheung, R.; Nguyen, M.H. Only one-third of hepatocellular
carcinoma cases are diagnosed via screening or surveillance: A systematic review and meta-analysis. Eur. ]. Gastroenterol. Hepatol.
2020, 32, 406-419. [CrossRef] [PubMed]

Llovet, ].M.; Burroughs, A.; Bruix, J. Hepatocellular carcinoma. Lancet 2003, 362, 1907-1917. [CrossRef]

Forner, A.; Llovet, ].M.; Bruix, J. Hepatocellular carcinoma. Lancet 2012, 379, 1245-1255. [CrossRef]

Ramalho, M.; Matos, A.P.; AlObaidy, M.; Velloni, F,; Altun, E.; Semelka, R.C. Magnetic resonance imaging of the cirrhotic liver:
Diagnosis of hepatocellular carcinoma and evaluation of response to treatment—Part 2. Radiol. Bras. 2017, 50, 115-125. [CrossRef]
Yu, N.C.; Chaudhari, V.;; Raman, S.S.; Lassman, C.; Tong, M.].; Busuttil, RW.; Lu, D.S. CT and MRI improve detection of
hepatocellular carcinoma, compared with ultrasound alone, in patients with cirrhosis. Clin. Gastroenterol. Hepatol. 2011, 9,
161-167. [CrossRef]


https://www.mdpi.com/2072-6694/13/3/521/s1
https://www.mdpi.com/2072-6694/13/3/521/s1
http://doi.org/10.1002/ijc.29210
http://www.ncbi.nlm.nih.gov/pubmed/25220842
http://doi.org/10.3322/caac.21262
http://www.ncbi.nlm.nih.gov/pubmed/25651787
http://doi.org/10.3322/caac.20107
http://www.ncbi.nlm.nih.gov/pubmed/21296855
http://doi.org/10.1097/MEG.0000000000001523
http://www.ncbi.nlm.nih.gov/pubmed/31490419
http://doi.org/10.1016/S0140-6736(03)14964-1
http://doi.org/10.1016/S0140-6736(11)61347-0
http://doi.org/10.1590/0100-3984.2015.0140
http://doi.org/10.1016/j.cgh.2010.09.017

Cancers 2021, 13, 521 14 of 15

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

Alunni-Fabbroni, M.; Muller, V.; Fehm, T.; Janni, W.; Rack, B. Monitoring in metastatic breast cancer: Is imaging outdated in the
era of circulating tumor cells? Breast Care 2014, 9, 16-21. [CrossRef]

Alix-Panabieres, C.; Schwarzenbach, H.; Pantel, K. Circulating tumor cells and circulating tumor DNA. Annu. Rev. Med. 2012, 63,
199-215. [CrossRef]

Fleischhacker, M.; Schmidt, B. Circulating nucleic acids (CNAs) and cancer—A survey. Biochim. Biophys. Acta 2007, 1775, 181-232.
[CrossRef] [PubMed]

lizuka, N.; Sakaida, I.; Moribe, T.; Fujita, N.; Miura, T.; Stark, M.; Tamatsukuri, S.; Ishitsuka, H.; Uchida, K.; Terai, S.; et al.
Elevated levels of circulating cell-free DNA in the blood of patients with hepatitis C virus-associated hepatocellular carcinoma.
Anticancer Res. 2006, 26, 4713-4719. [PubMed]

Tokuhisa, Y.; lizuka, N.; Sakaida, I.; Moribe, T.; Fujita, N.; Miura, T.; Tamatsukuri, S.; Ishitsuka, H.; Uchida, K.; Terai, S.; et al.
Circulating cell-free DNA as a predictive marker for distant metastasis of hepatitis C virus-related hepatocellular carcinoma. Br. J.
Cancer 2007, 97, 1399-1403. [CrossRef] [PubMed]

Diehl, F,; Schmidt, K.; Choti, M.A.; Romans, K.; Goodman, S.; Li, M.; Thornton, K.; Agrawal, N.; Sokoll, L.; Szabo, S.A; et al.
Circulating mutant DNA to assess tumor dynamics. Nat. Med. 2008, 14, 985-990. [CrossRef]

Patel, K.M.; Tsui, D.W. The translational potential of circulating tumour DNA in oncology. Clin. Biochem. 2015, 48, 957-961.
[CrossRef]

Xu, RH.; Wei, W,; Krawczyk, M.; Wang, W.; Luo, H.; Flagg, K.; Yi, S.; Shi, W.; Quan, Q.; Li, K.; et al. Circulating tumour DNA
methylation markers for diagnosis and prognosis of hepatocellular carcinoma. Nat. Mater. 2017, 16, 1155-1161. [CrossRef]

Ye, Q.; Ling, S.; Zheng, S.; Xu, X. Liquid biopsy in hepatocellular carcinoma: Circulating tumor cells and circulating tumor DNA.
Mol. Cancer 2019, 18, 114. [CrossRef]

Yang, ].D.; Liu, M.C; Kisiel, ].B. Circulating Tumor DNA and Hepatocellular Carcinoma. In Seminars in Liver Disease; Thieme
Medical Publishers: New York, NY, USA, 2019; Volume 39, pp. 452-462.

Piciocchi, M.; Cardin, R.; Vitale, A.; Vanin, V.; Giacomin, A.; Pozzan, C.; Maddalo, G.; Cillo, U.; Guido, M.; Farinati, F. Circulating
free DNA in the progression of liver damage to hepatocellular carcinoma. Hepatol. Int. 2013, 7, 1050-1057. [CrossRef]

Ren, N.; Ye, Q.H,; Qin, L.X; Zhang, B.H.; Liu, YK,; Tang, Z.Y. Circulating DNA level is negatively associated with the long-term
survival of hepatocellular carcinoma patients. World J. Gastroenterol. 2006, 12, 3911-3914. [CrossRef]

Huang, Z.; Hua, D.; Hu, Y.; Cheng, Z.; Zhou, X.; Xie, Q.; Wang, Q.; Wang, F.; Du, X.; Zeng, Y. Quantitation of plasma circulating
DNA using quantitative PCR for the detection of hepatocellular carcinoma. Pathol. Oncol. Res. 2012, 18, 271-276.

Kaseb, A.O.; Sanchez, N.S,; Sen, S.; Kelley, R.K; Tan, B.; Bocobo, A.G.; Lim, K.H.; Abdel-Wahab, R.; Uemura, M.; Pestana, R.C.;
et al. Molecular Profiling of Hepatocellular Carcinoma Using Circulating Cell-Free DNA. Clin. Cancer Res. 2019, 25, 6107-6118.
[CrossRef]

Alunni-Fabbroni, M.; Ronsch, K.; Huber, T.; Cyran, C.C.; Seidensticker, M.; Mayerle, J.; Pech, M.; Basu, B.; Verslype, C.; Benckert, J.;
et al. Circulating DNA as prognostic biomarker in patients with advanced hepatocellular carcinoma: A translational exploratory
study from the SORAMIC trial. J. Transl. Med. 2019, 17, 328. [CrossRef]

Forner, A.; Reig, M.; Bruix, J. Hepatocellular carcinoma. Lancet 2018, 391, 1301-1314. [CrossRef]

Bolondi, L.; Gaiani, S.; Celli, N.; Golfieri, R.; Grigioni, W.E; Leoni, S.; Venturi, A.M.; Piscaglia, F. Characterization of small nodules
in cirrhosis by assessment of vascularity: The problem of hypovascular hepatocellular carcinoma. Hepatology 2005, 42, 27-34.
[CrossRef]

Ioannou, G.N.; Splan, M.F,; Weiss, N.S.; McDonald, G.B.; Beretta, L.; Lee, S.P. Incidence and predictors of hepatocellular carcinoma
in patients with cirrhosis. Clin. Gastroenterol. Hepatol. 2007, 5, 938-945.e4. [CrossRef]

Gastrointestinal, I.; Bashir, M.R.; Horowitz, ] M.; Kamel, LR.; Arif-Tiwari, H.; Asrani, S.K.; Chernyak, V.; Goldstein, A.; Grajo, ].R.;
Hindman, N.M.; et al. ACR Appropriateness Criteria(R) Chronic Liver Disease. J. Am. Coll. Radiol. 2020, 17, S70-S80.

Zhang, B.H.; Yang, B.H.; Tang, Z.Y. Randomized controlled trial of screening for hepatocellular carcinoma. J. Cancer Res. Clin.
Oncol. 2004, 130, 417-422. [CrossRef]

European Association for the Study of the Liver. Electronic address eee, European Association for the Study of the L. EASL
Clinical Practice Guidelines: Management of hepatocellular carcinoma. J. Hepatol. 2018, 69, 182-236. [CrossRef]

Marrero, J.A.; Kulik, L.M.; Sirlin, C.B.; Zhu, A.X,; Finn, R.S.; Abecassis, M.M.; Roberts, L.R.; Heimbach, ] K. Diagnosis, Staging,
and Management of Hepatocellular Carcinoma: 2018 Practice Guidance by the American Association for the Study of Liver
Diseases. Hepatology 2018, 68, 723-750.

Bolondi, L. Screening for hepatocellular carcinoma in cirrhosis. J. Hepatol. 2003, 39, 1076-1084.

Singal, A.; Volk, M.L.; Waljee, A.; Salgia, R.; Higgins, P.; Rogers, M.A.; Marrero, ].A. Meta-analysis: Surveillance with ultrasound
for early-stage hepatocellular carcinoma in patients with cirrhosis. Aliment. Pharmacol. Ther. 2009, 30, 37-47.

Renzulli, M.; Biselli, M.; Brocchi, S.; Granito, A.; Vasuri, F.; Tovoli, F; Sessagesimi, E.; Piscaglia, F; D’Errico, A.; Bolondi, L.; et al.
New hallmark of hepatocellular carcinoma, early hepatocellular carcinoma and high-grade dysplastic nodules on Gd-EOB-DTPA
MRI in patients with cirrhosis: A new diagnostic algorithm. Gut 2018, 67, 1674-1682. [CrossRef]

Karlas, T.; Weise, L.; Kuhn, S.; Krenzien, F.; Mehdorn, M.; Petroff, D.; Linder, N.; Schaudinn, A.; Busse, H.; Keim, V.; et al.
Correlation of cell-free DNA plasma concentration with severity of non-alcoholic fatty liver disease. . Transl. Med. 2017, 15, 106.
[CrossRef]


http://doi.org/10.1159/000360438
http://doi.org/10.1146/annurev-med-062310-094219
http://doi.org/10.1016/j.bbcan.2006.10.001
http://www.ncbi.nlm.nih.gov/pubmed/17137717
http://www.ncbi.nlm.nih.gov/pubmed/17214331
http://doi.org/10.1038/sj.bjc.6604034
http://www.ncbi.nlm.nih.gov/pubmed/17940509
http://doi.org/10.1038/nm.1789
http://doi.org/10.1016/j.clinbiochem.2015.04.005
http://doi.org/10.1038/nmat4997
http://doi.org/10.1186/s12943-019-1043-x
http://doi.org/10.1007/s12072-013-9481-9
http://doi.org/10.3748/wjg.v12.i24.3911
http://doi.org/10.1158/1078-0432.CCR-18-3341
http://doi.org/10.1186/s12967-019-2079-9
http://doi.org/10.1016/S0140-6736(18)30010-2
http://doi.org/10.1002/hep.20728
http://doi.org/10.1016/j.cgh.2007.02.039
http://doi.org/10.1007/s00432-004-0552-0
http://doi.org/10.1016/j.jhep.2018.03.019
http://doi.org/10.1136/gutjnl-2017-315384
http://doi.org/10.1186/s12967-017-1208-6

Cancers 2021, 13, 521 15 of 15

35.

36.
37.

38.

39.

40.

41.

42.

43.

44.

45.
46.
47.

48.
49.

50.

51.

52.

53.

54.

55.

Xia, W.Y,; Gao, L.; Dai, E.H.; Chen, D,; Xie, E.F; Yang, L.; Zhang, S.C.; Zhang, B.F; Xu, J.; Pan, S.Y. Liquid biopsy for non-invasive
assessment of liver injury in hepatitis B patients. World ]. Gastroenterol. 2019, 25, 3985-3995.

Campbell, K.J.; Tait, 5.W.G. Targeting BCL-2 regulated apoptosis in cancer. Open Biol. 2018, 8, 180002.

Rampino, N.; Yamamoto, H.; Ionov, Y.; Li, Y.; Sawai, H.; Reed, J.C.; Perucho, M. Somatic frameshift mutations in the BAX gene in
colon cancers of the microsatellite mutator phenotype. Science 1997, 275, 967-969. [CrossRef]

Nault, J.C.; Bioulac-Sage, P.; Zucman-Rossi, J. Hepatocellular benign tumors-from molecular classification to personalized clinical
care. Gastroenterology 2013, 144, 888-902. [CrossRef]

Bluteau, O.; Jeannot, E.; Bioulac-Sage, P.; Marques, ] M.; Blanc, ].F.; Bui, H.; Beaudoin, J.C.; Franco, D.; Balabaud, C.; Laurent-Puig,
P; et al. Bi-allelic inactivation of TCF1 in hepatic adenomas. Nat. Genet. 2002, 32, 312-315.

Cereghini, S.; Yaniv, M.; Cortese, R. Hepatocyte dedifferentiation and extinction is accompanied by a block in the synthesis of
mRNA coding for the transcription factor HNF1/LFB1. EMBO ]. 1990, 9, 2257-2263.

Zeng, X.; Lin, Y,; Yin, C; Zhang, X.; Ning, B.F; Zhang, Q.; Zhang, ].P.; Qiu, L.; Qin, X.R.; Chen, Y.X,; et al. Recombinant adenovirus
carrying the hepatocyte nuclear factor-lalpha gene inhibits hepatocellular carcinoma xenograft growth in mice. Hepatology 2011,
54,2036-2047. [CrossRef]

Luo, Z; Li, Y.; Wang, H.; Fleming, J.; Li, M.; Kang, Y.; Zhang, R; Li, D. Hepatocyte nuclear factor 1A (HNF1A) as a possible tumor
suppressor in pancreatic cancer. PLoS ONE 2015, 10, e0121082. [CrossRef] [PubMed]

Stephens, PJ.; Tarpey, P.S.; Davies, H.; Van Loo, P; Greenman, C.; Wedge, D.C.; Nik-Zainal, S.; Martin, S.; Varela, I.; Bignell, G.R.;
et al. The landscape of cancer genes and mutational processes in breast cancer. Nature 2012, 486, 400-404. [CrossRef] [PubMed]
Boultwood, J.; Perry, J.; Pellagatti, A.; Fernandez-Mercado, M.; Fernandez-Santamaria, C.; Calasanz, M.].; Larrayoz, M.].;
Garcia-Delgado, M.; Giagounidis, A.; Malcovati, L.; et al. Frequent mutation of the polycomb-associated gene ASXL1 in the
myelodysplastic syndromes and in acute myeloid leukemia. Leukemia 2010, 24, 1062-1065. [CrossRef]

Grasso, C.S.; Wu, Y.M.; Robinson, D.R.; Cao, X.; Dhanasekaran, S.M.; Khan, A.P,; Quist, M.].; Jing, X.; Lonigro, R.J.; Brenner, J.C.;
et al. The mutational landscape of lethal castration-resistant prostate cancer. Nature 2012, 487, 239-243. [CrossRef] [PubMed]
Katoh, M. Functional and cancer genomics of ASXL family members. Br. |. Cancer 2013, 109, 299-306. [CrossRef] [PubMed]
Paweletz, C.P.,; Sacher, A.G.; Raymond, C.K.; Alden, R.S.; O’Connell, A.; Mach, S.L.; Kuang, Y.; Gandhi, L.; Kirschmeier, P.; English,
J.M.; et al. Bias-Corrected Targeted Next-Generation Sequencing for Rapid, Multiplexed Detection of Actionable Alterations in
Cell-Free DNA from Advanced Lung Cancer Patients. Clin. Cancer Res. 2016, 22, 915-922. [CrossRef] [PubMed]

Banini, B.A.; Sanyal, A.]. The use of cell free DNA in the diagnosis of HCC. Hepatoma Res. 2019, 5. [CrossRef] [PubMed]

Kim, S.K.; Takeda, H.; Takai, A.; Matsumoto, T.; Kakiuchi, N.; Yokoyama, A.; Yoshida, K.; Kaido, T.; Uemoto, S.; Minamiguchi,
S.; et al. Comprehensive analysis of genetic aberrations linked to tumorigenesis in regenerative nodules of liver cirrhosis. J.
Gastroenterol. 2019, 54, 628-640. [CrossRef]

Nault, J.C.; Mallet, M; Pilati, C.; Calderaro, J.; Bioulac-Sage, P.; Laurent, C.; Laurent, A.; Cherqui, D.; Balabaud, C.; Zucman-Rossi,
J. High frequency of telomerase reverse-transcriptase promoter somatic mutations in hepatocellular carcinoma and preneoplastic
lesions. Nat. Commun. 2013, 4, 2218. [CrossRef]

Johansson, G.; Andersson, D.; Filges, S.; Li, J.; Muth, A.; Godfrey, T.E.; Stahlberg, A. Considerations and quality controls when
analyzing cell-free tumor DNA. Biomol. Detect. Quantif. 2019, 17, 100078. [CrossRef]

World Medical, A. World Medical Association Declaration of Helsinki: Ethical principles for medical research involving human
subjects. JAMA 2013, 310, 2191-2194.

Joo, I; Kim, S.Y.; Kang, TW.; Kim, Y.K,; Park, B.J.; Lee, Y.J.; Choi, ].I; Lee, C.H.; Park, H.S.; Lee, K,; et al. Radiologic-Pathologic
Correlation of Hepatobiliary Phase Hypointense Nodules without Arterial Phase Hyperenhancement at Gadoxetic Acid-enhanced
MRI. A Multicenter Study. Radiology 2020, 296, 192275. [CrossRef] [PubMed]

Li, H.; Durbin, R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformatics 2009, 25, 1754-1760.
[CrossRef] [PubMed]

Kim, P; Yoon, S.; Kim, N.; Lee, S.; Ko, M.; Lee, H.; Kang, H.; Kim, J.; Lee, S. ChimerDB 2.0—A knowledgebase for fusion genes
updated. Nucleic Acids Res. 2010, 38, D81-D85. [CrossRef] [PubMed]


http://doi.org/10.1126/science.275.5302.967
http://doi.org/10.1053/j.gastro.2013.02.032
http://doi.org/10.1002/hep.24647
http://doi.org/10.1371/journal.pone.0121082
http://www.ncbi.nlm.nih.gov/pubmed/25793983
http://doi.org/10.1038/nature11017
http://www.ncbi.nlm.nih.gov/pubmed/22722201
http://doi.org/10.1038/leu.2010.20
http://doi.org/10.1038/nature11125
http://www.ncbi.nlm.nih.gov/pubmed/22722839
http://doi.org/10.1038/bjc.2013.281
http://www.ncbi.nlm.nih.gov/pubmed/23736028
http://doi.org/10.1158/1078-0432.CCR-15-1627-T
http://www.ncbi.nlm.nih.gov/pubmed/26459174
http://doi.org/10.20517/2394-5079.2019.30
http://www.ncbi.nlm.nih.gov/pubmed/31673629
http://doi.org/10.1007/s00535-019-01555-z
http://doi.org/10.1038/ncomms3218
http://doi.org/10.1016/j.bdq.2018.12.003
http://doi.org/10.1148/radiol.2020192275
http://www.ncbi.nlm.nih.gov/pubmed/32484414
http://doi.org/10.1093/bioinformatics/btp324
http://www.ncbi.nlm.nih.gov/pubmed/19451168
http://doi.org/10.1093/nar/gkp982
http://www.ncbi.nlm.nih.gov/pubmed/19906715

	Introduction 
	Results 
	Clinicopathological Characteristics of the Patients 
	Quantification of cfDNA in Cirrhotic Patients and Healthy Donors 
	Somatic Mutation Analysis 
	Imaging Features in Patients Carrying cfDNA Variants 
	Follow-Up Study 
	Association of cfDNA Levels and Variants with Patient’s Clinicopathological Characteristics 

	Discussion 
	Materials and Methods 
	Study Population 
	Image Acquisition 
	Image Analysis 
	DNA Isolation, Library Preparation and Next-Generation Sequencing (NGS) 
	Statistical Analysis 

	Conclusions 
	References

