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Abstract: Liver fibrosis, defined by the aberrant accumulation of extracellular matrix proteins in
liver tissue due to chronic inflammation, represents a pressing global health issue. In this study, we
investigated the transcriptomic signatures of three independent liver fibrosis models induced by
bile duct ligation, carbon tetrachloride, and dimethylnitrosamine (DMN) to unravel the pathological
mechanisms underlying hepatic fibrosis. We observed significant changes in gene expression linked
to key characteristics of liver fibrosis, with a distinctive correlation to the burn-wound-healing
pathway. Building on these transcriptomic insights, we further probed the p53 signaling pathways
within the DMN-induced rat liver fibrosis model, utilizing western blot analysis. We observed
a pronounced elevation in p53 protein levels and heightened ratios of BAX/BCL2, cleaved/pro-
CASPASE-3, and cleaved/full length-PARP in the livers of DMN-exposed rats. Furthermore, we
discovered that orally administering oligonol—a polyphenol, derived from lychee, with anti-oxidative
properties—effectively countered the overexpressions of pivotal apoptotic genes within these fibrotic
models. In conclusion, our findings offer an in-depth understanding of the molecular alterations
contributing to liver fibrosis, spotlighting the essential role of the apoptosis pathway tied to the
burn-wound-healing process. Most importantly, our research proposes that regulating this pathway,
specifically the balance of apoptosis, could serve as a potential therapeutic approach for treating
liver fibrosis.

Keywords: transcriptomic analysis; liver fibrosis; burn-wound healing; apoptosis; oligonol;
hepatoprotective

1. Introduction

Liver fibrosis is a pathological condition characterized by the abnormal accumulation
of extracellular matrix (ECM) proteins within liver tissue in response to chronic inflam-
mation [1]. This process causes prolonged tissue scarring and dysfunction, accompanied
by a wound-healing response. This condition activates hepatic stellate cells (HSCs) to
produce large amounts of ECM proteins in the liver [2]. Apoptosis, a programmed cell
death, plays a key role in wound healing by eliminating damaged cells; however, its dysreg-
ulation can lead to persistent inflammatory responses in wounds [3]. The normal balance
of apoptosis can be disrupted by severe and repetitive injurious stimuli, resulting in the
recruitment of inflammatory and immune cells and contributing to the development of
fibrosis [4]. Additionally, excessive apoptosis has been implicated to contribute to liver
fibrogenesis by promoting the activation of HSCs and myofibroblasts that produce ECM
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scars in the liver [5]. Prolonged liver injury can result in the development of liver cirrhosis,
hepatocellular carcinoma (HCC), and ultimately liver failure [6].

The mechanisms implicated in the development of liver fibrosis have been widely
investigated. Oxidative stress, including the formation of reactive oxygen species (ROSs),
lipid peroxidation, and mitochondrial dysfunction, can cause the necrosis and apoptosis
of hepatocytes [7]. Oxidative damage can also induce hepatic inflammation, apoptotic
responses, and liver damage, which will further exacerbate the fibrotic response [8]. Ani-
mal models are indispensable tools to study the mechanisms underlying fibrogenesis and
to evaluate the impact of anti-fibrotic therapies [9]. Various animal models have been
developed for experimental liver fibrosis research, including hepatotoxin-induced, bil-
iary, autoimmune, alcohol-induced liver disease, and non-alcoholic fatty liver disease [10].
Dimethylnitrosamine (DMN) and carbon tetrachloride (CCl4) are commonly used to in-
duce liver fibrosis in rodents. Liver fibrosis is induced by DMN through the activation
of HSCs and the enhancement of ROS production [11]. Liver fibrosis induced by CCl4
resembles properties of human pathologies, including inflammation and fiber formation,
in rodents [12]. Bile duct ligation (BDL) is the archetype model to induce the rapid estab-
lishment of liver fibrosis in a specific context according to human pathology [13]. Although
animal models have limitations due to species differences, they still provide valuable in-
sights into the pathogeneses of diseases [14]. To extract relevant clues about pathogenesis,
it is important to analyze multiple models induced by various factors and identify common
robust gene signatures across the models, even for the same disease.

Various anti-fibrotic candidates have been identified for liver fibrosis through the use
of anti-oxidants or blocking oxidative stress [15]. We have previously demonstrated that
oligonol has a protective effect against oxidative stress by regulating the PI3K/AKT/NRF2
signaling pathway in DMN-induced liver fibrosis in rats [16]. Oligonol is a phenolic
phytochemical consisting of catechin monomers, procyanidin dimers, and oligomers of
proanthocyanidins [17]. Oligonol has exhibited strong anti-oxidant and anti-inflammation
activities, serving as a promising candidate for the treatment of cancer as well as inflamma-
tory and metabolic disorders [18,19]. Furthermore, oligonol possesses anti-aging properties
that can prevent photoaging by mitigating changes that would cause dysregulation of
wound healing, collagen synthesis, and growth factor production [20].

In this study, we took advantage of three independent liver fibrosis models and
investigated their transcriptome data to understand the pathological mechanisms behind
hepatic fibrosis. We compared the common gene signatures of liver fibrosis with those of
oligonol-treated liver fibrosis and identified significant changes in apoptotic genes within
the wound-healing pathway in liver fibrosis.

2. Materials and Methods
2.1. Animal Model

In consideration of ethical and scientific care standards, the animal protocol imple-
mented in this research was examined and approved by the PNU Institutional Animal
Care and Use Committee (PNU-IACUC) under approval number PNU-2016-1417. Sprague-
Dawley (SD) male rats, obtained from Samtako in Osan, Korea, were provided with
standard rat food and unrestricted access to tap water while being maintained on a 12 h
light–dark cycle. A total of twenty-four rats, aged 6–7 weeks and weighing 170–190 g,
were allocated into four groups of six rats each: control, DMN, Oli10, and Oli20. The
control group was given saline (serving as a DMN vehicle) through intraperitoneal (i.p.)
injection and CMC (serving as an oligonol vehicle) via oral gavage. The DMN group was
administered DMN and CMC, while the Oli10 and Oli20 groups received DMN in addition
to oligonol at dosages of 10 and 20 mg/kg/day, respectively. To induce liver damage in
the rats, i.p. injections of 1% (w/v) DMN (10 mg/kg body weight) were given daily for
three consecutive days per week over a four-week duration. Oligonol was administered
once daily for four weeks using oral gavage. After four weeks, all rats were sacrificed under
anesthesia following an overnight fast. Blood samples for biochemical examination were
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taken from the inferior vena cava, and liver tissues were removed and instantly preserved
in liquid nitrogen for further investigation.

2.2. Biochemical Analysis of Liver Enzymes

Serum aspartate transaminase (AST) and alanine transaminase (ALT) activities were
measured using AST/ALT kits (Asan Pharm, Seoul, Republic of Korea) according to the
method described by Reitman and Frankel [21].

2.3. RNA Extraction and RNA Sequencing (RNA-seq)

The total RNA was extracted from the liver tissues (0.1 g) using TRizol reagent (In-
vitrogen, Carlsbad, CA, USA), following the manufacturer’s protocol. The extracted
RNA was assessed for purity and integrity using a BioDrop nano-spectrophotometer
(Biochrom Ltd., Cambridge, UK). All samples showed high purity (optical densities (ODs):
260/OD280 > 1.8) and integrity (RNA integrity numbers > 7.0). For RNA-seq, cDNA
libraries were constructed, and single-end libraries were sequenced using the MGI-T7
platform (MGI Tech Co., Shenzhen, China) and the MGIEasy RNA Directional Library
Prep Set.

2.4. Collection of Public Transcriptome Data for Liver Fibrosis

We searched the Gene Expression Omnibus (GEO) for the keyword ‘liver fibrosis’
and obtained RNA-seq data sets obtained from the liver tissues of models of liver fibrosis
induced by BDL (GSE152250) [22] and CCl4 (GSE189402) [23], respectively (Table 1). Raw
fastq files were downloaded from the Sequence Read Archive (SRA) via the European
Nucleotide Archive (https://www.ebi.ac.uk/ena/browser/, accessed on 6 April 2023).
The metadata of the individual samples were obtained through the R package ‘GEOquery’.

Table 1. Details of the three liver fibrosis models utilized in this study.

Biological Samples Source Animal/Sex/Age Sequencing
Platform No. of Samples (Per Group)

Livers from DMN
Model This study SD rat/male/6~7 weeks DNBSEQ-T7 3 (1 normal, 1 fibrosis, 1 oligonol)

Livers from BDL
Model

GEO
(GSE152250, [22]) SD rat/male/6~8 weeks HiSeq 4000 11 (6 normal, 5 fibrosis)

Livers from CCl4
Model

GEO
(GSE189402, [23]) SD rat/male/8 weeks NovaSeq 6000 6 (3 normal, 3 fibrosis)

GEO, Gene Expression Omnibus; DMN, dimethylnitrosamine; CCl4, carbon tetrachloride; BDL, bile duct ligation.

2.5. Preprocessing of RNA Sequencing Data

The RNA-seq data sets analyzed in this study (Table 1) were preprocessed via the
following protocol: First, adapter sequences and low-quality bases (Q scores < 20) were
eliminated using TrimGalore (https://www.bioinformatics.babraham.ac.uk/, accessed on
5 September 2020). Next, cleaned reads were then mapped to the rat reference genome
(mRatBN7.2) using the STAR aligner (v2.7.9a) [24] with the gene annotation mRatBN7 Gene
Transfer Format file. Gene expression levels were finally quantified as expected read counts
or transcript per million (TPM) values with RSEM software (v1.3.3).

2.6. Differential Expression and Functional Enrichment Analysis

The exact test implemented in the R package ‘edgeR’ was utilized to assess individual
gene expression changes between two groups, such as liver fibrosis versus normal or
oligonol-treated versus untreated. Differentially expressed genes (DEGs) were selected
based on the following cut-offs: false discovery rate (FDR)-adjusted p-values < 0.01 and
|log2fold-change| > log2(2). Functional overrepresentative analysis was performed via
a hypergeometric test using the enricher function in the R package ‘clusterProfiler’ with

https://www.ebi.ac.uk/ena/browser/
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Wikipathway and Gene Ontology (GO) [25] gene sets. The gene sets were downloaded from
the Molecular Signature Database (MSigDB) using the R package ‘msigdbr’. The R package
‘fgsea’ [26] was further employed to perform Gene Set Enrichment Analysis (GSEA) in
order to visually demonstrate the downregulation of the gene set ‘P53 transcriptional gene
network’ in the DMN-induced rat liver fibrosis model following treatment with oligonol.
Gene networks showing the gene–gene interactions involved in apoptosis and p53 signaling
within the burn-wound-healing pathway were rendered using Cytoscape (v3.9.1).

2.7. Western Blot

Liver samples were homogenized in a ProEXTM CETi lysis buffer containing protease
and phosphatase inhibitors (Translab, Daejeon, Republic of Korea) and then centrifuged
at 12,000 rpm and 4 ◦C for 10 min. Protein concentrations were measured using the BCA
assay, with BSA as a standard. Equivalent aliquots of protein samples (30 µg) were run
on an SDS-polyacrylamide gel (8–12%) and transferred to a polyvinylidene difluoride
membrane (Millipore, Billerica, MA, USA). The blots were then incubated in a blocking
buffer containing 5% non-fat milk powder in tris-buffered saline Tween-20 (TBST) for 1 h,
followed by primary antibodies in TBST overnight at 4 ◦C, with specific primary antibodies
against CASPASE-3 (CASP3, sc-7148), β-actin (sc-47778) (Santa Cruz Biotechnology, Santa
Cruz, CA, USA), p53 (#2524), BCL2 (#2870), BAX (#2772), poly-(ADP-ribose) polymerase
(PARP) (#9532) (Cell Signaling Technology, Danvers, MA, USA), and GAPDH (GTX100118)
(Gene Tex, Irvine, CA, USA) at a 1:1000 dilution. The membrane was washed with TBST and
then incubated with 1:10,000 dilutions of anti-mouse and anti-rabbit secondary antibodies
(Santa Cruz Biotechnology) for 1 h at room temperature. The blots were visualized with
an ECL detection kit (Advansta, San Jose, CA, USA). The optical density of each band
was quantified with ImageJ 1.53e software (NIH, Bethesda, MD, USA) and normalized to
GAPDH as a loading control.

2.8. Statistical Analysis

All data were analyzed and visualized using GraphPad Prism 5 (GraphPad Software,
San Diego, CA, USA) or R software (v4.2.2). One-way analysis of variance followed by
Tukey’s test was applied to assess the statistical significances of the mean differences
between/among groups unless otherwise specified. A p-value of <0.05 was considered
statistically significant unless otherwise noted.

3. Results
3.1. Common Transcriptomic Signatures of Multiple Liver Fibrosis Models Reveal Known
Pathogenic Features of Fibrosis

We hypothesized that the genes involved in the pathogenesis of liver fibrosis change
in expression as the disease progresses. To explore this, we investigated the liver transcrip-
tome profiles of rat models with liver fibrosis induced by multiple stimuli (Figure 1A). We
first generated DMN-induced fibrosis models and conducted RNA-seq analysis on lesional
and normal liver tissues. To identify the robust gene expression signatures of liver fibrosis,
we additionally collected publicly available RNA-seq data sets derived from two other
models of liver fibrosis induced by BDL and CCl4, respectively (Table 1). We processed
raw RNA-seq data from each model uniformly with the same pipeline and selected differ-
entially expressed genes (DEGs) in the fibrotic liver tissue compared to in normal tissue
(Supplementary Figure S1A and Supplementary Tables S1–S3). The common DEGs among
the three models included 332 upregulated genes and 24 downregulated genes, showing
that most of the altered genes exhibited increased expressions as the fibrosis advanced
(Figure 1B).



Antioxidants 2023, 12, 1588 5 of 15

Antioxidants 2023, 12, x FOR PEER REVIEW 5 of 15 
 

lected differentially expressed genes (DEGs) in the fibrotic liver tissue compared to in nor-
mal tissue (Supplementary Figure S1A and Supplementary Tables S1–S3). The common 
DEGs among the three models included 332 upregulated genes and 24 downregulated 
genes, showing that most of the altered genes exhibited increased expressions as the fi-
brosis advanced (Figure 1B).  

 
Figure 1. Common gene expression signatures among three liver fibrosis models. (A) Schematic 
diagram illustrating our transcriptomic analyses conducted on models of liver fibrosis induced by 
DMN, BDL, and CCl4. (B) Venn diagrams depicting the overlaps of DEGs across the three liver fi-
brosis models. (C) Top ten pathways significantly enriched in DEGs that were commonly upregu-
lated or downregulated across all three fibrosis models. DMN, dimethylnitrosamine; BDL, bile duct 
ligation; CCl4, carbon tetrachloride. 

To identify the functional categories enriched among the common DEGs in all three 
models, we performed an overrepresentation analysis using the Wikipathway (Figure 1C 

Figure 1. Common gene expression signatures among three liver fibrosis models. (A) Schematic
diagram illustrating our transcriptomic analyses conducted on models of liver fibrosis induced by
DMN, BDL, and CCl4. (B) Venn diagrams depicting the overlaps of DEGs across the three liver fibrosis
models. (C) Top ten pathways significantly enriched in DEGs that were commonly upregulated or
downregulated across all three fibrosis models. DMN, dimethylnitrosamine; BDL, bile duct ligation;
CCl4, carbon tetrachloride.

To identify the functional categories enriched among the common DEGs in all three
models, we performed an overrepresentation analysis using the Wikipathway (Figure 1C
and Supplementary Table S4) and GO gene sets (Supplementary Figure S1B). We found
that gene signatures related to the typical fibrosis pathogenesis, which includes ECM re-
modeling, collagen synthesis, inflammatory responses, and prostaglandin regulation, were
significantly upregulated in liver fibrotic tissue (Figure 1C and Supplementary Figure S1B).
As fibrosis occurs as a result of chronic inflammation, it triggers the persistent activation
of fibroblasts responsible for the synthesis and deposition of collagen fibers [27]. Consis-
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tently with this, previous studies have observed increased collagen synthesis in fibrosis
models, along with the subsequent regulation of prostaglandin to inhibit collagen expres-
sion and deposition [28–30]. We observed an upregulation of the genes involved in the
PI3K/AKT/mTOR signaling pathways, the dysregulation of which can drive the hyperacti-
vation of inflammatory cells and HCC progression [31]. In addition, PI3K/AKT signaling is
associated with the inhibitory effect of peroxisome proliferator-activated receptors (PPARs)
on HSC activation [32].

Although the number of commonly downregulated DEGs was relatively low, they
were enriched for several pathways, including the fatty acid metabolic process, PPAR sig-
naling, and angiopoietin-like protein 8 regulatory pathways (Figure 1C and Supplementary
Table S4). In particular, the liver X receptor (LXR) pathway, where LXR functions as a
transcription factor that regulates the expressions of genes involved in lipid metabolism,
including the synthesis of bile acids, cholesterol, and fatty acids, was the most signifi-
cantly enriched pathway [33]. Previous studies have demonstrated that downregulation
of the LXR pathway can lead to increased production of proinflammatory cytokines and
chemokines [34], as well as the accumulation of lipids and ECM proteins [35]. PPARs are
also known to regulate lipid metabolism, and their alpha and delta subfamilies have been
shown to reduce inflammation, oxidative stress, and fibrosis by reducing lipid accumula-
tion in the liver [36]. Furthermore, angiopoietin-like protein 8 plays a critical role in hepatic
glucose metabolism, which is commonly impaired during liver fibrosis [37,38].

Overall, the fibrotic gene signatures derived from the transcriptomes of the
three independent models revealed known molecular mechanisms associated with fi-
brosis, implying that these signatures could provide reliable evidence on the pathogenesis
of liver fibrosis.

3.2. Transcriptomic Signatures Indicate the Impact of Oligonol Treatment on the
Burn-Wound-Healing Pathway in Liver Fibrosis Models

In a previous study, we demonstrated that oligonol exhibits anti-inflammatory and
protective effects against oxidative stress-induced liver fibrosis [16]. Therefore, we aimed to
identify which fibrotic gene signatures are affected by oligonol treatment. To achieve this,
the rats received i.p. injections of DMN once daily for three consecutive days per week for
four weeks and were administered 10 or 20 mg/kg/day oligonol once daily for four weeks
via oral gavage (Figure 2A). We measured serum levels of ALT and AST as indicators
of liver injury and observed that DMN exposure increased these levels while oligonol
treatment at both 10 and 20 mg/kg doses decreased them (Figure 2B). Subsequently, we
conducted transcriptome profiling on the liver tissues from the DMN model, with oligonol
administration at a dose of 20 mg/kg (Table 1). We identified the DEGs affected by the
oligonol treatment by comparing the oligonol-treated DMN model with the untreated DMN
model (Supplementary Figure S2A and Supplementary Table S5). Interestingly, among the
downregulated DEGs affected by the oligonol treatment, 318 (84.12%) were upregulated
in the DMN model, and among the upregulated DEGs affected by the oligonol treatment,
189 (72.13%) were downregulated in the DMN model (Supplementary Figure S2B). We
further identified 48 downregulated DEGs and 10 upregulated DEGs with the oligonol
treatment, which exhibited inverse regulation in all three liver fibrosis models (Figure 2C).
Functional enrichment analysis on these genes revealed two overrepresented gene sets,
lung fibrosis and burn-wound healing, which were the only gene sets significantly enriched
in both the upregulated common DEGs of fibrosis (Figure 1C) and the downregulated DEGs
of the oligonol treatment (Figure 2D). The burn-wound-healing pathway encompasses the
known molecular players involved in the wound-healing response following burn injury in
mammals [39]. The healing process for burn wounds typically involves three main phases,
inflammation, proliferation, and remodeling, which parallels the responses to other wounds
in the liver [39]. However, there are notable differences in terms of the molecular players,
including the involvements of p53, Bax, Mmp9, and others (Supplementary Figure S2C). We
focused particularly on the genes involved in the healing process specific to burn wounds



Antioxidants 2023, 12, 1588 7 of 15

and noted the significance of p53, as this aligns with the finding that the 318 genes that
exhibited upregulation in the DMN-induced liver fibrosis model and downregulation upon
oligonol treatment were significantly associated with the p53 transcriptional gene network
(Supplementary Figure S2D).
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Figure 2. Impacts of oligonol on biochemical and transcriptome changes in liver fibrosis model.
(A) Schematic representation of in vivo study design. The red arrows represent the time points at
which DMN was administered, and the ‘X’ markings denote the time points at which the rats were
sacrificed. (B) Alterations in serum ALT and AST levels. Bar plots show the mean values with the
corresponding standard error of the mean (SEM) for each group (n = 6). Statistical significance is
indicated as follows: *** p < 0.001 vs. the control group and ## p < 0.01 and ### p < 0.001 vs. the DMN
group. (C) Venn diagrams illustrating the overlapping liver fibrotic signatures (common DEGs of three
liver fibrosis models) and DEGs affected by oligonol treatment. (D) Top ten significantly enriched
pathways for 48 genes upregulated in the DMN model and downregulated upon oligonol treatment
(left) and 10 genes downregulated in the DMN model and upregulated upon oligonol treatment
(right). (E) Expression changes (log2 fold-change) of genes involved in the burn-wound-healing
pathways under different conditions. Genes exhibiting significant changes in at least two liver fibrotic
models were selected. Highlighted in red is Tp53, a gene of particular interest in this study. DMN,
dimethylnitrosamine; AST, aspartate transaminase; ALT, alanine transaminase; NESs, normalized
enrichment scores.
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3.3. Expression of p53 Targets Was Overall Elevated in Liver Fibrosis Models

The tumor suppressor protein p53 is a well-known transcription factor that regulates
the expressions of a wide variety of genes involved in apoptosis and cell proliferation [40].
However, the specific role of p53 in liver fibrosis remains uncertain due to its complex
interactions and context-dependent function [41]. Previous studies have shown that p53 ac-
tivation leads to hepatocyte apoptosis, subsequent activation of HSCs, and the development
of liver fibrosis [41,42]. Conversely, loss of p53 function or overexpression of its negative
regulator MDM2 can enhance HSC activation and promote fibrosis progression [43]. As
such, our understanding of p53’s role in liver fibrosis continues to evolve. In our liver fibro-
sis model, we observed a significant elevation of p53 downstream target gene expression
levels in response to DMN, which were subsequently reduced by the oligonol treatment
(Figure 3A). Additionally, we found strong positive correlations between the expression
changes of these p53-associated genes in the DMN, BDL, and CCI4 models (Supplementary
Figure S3). In contrast, these expression changes in the three models showed negative
correlations with those in the oligonol-treated DMN model. These observations suggest
that regulation of these p53-associated genes may serve as a plausible mechanism through
which oligonol exerts its beneficial effects in liver fibrosis.
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Figure 3. Association of p53 pathway and apoptotic genes with liver fibrosis. (A) GSEA plots
displaying the upregulation of genes associated with the ‘P53 transcriptional gene network’ in liver
tissues of the DMN group (n = 1) compared to the normal group (n = 1) and their downregulation
in the oligonol-treated DMN group compared with the DMN group (n = 1). (B) A gene network
representing gene–gene interaction associated with p53-related apoptotic genes in the burn-wound-
healing pathway. Genes involved in both apoptosis and the p53 signaling pathway are colored green.
DMN, dimethylnitrosamine; NESs, normalized enrichment scores.

3.4. p53-Associated Apoptotic Genes May Be a Plausible Mechanism in Liver Fibrosis

Based on the elevated expression levels of the p53 targets in the liver fibrosis mod-
els and a previous report that p53 activation triggers the apoptotic pathways in hepato-
cytes [42], we further focused on the regulation of the p53-associated apoptotic genes, such
as Bax, Casp3, and Tnf, that are involved in the burn-wound-healing pathway (Figure 3B).
To explore whether this apoptotic pathway is associated with liver fibrogenesis, we exam-
ined the expression changes of the p53-associated apoptotic genes in the individual liver
fibrosis models. We constructed a gene–gene network by integrating the p53 signaling,
apoptosis, and burn-wound-healing pathways, where each node represented a gene and
each edge represented the interaction between genes. These networks showed that at least
two fibrosis inducers commonly upregulated the expression levels of Tp53, Bax, Pmaip1,
Box, Bak1, Casp3, Casp9, Bid, Il1b, and Jun (Figure 4A–C), while oligonol downregulated
their expression (Figure 4D).
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3.5. Apoptotic Genes Affected by DMN Exposure Are Restored with Oligonol Treatment

To validate the findings obtained from the transcriptomic analyses, we examined the
protein levels of p53, BAX, BCL2, and CASP3 in the liver tissues of the DMN-intoxicated
rats. The western blotting results showed that the protein levels of p53, along with the
expression ratios of BAX/BCL2 and cleaved/pro-CASP3, were significantly increased
in the livers intoxicated with DMN compared to the control group (Figure 5). In the
context of apoptosis, the activated CASP3 targets PARP and cleaves it, thereby inhibiting
its DNA repair function and consequently facilitating the process of programmed cell
death. Thus, we additionally assessed the association between apoptosis induction and
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caspase-3-mediated PARP cleavage. The active form of cleaved PARP was increased in the
DMN-treated rats but was effectively reduced by the oligonol treatment (Supplementary
Figure S4). However, the treatment with oligonol resulted in the downregulations of p53,
BAX, and cleaved CASP3 and an upregulation of BCL2 compared with those of the DMN
group, albeit not in a dose-dependent manner. These results indicate that the apoptotic
pathway, involving p53, BAX, and CASP3, contributed to both the liver fibrogenesis and
the anti-fibrotic effects of the oligonol.
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4. Discussion

Through analysis of the transcriptome data from the three distinct liver fibrotic mod-
els, the present study unveiled significant alterations in gene expression associated with
key features of liver fibrosis (Figure 1B,C). Of particular significance is the compelling
association identified between liver fibrosis and the burn-wound-healing pathway. Liver
fibrosis is a pathological process that often develops in response to chronic liver injuries.
This process shares many similarities with the wound-healing process, wherein the liver
responds to injury by initiating a cascade of cellular events aimed at tissue repair. This
parallel is particularly evident in the activations of inflammation and various cell types as
well as signaling molecules. However, a critical distinction arises in liver fibrosis, where the
balance between tissue production, remodeling, and degradation is disrupted, resulting
in an excessive accumulation of scar tissue [44]. Furthermore, it is crucial to note that
liver fibrosis has the potential to advance into cirrhosis, a condition marked by extensive
scarring and compromised liver function. Intriguingly, the progression of liver fibrosis
closely mirrors the pathways involved in burn-wound healing. Both liver fibrosis and
burn-wound healing exhibit a common characteristic: the excessive formation of fibrotic
tissue. This underscores the significance of leveraging our insights regarding burn-wound
healing to enhance our comprehension of liver fibrosis and its underlying mechanisms [45].

At the core of both liver fibrosis and the burn-wound-healing process lies apoptosis,
a regulated mechanism of cell death essential for the effective elimination of damaged or
dysfunctional cells. In the context of chronic liver injury, hepatocytes undergo repeated
cycles of death and regeneration, frequently involving apoptosis. This apoptotic event
in hepatocytes serves as a trigger for the inflammatory response and the activation of
hepatic stellate cells, which play a critical role in fibrosis development [46]. In the advanced
stages of liver fibrosis or cirrhosis, there is a notable escalation in hepatocyte apoptosis,
further exacerbating the impairment of liver function and contributing to its progressive
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decline [47,48]. Hence, maintaining a delicate balance of apoptosis is crucial in both burn-
wound healing and liver fibrosis. Insufficient apoptosis may result in chronic inflammation
and fibrosis, while excessive or inappropriate apoptosis can cause tissue damage and hinder
proper healing [49]. A comprehensive understanding of apoptosis regulation in these
processes holds the potential to unveil novel therapeutic targets for intervention. Apoptosis
linked to liver disease is now recognized as a critical nexus where multiple key pathways
intersect. Under injurious stimuli, the activation of CASP3 or proapoptotic members of
the Bcl2 family (such as Bax and Bid) facilitates the release of mitochondrial cytochrome
c [43,44]. Furthermore, it is noteworthy that activated CASP3 also plays a key role in the
cleavage of PARP, another pivotal enzyme in the process of apoptosis. PARP, when cleaved
by CASP3, loses its ability to repair DNA and maintain cell survival, thereby pushing
the cell toward apoptosis [50,51]. Additionally, the tumor suppressor gene Tp53 acts as a
proapoptotic factor and is triggered in response to cellular stresses, including oxidative
stress [45]. The activation of the p53/Bax/Bcl2 signaling pathway intensifies cell apoptosis,
thereby exacerbating the progression of liver fibrosis [46]. Building upon the findings from
our transcriptome analysis, we focused our investigation on the p53 signaling pathways
in a rat model of liver fibrosis induced by DMN. Remarkably, we observed substantial
elevations in the p53 protein levels, along with increased BAX/BCL2 and cleaved/pro-
CASP3, and larger cleaved/full length-PARP ratios in the livers of rats intoxicated with
DMN (Figure 4). These pronounced increases strongly indicated the presence of apoptosis
in these fibrotic livers.

Additionally, we investigated the influence of oligonol treatment on the p53 signal-
ing pathways in the rat liver. Oligonol is a phenolic compound derived from the lychee
fruit (Litchi chinensis Sonn.) through a manufacturing process that converts polyphenol
polymers into oligomers [52]. This powerful anti-oxidant supplement has shown diverse
physiological and biochemical effects in different in vivo models [53–55]. In a prior study,
we uncovered that oligonol possesses anti-fibrotic qualities in combating DMN-induced
rat liver fibrosis. Its anti-fibrotic activity largely stems from its ability to mitigate HSC
activation [16]. It achieves this by reducing hepatic inflammation through the inhibition
of NF-κB activation during the initial stages of liver fibrosis and by restoring the oxida-
tive balance through Nrf2 activation. This dual action helps prevent lipid peroxidation
and the production of ROSs, both of which are key factors in the development of liver
fibrosis. In the present study, we have demonstrated that the administration of oligonol
to DMN-intoxicated rats led to the downregulations of various genes associated with
p53 transcription (Figure 2E) and effectively reversed the overexpressions of crucial apop-
totic genes, including Bax, Tp53, and Casp3 (Figures 2E and 4). These findings underscore
the crucial role of the apoptosis pathway in liver fibrosis and emphasize the importance
of suppressing this pathway to achieve anti-fibrotic effects. However, this study predom-
inantly targeted a broad analysis of liver tissue and did not delve into a comprehensive
examination to ascertain whether apoptosis was more prevalent in specific cell types. Thus,
the relationship between the detected apoptotic signature and stem cell exhaustion, along
with the distribution of apoptosis among diverse liver cell populations, indeed necessi-
tates further investigation. Moreover, it is essential to acknowledge that the apoptosis of
activated HSCs is a critical mechanism in the resolution of liver fibrosis [56]. When these
cells escape apoptosis, they continue to produce excessive ECM amounts, leading to the
accumulation of scar tissue.

While our integrative transcriptome analysis and western blot results for liver tissues
have indicated that apoptosis is a prominent feature in chronically damaged liver tissue,
the specific impact of this damage on the apoptosis of activated HSCs during the fibrotic
process and its potential prevention are still areas requiring further investigation. This
complex interplay necessitates additional exploration to fully understand the role and
potential manipulation of apoptosis in effectively managing liver fibrosis. Additionally,
we utilized three fibrosis models, employing male rats aged 6 to 9 weeks, in our study. A
significant body of past research has utilized male rats, and in order to maintain consistency
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and ensure comparability with these studies, we followed this convention. This choice
was made to control for any potential age-related variations in fibrosis expression. We
acknowledge that this strict age range may have limited the broader applicability of our
results, especially considering the increased prevalence of fibrosis in older populations. As
such, the findings of this study could benefit from validation by additional studies involving
female and/or older rat populations. We strongly encourage further research to explore
whether our findings can be generalized to these different groups, thus providing a more
comprehensive understanding of liver fibrosis progression and the associated mechanisms.

5. Conclusions

By conducting an integrative transcriptomic analysis across three distinct fibrotic rat
models, we have illuminated compelling insights into the molecular alterations inherent in
liver fibrosis and uncovered upregulated apoptotic signaling within the wound-healing
pathway in liver fibrosis models (Figure 6). Our findings suggest that modulation of this
pathway, specifically the balance of apoptosis, could potentially serve as a therapeutic
strategy for managing liver fibrosis. Additionally, our study has exhibited the potential
of oligonol, a lychee-derived phenolic compound, in counteracting the overexpression of
critical apoptotic genes in a DMN-induced rat model. These results point towards the
potential therapeutic application of oligonol in conditions marked by excessive fibrosis,
such as liver fibrosis.
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However, the exact mechanisms through which oligonol operates and its impact on
the apoptosis of activated HSCs during the fibrotic process still need to be defined. Further-
more, while oligonol may alleviate DMN-induced liver fibrosis by inhibiting p53-mediated
apoptosis, there is a potential risk that it could amplify the likelihood of liver cancer
if it overly suppresses the p53 pathway. Thus, while exploring the modulation of the
p53 pathway with oligonol has presented a promising avenue in liver disease research, the
intertwined roles of p53 in both liver fibrosis and cancer mandate a judicious and knowl-
edgeable approach. Our findings have underscored the need for further investigations to
build upon this initial research and delve deeper into the underlying mechanisms involved
in liver fibrosis and its treatment.
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untreated DMN model.

Author Contributions: Conceptualization, J.K., C.L., H.L., and J.-O.M.; investigation, J.K. and C.L.;
resources, H.Y.C. and J.-O.M.; formal transcriptome analysis, S.G.N. and S.K.; visualization, J.K. and
C.L.; writing—original draft preparation, J.K. and C.L.; supervision, writing—review and editing,
H.L. and J.-O.M.; funding acquisition, H.L. All authors have read and agreed to the published version
of the manuscript.

Funding: This work was supported by National Research Foundation of Korea grants funded by the
Korean Government (NRF-2021R1C1C1003988).

Institutional Review Board Statement: The animal protocol used in this study was examined and
approved by the PNU Institutional Animal Care and Use Committee (PNU-IACUC; Approval number
PNU-2016-1417).

Informed Consent Statement: Not applicable.

Data Availability Statement: The authors confirm that the data supporting the findings of this study
are available upon request.

Acknowledgments: We express our sincere gratitude to Nam Deuk Kim and KiWung Chung from
Pusan National University, Aeyung Kim from Korea Institute of Oriental Medicine, and Hyuk-Jin Cha
from Seoul National University for their invaluable contributions through enlightening discussions.

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

References
1. Wynn, T.A.; Ramalingam, T.R. Mechanisms of fibrosis: Therapeutic translation for fibrotic disease. Nat. Med. 2012, 18, 1028–1040.

[CrossRef]
2. Jiang, J.X.; Torok, N.J. Liver injury and the activation of the hepatic myofibroblasts. Curr. Pathobiol. Rep. 2013, 1, 215–223.

[CrossRef]
3. Johnson, A.; Francis, M.; DiPietro, L.A. Differential apoptosis in mucosal and dermal wound healing. Adv. Wound Care (New

Rochelle) 2014, 3, 751–761. [CrossRef] [PubMed]
4. Herrera, J.; Henke, C.A.; Bitterman, P.B. Extracellular matrix as a driver of progressive fibrosis. J. Clin. Investig. 2018, 128, 45–53.

[CrossRef]
5. Kisseleva, T.; Cong, M.; Paik, Y.; Scholten, D.; Jiang, C.; Benner, C.; Iwaisako, K.; Moore-Morris, T.; Scott, B.; Tsukamoto, H.; et al.

Myofibroblasts revert to an inactive phenotype during regression of liver fibrosis. Proc. Natl. Acad. Sci. USA 2012, 109, 9448–9453.
[CrossRef] [PubMed]

6. Bataller, R.; Brenner, D.A. Liver fibrosis. J. Clin. Investig. 2005, 115, 209–218. [CrossRef]
7. Conde de la Rosa, L.; Goicoechea, L.; Torres, S.; Garcia-Ruiz, C.; Fernandez-Checa, J.C. Role of oxidative stress in liver disorders.

Livers 2022, 2, 283–314. [CrossRef]
8. Guicciardi, M.E.; Gores, G.J. Apoptosis: A mechanism of acute and chronic liver injury. Gut 2005, 54, 1024–1033. [CrossRef]

[PubMed]
9. Popov, Y.; Schuppan, D. Targeting liver fibrosis: Strategies for development and validation of antifibrotic therapies. Hepatology

2009, 50, 1294–1306. [CrossRef] [PubMed]
10. Delire, B.; Starkel, P.; Leclercq, I. Animal models for fibrotic liver diseases: What we have, what we need, and what is under

development. J. Clin. Transl. Hepatol. 2015, 3, 53–66. [CrossRef]
11. Chen, Y.; Zhou, Z.; Mo, Q.; Zhou, G.; Wang, Y. Gallic acid attenuates dimethylnitrosamine-induced liver fibrosis by alteration of

SMAD phosphoisoform signaling in rats. Biomed Res. Int. 2018, 2018, 1682743. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/antiox12081588/s1
https://www.mdpi.com/article/10.3390/antiox12081588/s1
https://doi.org/10.1038/nm.2807
https://doi.org/10.1007/s40139-013-0019-6
https://doi.org/10.1089/wound.2012.0418
https://www.ncbi.nlm.nih.gov/pubmed/25493209
https://doi.org/10.1172/JCI93557
https://doi.org/10.1073/pnas.1201840109
https://www.ncbi.nlm.nih.gov/pubmed/22566629
https://doi.org/10.1172/JCI24282
https://doi.org/10.3390/livers2040023
https://doi.org/10.1136/gut.2004.053850
https://www.ncbi.nlm.nih.gov/pubmed/15951554
https://doi.org/10.1002/hep.23123
https://www.ncbi.nlm.nih.gov/pubmed/19711424
https://doi.org/10.14218/JCTH.2014.00035
https://doi.org/10.1155/2018/1682743
https://www.ncbi.nlm.nih.gov/pubmed/30627538


Antioxidants 2023, 12, 1588 14 of 15

12. Liedtke, C.; Luedde, T.; Sauerbruch, T.; Scholten, D.; Streetz, K.; Tacke, F.; Tolba, R.; Trautwein, C.; Trebicka, J.; Weiskirchen, R.
Experimental liver fibrosis research: Update on animal models, legal issues and translational aspects. Fibrogenesis Tissue Repair.
2013, 6, 19. [CrossRef] [PubMed]

13. Tag, C.G.; Sauer-Lehnen, S.; Weiskirchen, S.; Borkham-Kamphorst, E.; Tolba, R.H.; Tacke, F.; Weiskirchen, R. Bile duct ligation in
mice: Induction of inflammatory liver injury and fibrosis by obstructive cholestasis. J. Vis. Exp. 2015, 96, 52438. [CrossRef]

14. Xu, J.; Liu, X.; Koyama, Y.; Wang, P.; Lan, T.; Kim, I.G.; Kim, I.H.; Ma, H.Y.; Kisseleva, T. The types of hepatic myofibroblasts
contributing to liver fibrosis of different etiologies. Front. Pharmacol. 2014, 5, 167. [CrossRef]

15. Weiskirchen, R. Hepatoprotective and anti-fibrotic agents: It’s time to take the next step. Front. Pharmacol. 2015, 6, 303. [CrossRef]
[PubMed]

16. Lee, C.; Bak, J.; Yoon, S.; Moon, J.O. Protective effect of oligonol on dimethylnitrosamine-induced liver fibrosis in rats via the
JNK/NF-kappaB and PI3K/Art/Nrf2 signaling pathways. Antioxidants 2021, 10, 366. [CrossRef]

17. Noh, J.S.; Park, C.H.; Yokozawa, T. Treatment with oligonol, a low-molecular polyphenol derived from lychee fruit, attenuates
diabetes-induced hepatic damage through regulation of oxidative stress and lipid metabolism. Br. J. Nutr. 2011, 106, 1013–1022.
[CrossRef]

18. Kim, M.; Park, W.H.; Lee, S.; Suh, D.H.; Kim, K.; No, J.H.; Kim, Y.B. Oligonol, a low molecular weight polyphenol, enhances
apoptotic cell death in ovarian cancer cells via suppressing NF-kappaB activation. Nutr. Cancer 2019, 71, 141–148. [CrossRef]

19. Park, C.H.; Park, K.H.; Hong, S.G.; Lee, J.S.; Baek, J.H.; Lee, G.I.; Heo, J.W.; Yokozawa, T. Oligonol, a low-molecular-weight
polyphenol derived from lychee peel, attenuates diabetes-induced pancreatic damage by inhibiting inflammatory responses
via oxidative stress-dependent mitogen-activated protein kinase/nuclear factor-kappa B signaling. Phytother. Res. 2018, 32,
2541–2550. [CrossRef]

20. Kundu, J.K.; Choi, K.-S.; Fujii, H.; Sun, B.; Surh, Y.-J. Oligonol, a lychee fruit-derived low molecular weight polyphenol
formulation, inhibits UVB-induced cyclooxygenase-2 expression, and induces NAD(P)H:quinone oxidoreductase-1 expression in
hairless mouse skin. J. Funct. Foods 2009, 1, 98–108. [CrossRef]

21. Reitman, S.; Frankel, S. A colorimetric method for the determination of serum glutamic oxalacetic and glutamic pyruvic
transaminases. Am. J. Clin. Pathol. 1957, 28, 56–63. [CrossRef] [PubMed]

22. Zhang, J.; Muise, E.S.; Han, S.; Kutchukian, P.S.; Costet, P.; Zhu, Y.; Kan, Y.; Zhou, H.; Shah, V.; Huang, Y.; et al. Molecular
profiling reveals a common metabolic signature of tissue fibrosis. Cell Rep. Med. 2020, 1, 100056. [CrossRef] [PubMed]

23. Xiong, Y.; Wen, S.; Li, Y.; Wei, Y.; Fang, B.; Li, C.; Huang, Q.; Lin, X. Comprehensive analysis of transcriptomics and metabolomics
to illustrate the underlying mechanism of helenalin against hepatic fibrosis. Eur. J. Pharmacol. 2022, 919, 174770. [CrossRef]

24. Dobin, A.; Davis, C.A.; Schlesinger, F.; Drenkow, J.; Zaleski, C.; Jha, S.; Batut, P.; Chaisson, M.; Gingeras, T.R. STAR: Ultrafast
universal RNA-seq aligner. Bioinformatics 2013, 29, 15–21. [CrossRef]

25. Gene Ontology Consortium. Gene ontology consortium: Going forward. Nucleic Acids Res. 2015, 43, D1049–D1056. [CrossRef]
[PubMed]

26. Subramanian, A.; Tamayo, P.; Mootha, V.K.; Mukherjee, S.; Ebert, B.L.; Gillette, M.A.; Paulovich, A.; Pomeroy, S.L.; Golub, T.R.;
Lander, E.S.; et al. Gene set enrichment analysis: A knowledge-based approach for interpreting genome-wide expression profiles.
Proc. Natl. Acad. Sci. USA 2005, 102, 15545–15550. [CrossRef]

27. Caligiuri, A.; Gentilini, A.; Pastore, M.; Gitto, S.; Marra, F. Cellular and molecular mechanisms underlying liver fibrosis regression.
Cells 2021, 10, 2759. [CrossRef]

28. Okunishi, K.; Sisson, T.H.; Huang, S.K.; Hogaboam, C.M.; Simon, R.H.; Peters-Golden, M. Plasmin overcomes resistance to
prostaglandin E2 in fibrotic lung fibroblasts by reorganizing protein kinase A signaling. J. Biol. Chem. 2011, 286, 32231–32243.
[CrossRef]

29. Huang, S.; Wettlaufer, S.H.; Hogaboam, C.; Aronoff, D.M.; Peters-Golden, M. Prostaglandin E(2) inhibits collagen expression and
proliferation in patient-derived normal lung fibroblasts via E prostanoid 2 receptor and cAMP signaling. Am. J. Physiol. Lung Cell
Mol. Physiol. 2007, 292, L405–L413. [CrossRef]

30. Baum, B.J.; Moss, J.; Breul, S.D.; Berg, R.A.; Crystal, R.G. Effect of cyclic AMP on the intracellular degradation of newly synthesized
collagen. J. Biol. Chem. 1980, 255, 2843–2847. [CrossRef]

31. Tian, L.Y.; Smit, D.J.; Jucker, M. The role of PI3K/AKT/mTOR signaling in hepatocellular carcinoma metabolism. Int. J. Mol. Sci.
2023, 24, 2652. [CrossRef]

32. Zhang, Q.; Xiang, S.; Liu, Q.; Gu, T.; Yao, Y.; Lu, X. PPARγ antagonizes hypoxia-induced activation of hepatic stellate cell through
cross mediating PI3K/AKT and cGMP/PKG signaling. PPAR Res. 2018, 2018, 6970407. [CrossRef]

33. Calkin, A.C.; Tontonoz, P. Transcriptional integration of metabolism by the nuclear sterol-activated receptors LXR and FXR. Nat.
Rev. Mol. Cell Biol. 2012, 13, 213–224. [CrossRef] [PubMed]

34. A-González, N.; Castrillo, A. Liver X receptors as regulators of macrophage inflammatory and metabolic pathways. Biochim.
Biophys. Acta 2011, 1812, 982–994. [CrossRef]

35. Becares, N.; Gage, M.C.; Voisin, M.; Shrestha, E.; Martin-Gutierrez, L.; Liang, N.; Louie, R.; Pourcet, B.; Pello, O.M.; Luong, T.V.;
et al. Impaired LXRalpha phosphorylation attenuates progression of fatty liver disease. Cell Rep. 2019, 26, 984–995.e6. [CrossRef]

36. Wang, Y.; Nakajima, T.; Gonzalez, F.J.; Tanaka, N. PPARs as metabolic regulators in the liver: Lessons from liver-specific PPAR-null
mice. Int. J. Mol. Sci. 2020, 21, 2061. [CrossRef] [PubMed]

https://doi.org/10.1186/1755-1536-6-19
https://www.ncbi.nlm.nih.gov/pubmed/24274743
https://doi.org/10.3791/52438
https://doi.org/10.3389/fphar.2014.00167
https://doi.org/10.3389/fphar.2015.00303
https://www.ncbi.nlm.nih.gov/pubmed/26779021
https://doi.org/10.3390/antiox10030366
https://doi.org/10.1017/S0007114511001322
https://doi.org/10.1080/01635581.2018.1557215
https://doi.org/10.1002/ptr.6194
https://doi.org/10.1016/j.jff.2008.09.016
https://doi.org/10.1093/ajcp/28.1.56
https://www.ncbi.nlm.nih.gov/pubmed/13458125
https://doi.org/10.1016/j.xcrm.2020.100056
https://www.ncbi.nlm.nih.gov/pubmed/33205063
https://doi.org/10.1016/j.ejphar.2022.174770
https://doi.org/10.1093/bioinformatics/bts635
https://doi.org/10.1093/nar/gku1179
https://www.ncbi.nlm.nih.gov/pubmed/25428369
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.3390/cells10102759
https://doi.org/10.1074/jbc.M111.235606
https://doi.org/10.1152/ajplung.00232.2006
https://doi.org/10.1016/S0021-9258(19)85816-7
https://doi.org/10.3390/ijms24032652
https://doi.org/10.1155/2018/6970407
https://doi.org/10.1038/nrm3312
https://www.ncbi.nlm.nih.gov/pubmed/22414897
https://doi.org/10.1016/j.bbadis.2010.12.015
https://doi.org/10.1016/j.celrep.2018.12.094
https://doi.org/10.3390/ijms21062061
https://www.ncbi.nlm.nih.gov/pubmed/32192216


Antioxidants 2023, 12, 1588 15 of 15

37. Guo, C.; Wang, C.; Deng, X.; He, J.; Yang, L.; Yuan, G. ANGPTL8 in metabolic homeostasis: More friend than foe? Open Biol. 2021,
11, 210106. [CrossRef]

38. Verloh, N.; Einspieler, I.; Utpatel, K.; Menhart, K.; Brunner, S.; Hofheinz, F.; van den Hoff, J.; Wiggermann, P.; Evert, M.;
Stroszczynski, C.; et al. In vivo confirmation of altered hepatic glucose metabolism in patients with liver fibrosis/cirrhosis by
(18)F-FDG PET/CT. EJNMMI Res. 2018, 8, 98. [CrossRef]

39. Walter, A.S.; Volkmer, E.; Gauglitz, G.; Böcker, W.; Saller, M.M. Systematic review of molecular pathways in burn wound healing.
Burns 2023, in press. [CrossRef]

40. Aubrey, B.J.; Kelly, G.L.; Janic, A.; Herold, M.J.; Strasser, A. How does p53 induce apoptosis and how does this relate to
p53-mediated tumour suppression? Cell Death Differ. 2018, 25, 104–113. [CrossRef] [PubMed]

41. Yu, S.; Ji, G.; Zhang, L. The role of p53 in liver fibrosis. Front. Pharmacol. 2022, 13, 1057829. [CrossRef]
42. Kodama, T.; Takehara, T.; Hikita, H.; Shimizu, S.; Shigekawa, M.; Tsunematsu, H.; Li, W.; Miyagi, T.; Hosui, A.; Tatsumi, T.; et al.

Increases in p53 expression induce CTGF synthesis by mouse and human hepatocytes and result in liver fibrosis in mice. J. Clin.
Investig. 2011, 121, 3343–3356. [CrossRef]

43. Krizhanovsky, V.; Yon, M.; Dickins, R.A.; Hearn, S.; Simon, J.; Miething, C.; Yee, H.; Zender, L.; Lowe, S.W. Senescence of activated
stellate cells limits liver fibrosis. Cell 2008, 134, 657–667. [CrossRef]

44. Khurana, A.; Sayed, N.; Allawadhi, P.; Weiskirchen, R. It’s all about the spaces between cells: Role of extracellular matrix in liver
fibrosis. Ann. Transl. Med. 2021, 9, 728. [CrossRef] [PubMed]

45. Shi, L.; Jiang, Z.; Li, J.; Lin, H.; Xu, B.; Liao, X.; Fu, Z.; Ao, H.; Guo, G.; Liu, M. Metformin improves burn wound healing by
modulating microenvironmental fibroblasts and macrophages. Cells 2022, 11, 4094. [CrossRef]

46. Jiang, J.X.; Venugopal, S.; Serizawa, N.; Chen, X.; Scott, F.; Li, Y.; Adamson, R.; Devaraj, S.; Shah, V.; Gershwin, M.E.; et al.
Reduced nicotinamide adenine dinucleotide phosphate oxidase 2 plays a key role in stellate cell activation and liver fibrogenesis
in vivo. Gastroenterology 2010, 139, 1375–1384. [CrossRef]

47. Takehara, T.; Tatsumi, T.; Suzuki, T.; Rucker, E.B., 3rd; Hennighausen, L.; Jinushi, M.; Miyagi, T.; Kanazawa, Y.; Hayashi, N.
Hepatocyte-specific disruption of Bcl-xL leads to continuous hepatocyte apoptosis and liver fibrotic responses. Gastroenterology
2004, 127, 1189–1197. [CrossRef]

48. Hirsova, P.; Bohm, F.; Dohnalkova, E.; Nozickova, B.; Heikenwalder, M.; Gores, G.J.; Weber, A. Hepatocyte apoptosis is tumor
promoting in murine nonalcoholic steatohepatitis. Cell Death Dis. 2020, 11, 80. [CrossRef]

49. Zhong, H.H.; Hu, S.J.; Yu, B.; Jiang, S.S.; Zhang, J.; Luo, D.; Yang, M.W.; Su, W.Y.; Shao, Y.L.; Deng, H.L.; et al. Apoptosis in the
aging liver. Oncotarget 2017, 8, 102640–102652. [CrossRef] [PubMed]

50. Jiang, Y.C.; Han, X.; Dou, J.Y.; Yuan, M.H.; Zhou, M.J.; Cui, Z.Y.; Lian, L.H.; Nan, J.X.; Zhang, X.; Wu, Y.L. Protective role of
Siberian onions against toxin-induced liver dysfunction: An insight into health-promoting effects. Food Funct. 2022, 13, 4678–4690.
[CrossRef] [PubMed]

51. Chaitanya, G.V.; Steven, A.J.; Babu, P.P. PARP-1 cleavage fragments: Signatures of cell-death proteases in neurodegeneration. Cell
Commun. Signal 2010, 8, 31. [CrossRef]

52. Aruoma, O.I.; Sun, B.; Fujii, H.; Neergheen, V.S.; Bahorun, T.; Kang, K.S.; Sung, M.K. Low molecular proanthocyanidin dietary
biofactor oligonol: Its modulation of oxidative stress, bioefficacy, neuroprotection, food application and chemoprevention
potentials. Biofactors 2006, 27, 245–265. [CrossRef] [PubMed]

53. Choi, Y.Y.; Maeda, T.; Fujii, H.; Yokozawa, T.; Kim, H.Y.; Cho, E.J.; Shibamoto, T. Oligonol improves memory and cognition under
an amyloid β25–35—induced Alzheimer’s mouse model. Nutr. Res. 2014, 34, 595–603. [CrossRef]

54. Park, C.H.; Lee, J.Y.; Kim, M.Y.; Shin, S.H.; Roh, S.S.; Choi, J.S.; Chung, H.Y.; Song, Y.O.; Shin, Y.S.; Yokozawa, T. Oligonol, a
low-molecular-weight polyphenol derived from lychee fruit, protects the pancreas from apoptosis and proliferation via oxidative
stress in streptozotocin-induced diabetic rats. Food Funct. 2016, 7, 3056–3063. [CrossRef] [PubMed]

55. Yum, H.W.; Zhong, X.; Park, J.; Na, H.K.; Kim, N.; Lee, H.S.; Surh, Y.J. Oligonol inhibits dextran sulfate sodium-induced colitis
and colonic adenoma formation in mice. Antioxid. Redox Signal 2013, 19, 102–114. [CrossRef]

56. Issa, R.; Williams, E.; Trim, N.; Kendall, T.; Arthur, M.J.; Reichen, J.; Benyon, R.C.; Iredale, J.P. Apoptosis of hepatic stellate cells:
Involvement in resolution of biliary fibrosis and regulation by soluble growth factors. Gut 2001, 48, 548–557. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1098/rsob.210106
https://doi.org/10.1186/s13550-018-0452-y
https://doi.org/10.1016/j.burns.2023.03.006
https://doi.org/10.1038/cdd.2017.169
https://www.ncbi.nlm.nih.gov/pubmed/29149101
https://doi.org/10.3389/fphar.2022.1057829
https://doi.org/10.1172/JCI44957
https://doi.org/10.1016/j.cell.2008.06.049
https://doi.org/10.21037/atm-20-2948
https://www.ncbi.nlm.nih.gov/pubmed/33987426
https://doi.org/10.3390/cells11244094
https://doi.org/10.1053/j.gastro.2010.05.074
https://doi.org/10.1053/j.gastro.2004.07.019
https://doi.org/10.1038/s41419-020-2283-9
https://doi.org/10.18632/oncotarget.21123
https://www.ncbi.nlm.nih.gov/pubmed/29254277
https://doi.org/10.1039/D1FO04404D
https://www.ncbi.nlm.nih.gov/pubmed/35377371
https://doi.org/10.1186/1478-811X-8-31
https://doi.org/10.1002/biof.5520270121
https://www.ncbi.nlm.nih.gov/pubmed/17012779
https://doi.org/10.1016/j.nutres.2014.06.008
https://doi.org/10.1039/C6FO00088F
https://www.ncbi.nlm.nih.gov/pubmed/27248500
https://doi.org/10.1089/ars.2012.4626
https://doi.org/10.1136/gut.48.4.548
https://www.ncbi.nlm.nih.gov/pubmed/11247901

	Introduction 
	Materials and Methods 
	Animal Model 
	Biochemical Analysis of Liver Enzymes 
	RNA Extraction and RNA Sequencing (RNA-seq) 
	Collection of Public Transcriptome Data for Liver Fibrosis 
	Preprocessing of RNA Sequencing Data 
	Differential Expression and Functional Enrichment Analysis 
	Western Blot 
	Statistical Analysis 

	Results 
	Common Transcriptomic Signatures of Multiple Liver Fibrosis Models Reveal Known Pathogenic Features of Fibrosis 
	Transcriptomic Signatures Indicate the Impact of Oligonol Treatment on the Burn-Wound-Healing Pathway in Liver Fibrosis Models 
	Expression of p53 Targets Was Overall Elevated in Liver Fibrosis Models 
	p53-Associated Apoptotic Genes May Be a Plausible Mechanism in Liver Fibrosis 
	Apoptotic Genes Affected by DMN Exposure Are Restored with Oligonol Treatment 

	Discussion 
	Conclusions 
	References

