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Abstract: Hepatocellular carcinoma (HCC) is the most common primary liver cancer and the greatest
cause of cancer-related death in the world. Garden cress (Lepidium sativum) seeds have been proven
to possess extraordinary antioxidant, anti-inflammatory, hypothermic, and analgesic properties. In
this study, in vitro cytotoxic efficiency evaluation of L. sativum fractions was performed against two
hepatocellular carcinoma cell lines (HuH-7 and HEPG-2), and the expression of some apoptotic
genes was explored. In addition, the chemical composition of a potent extract of L. sativum was
analyzed using gas chromatography coupled with mass spectrometry. Then, molecular docking
analysis was implemented to identify the potential targets of the L. sativum components’ most potent
extract. Overall, the n-hexane extract was the most potent against the two HCC cell lines. Moreover,
these cytotoxicity levels were supported by the significant downregulation of EGFR and BCL2 gene
expression levels and the upregulation of SMAD3, BAX, and P53 expression levels in both HuH-7
and HEPG2 cell lines. Regarding L. sativum’s chemical composition, GC–MS analysis of the n-hexane
extract led to the identification of thirty compounds, including, mainly, hydrocarbons and terpenoids,
as well as other volatile compounds. Furthermore, the binding affinities and interactions of the
n-hexane fraction’s major metabolites were predicted against EGFR and BCL2 molecular targets
using the molecular docking technique. These findings reveal the potential use of L. Sativum in the
management of HCC.

Keywords: garden cress; Lepidium sativum; hepatocellular carcinoma; GC–MS analysis; apoptosis;
qPCR; molecular docking

1. Introduction

Liver cancer is the second highest cause of cancer-related mortality worldwide. Mean-
while, primary liver cancer comprises intrahepatic cholangiocarcinoma (iCCA) and hep-
atocellular carcinoma (HCC) forms, with HCC being the most predominant [1]. HCC
constitutes a global crisis, and its epidemiological data fluctuate from place to place. HCC
is estimated to be the sixth most prevalent type of cancer worldwide; in Egypt, it represents
the fourth most widespread cancer [2]. The prevalence of HCC is rising dramatically, espe-
cially in Africa and Asia. For example, in Egypt, health officials consider HCC the most
critical health problem. Remarkably, the incidence of HCC has increased approximately
two-fold over the last decade [3]. Chronic HBV (Hepatitis B Virus) infection, autoimmune
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hepatitis, chronic alcohol use, obesity, diabetes mellitus, and hepatitis C virus (HCV) seque-
lae are all risk factors for HCC in Egypt [4]. In actuality, extensive attempts have been made
to resolve this problem through the development of novel treatments that can replace the
current conventional therapies, such as chemotherapy, which is still the primary approach
used to treat liver cancer [5].

Notwithstanding, chemotherapy frequently stimulates many side effects, including
pain, hepatotoxicity, renal toxicity, and cardiotoxicity [6]. Alternatively, natural products
are regarded as the most outstanding sources in drug discovery [7,8]. Humans have used
natural products/herbal remedies to preserve health, prevent illnesses, and promote mental
and physical well-being for decades [9]. Many studies have shown that some natural items
coupled with chemotherapeutic medicines can have chemoprotective and/or synergistic
effects on reducing cancer chemotherapy-related adverse effects and increasing therapeutic
efficiency [10].

Lepidium sativum or curly cress is a member of the Cruciferae family (Brassicaceae),
widely grown in India, Europe, and the United States. The seeds of L. sativum have been
found to contain significant ratios of alkaloids, flavonoids, glycosides, polyketides, vi-
tamins, minerals, proteins, fats, and carbohydrates, which explain its potency against
different diseases [11,12]. L. sativum seeds consist of 24% oil; of this percentage, 32% is rep-
resented by a-linolenic acid and 12% by linolenic acid. Remarkably, the main constituents
identified in the oil were 7,10-hexadecadienoic acid, 7,10,13-hexadecatrienoic acid, behenic
acid, and 11-octadecenoic acid [13]. Moreover, this oil is highly stable due to its high con-
tent of phytosterols and antioxidants [14]. In traditional medicine, L. sativum is regarded
as a therapy for many diseases, such as arthritis, diabetes mellitus, and hepatitis [15].
Furthermore, L. sativum is known to have antihypertensive, diuretic, anti-inflammatory,
analgesic, anticoagulant, antirheumatic, hypoglycemic, laxative, prokinetic, antidiarrheal,
and antispasmodic properties [11]. In addition, L. sativum oil has been found to exert
inhibitory synergistic influences on thromboxane B2 and platelet aggregation levels, espe-
cially in the lung and spleen of Wistar rats [16]. Moreover, various extracts of L. sativum
seeds have been proven to exert antimicrobial activity against many infectious bacteria
and fungi [17]. In addition, recent reports have demonstrated that L. sativum extracts exert
anticancer activity against various types of cancer cell lines, such as a bladder cancer cell
line [18], K562 leukemia cell lines [19], and breast cancer cells (MCF-7) [20]. Meanwhile, L.
sativum seed extracts have been reported to possess a significant protection ability against
chloroform-induced liver damage [21]. To date, the hepatoprotective mechanism of L.
sativum is still ambiguous, but it may be due to the capability to prevent liver lipid peroxi-
dation [22]. Therefore, the current study aimed to characterize the chemical constituents
and the cytotoxic activity of L. sativum against two hepatocellular carcinoma cell lines.
Additionally, their mechanism of action was determined through characterization of the
expression of some apoptotic gene(s). Finally, molecular docking tools were utilized to pre-
dict the binding modes and affinities of the major metabolites against potential biological
targets.

2. Results
2.1. Extraction

The aqueous methanol (80%) of a fine powder of L. sativum seeds (1 kg) was suc-
cessively fractionated via liquid–liquid techniques to afford five different solvents, i.e.,
methylene chloride (43 g), n-hexane (33 g), ethyl acetate (15 g), butanol (13 g), and methanol
(12 g), containing compounds with varying polarity.

2.2. Cell Cytotoxicity

The effects of different concentrations of methylene chloride, butanol, methanol, ethyl
acetate, and n-hexane extracts on the cellular proliferation of HEPG2 and HuH-7 cell
lines following 48 h of treatment were studied. The cell cytotoxicity results revealed
a concentration-dependent cytotoxic effect of n-hexane (IC50 = 45 µg/mL), methylene
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chloride (IC50 = 47 µg/mL), and ethyl acetate (IC50 = 63.8 µg/mL) on HEPG 2 cells
(Figure 1A), while on HuH-7 cells, n-hexane (IC50 = 59.3 µg/mL), methylene chloride
(IC50 = 59 µg/mL), and ethyl acetate (IC50 = 63.5µg/mL) were compared to a non-treated
control (Figure 1B) using the normal cell line, THLE 2 (Figure 1C). Thus, the n-hexane
extract was observed to be the most effective.
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Figure 1. Effect of different concentrations of methylene chloride, butanol, methanol, ethyl acetate,
and n-hexane extracts on the cellular proliferation of HEPG2 (A), HuH-7 (B), and THLE 2 (C) cell
lines following 48 h of treatment. Values are expressed as the mean ± SD of 3 separate experi-
ments performed in quadruplicate. Statistical analysis was carried out utilizing analysis of variance
(ANOVA) followed by post-hoc test, and Dunnett t-test was used for comparison with the control
group. All tests were two-tailed. A p-value < 0.05 was considered significant (* p ≤ 0.05, ** p ≤ 0.01,
*** p ≤ 0.001, **** p ≤ 0.0001).
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2.3. Gas Chromatography (GC) Analysis

The GC–MS analysis of the n-hexane extract of L. sativum revealed the identification
of thirty compounds that represented 97.67% of the total mass, including hydrocarbons
(69.16%) in addition to terpenoids (18.80%) and other volatile compounds (9.71%). The
hydrocarbons were characterized as abundant compounds in the n-hexane extract of this
plant, with fifteen identified compounds. From \the characteristic hydrocarbons, linolenic
acid, methyl ester (26.44%), oleic acid, methyl ester (11.76%), 11-eicosenoic acid, methyl
ester (4.80%), and 6,9,12,15-docosatetraenoic acid, methyl ester (4.15%) were identified as
the major compounds, while 2-[(9Z,12Z)-9,12-Octadecadien-1-yloxy]ethanol (0.52%) was
identified as a minor one.

Meanwhile, terpenoids, with a concentration of (18.80%), were considered the sec-
ond most identified class of compounds, including mono and sesqui-terpenoids, with
the complete absence of diterpenoids. Five monoterpene compounds were identified
from among the characterized terpenoids and represented (13.38%) of the overall mass.
Methyleugenol (4.77%) and anisole, p-propenyl-, cis- (4.13%) were identified as the main
monoterpenes, while ç-asarone (0.68%) was identified as a minor compound. Furthermore,
sesquiterpenes were observed at remarkable concentrations (5.42%), involving only four
compounds. Caryophyllene was identified as a major compound, with a concentration
of 3.82% among the identified sesquiterpenes, but sesquisabinene isomer was identified
as a minor one (0.74%). In addition to hydrocarbons and terpenes, other volatile com-
pounds were identified at minor concentrations (9.71%). These identified compounds
include three aromatic compounds, namely 2-methoxy-4-[(1e)-1-propenyl]phenol (1.15%),
9,12,15-octadecatrienoic acid, 2-phenyl-1,3-dioxan-5-yl ester (1.00%), and propanoic acid,
2-(3-acetoxy-4,4,14-trimethylandrost-8-en-17-yl)- (1.19%), and one tocopherol, ç-tocopherol
(3.55%). Additionally, two nitrogenated compounds, 1H-purin-6-amine, [(2-fluorophenyl)
methyl]- (1.79%) and 10-nethoxy-Nb-alpha-methylcorynantheol (1.03%) were identified
(Table 1).

Table 1. Gas chromatography (GC) of n-hexane extract.

No. RT (min) Compound Name Formula M.W Area%

Mono-Terpenoids 13.38%

1 11.29 Estragole C10H12O 148 1.44%

2 13.03 Alpha-terpinyl acetate C12H20O2 196 2.36%

3 13.27 cis-p-Propenylanisole C10H12O 148 4.13%

4 18.51 gamma-Asarone C12H16O3 208 0.68%

5 15.77 Methyleugenol C11H14O2 178 4.77%

Sesqui-Terpenoids 5.42%

6 12.3 Copaene C15H24 204 1.09%

7 13.54 Caryophyllene C15H24 204 3.82%

8 15.59 Sesquisabinene isomer C15H24 204 0.74%

9 17.56 Caryophyllene oxide C15H24O 220 0.86%

Hydrocarbons 69.16%

10 4.06 Thieno[3,4-c]pyridine-1,3-dione C31H21NS 439 1.65%

11 19.6 2,4,6-Trimethylmandelic acid C11H14O3 194 1.41%

12 21.51 Palmitic acid, methyl ester C17H34O2 270 3.30%

13 23.98 2-Nonadecanone C19H38O 282 2.40%

14 24.14 Oleic acid, methyl ester C19H36O2 296 11.76%

15 24.72 Linolenic acid, methyl ester C19H32O2 292 26.44%
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Table 1. Cont.

No. RT (min) Compound Name Formula M.W Area%

16 26.59 11-Eicosenoic acid, methyl ester C21H40O2 324 4.80%

17 27.61 Cis-8,11,14-Eicosatrienoic Acid C20H34O2 306 1.48%

18 27.72 6,9,12,15-Docosatetraenoic acid,
methyl ester C23H38O2 498 4.15%

19 28.88 Methyl (Z)-13-docosenoate C23H44O2 352 1.18%

20 29.23
2-Hydroxy-1-

(hydroxymethyl)ethyl
(9z)-9-octadecenoate

C21H40O4 356 1.30%

21 29.84 2-[(9Z,12Z)-9,12-Octadecadien-1-
yloxy]ethanol C20H38O2 310 0.52%

22 31.18 Meadowlactone C20H38O2 310 2.65%

23 31.46 Dotriacontane C32H66 450 0.94%

24 33.35 (Z)-18-Octadec-9-enolide C18H32O2 280 5.18%

Others 9.71%

25 14.98
[2-methoxy-4-[(Z)-prop-1-

enyl]phenyl]
acetate

C10H12O2 164 1.15%

26 18.91 N-[(3-fluorophenyl)methyl]-7H-
purin-6-amine C12H10FN5 243 1.79%

27 30.72 10-Nethoxy-Nb-alpha-
methylcorynantheol C21H29N2O2 341 1.03%

28 28.94 Propanoic acid,2-(3-acetoxy-4,4,14-
trimethylandrost-8-en-17-yl) C27H42O4 430 1.19%

29 35.91 gamma -Tocopherol C28H48O2 416 3.55%

30 36.79 9,12,15-Octadecatrienoic
acid,2-phenyl-1,3-dioxan-5-yl ester C28H40O4 440 1.00%

Total 97.67%

2.4. Effect of L. sativum Extracts on Expression of EGFR and BCL2, TGF-β, SMAD3, BAX, and
P53 Genes

To investigate the effects of L. sativum n-hexane extract on HCC inhibition or devel-
opment, we presumed that L. sativum extract might re-modulate the expression levels of
some apoptotic gene markers. Apoptosis is a biological pathway controlled by various
signal transduction actions, including the regulation of the P53, BAX, and BCL2 genes [23].
Generally, the expression patterns obtained during this study using qPCR-based profiling
of the proapoptotic gene markers (P53 and BAX) showed significant increases in the mRNA
transcripts of these genes in both the HuH-7 and HEPG2 cell lines compared to the un-
treated control (Figure 2A,B). Regarding the P53 gene expression level, the treatment with
n-hexane extract in the HEPG2 cell line showed increased expression, with a fold change of
5.5 ± 0.1 and upregulation in the HuH-7 cell line by 4.9±0.1 fold. Similarly, regarding the
BAX gene expression level, the treatment with n-hexane extract in the HEPG2 cell line led
to an increase in expression, with a fold change of 6.3±0.1, and upregulation in the HuH-7
cell line by 4.4 ± 0.1 fold.
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Figure 2. Gene expression levels after treating hepatocellular carcinoma cells with L. sativum n-hexane extract.
(A): Expression of BCL2, BAX, P53, TGF-β, SMAD3, and EGFR in HEPG2 cells. Blue: untreated control, red: hexane
extract. (B): Expression of BCL2, BAX, P53, TGF-β, SMAD3, and EGFR in HuH-7 cells. Blue: untreated control, red: hexane
extract. Statistical analysis was performed using analysis of variance (ANOVA) followed by post-hoc test, and Dunnett
t-test was used for comparison with the control group. All tests were two-tailed. A p-value < 0.05 was considered significant
(** p ≤ 0.01, *** p ≤ 0.001, **** p ≤ 0.0001).

In contrast, the BCL2 gene is considered the most vital antiapoptotic protein, and
many reports have confirmed its overexpression level in several human tumors [24]. For
the L. sativum n-hexane extract, BCL2 showed a consistent downregulation pattern in the
HEPG2 cell line, with a fold change of 0.41 ± 0.01, and downregulation in the HuH-7 cell
line by 0.6 ± 0.1 fold (Figure 2A,B).

Moreover, the TGF-β signal transduction pathway is considered an important regula-
tor of hepatocellular carcinoma and also accelerates liver fibrosis [25]. Under the TGF-β
signal transduction pathway, the SMAD2 and SMAD3 genes were found to be critical
intracellular mediators, even reflecting tumor-inhibitory or tumor-inducing effects [25].



Plants 2021, 10, 1863 7 of 17

The current results revealed that the expression level of TGF-β was upregulated upon
treatment with the n-hexane extract of L. sativum in the HEPG2 cell line, with a fold change
of 2.1 ± 0.1, and it was upregulated in the HuH-7 cell line by 1.7 ± 0.1 fold. Meanwhile,
SMAD3 gene expression was significantly upregulated after treatment with n-hexane ex-
tract in the HEPG2 cell line, with a fold change of 3.4±0.1, and it was also raised in the
HuH-7 cell line by 4.2 ± 0.1 fold.

The EGFR pathway is essential in liver regeneration, cirrhosis, and hepatocellular
carcinoma. Its overexpression was confirmed to play a pivotal tumor-promoting role in
HCC development [26]. The current study found a significant downregulation in EGFR
gene expression upon exposure to the n-hexane extract in the HEPG2 cell line, with a fold
change of 0.2 ± 0.1, and downregulation in the HuH-7 cell line by 0.4 ± 0.1 folds.

2.5. Molecular Docking Calculations and Pathway Enrichment Analysis (PEA)

The binding mechanisms and affinities of the main metabolites in the n-hexane extract
with EGFR and BCL2 were predicted using molecular docking. Prior to in silico prediction,
the performance of the AutoDock4.2.6 software with the employed parameters to predict
the binding modes of EGFR and BCL2 inhibitors was assessed based on the available
experimental data. The co-crystalized EGFR and BCL2 ligands—namely AQ4 and DRO,
respectively—were re-docked, and the predicted binding modes were compared to the
corresponding experimental poses (Figure 3). Comparing the predicted and experimental
binding modes revealed that the AutoDock4.2.6 software accurately reproduced the crystal
structure and the observed binding modes of AQ4 and DRO (Figure 3). The excellent
performance of AutoDock4.2.6 in predicting the crystal binding mode of erlotinib (AQ4)
with EGFR is in line with the results of our previous study [27].

Using the AutoDock4.2.6 software, n-hexane extract major metabolites were docked
against EGFR and BCL2, and their binding affinities and modes were predicted. Predicted
docking scores of the investigated metabolites are listed in Table 2, and 2D representations
of their binding modes inside the active sites of the EGFR and BCL2 proteins are depicted
in Figure 4.

Table 2. Predicted docking scores (in kcal/mol) for n-hexane extract major metabolites with active EGFR, inactive EGFR,
and BCL2.

No. Compound Name
Docking Score (kcal/mol)

EGFR
BCL2

Active Inactive

1 Estragole −4.6 −5.6 −4.2
2 Alpha-Terpinyl acetate −5.8 −7.7 −5.3
3 Anisole, p-propenyl-, cis- −4.8 −5.8 −4.4
4 Gamma-Asarone −4.4 −6.3 −4.2
5 Methyleugenol −4.5 −6.1 −4.3
6 Copaene −6.8 −9.0 −6.5
7 Caryophyllene −6.3 −7.1 −6.0
8 Sesquisabinene isomer −6.4 −8.4 −6.0
9 Caryophyllene oxide −6.0 −7.4 −6.1

10 Thieno[3,4-c]pyridine-1,3-dione −8.5 −12.3 −7.4
11 2,4,6-Trimethylmandelic acid −5.6 −6.7 −4.5
12 Palmitic acid, methyl ester −4.7 −8.2 −4.0
13 2-Nonadecanone −4.8 −9.1 −3.9
14 Oleic acid, methyl ester −5.3 −8.5 −4.7
15 Linolenic acid, methyl ester −5.9 −8.7 −4.5
16 11-Eicosenoic acid, methyl ester −5.4 −7.8 −4.7
17 cis-8,11,14-Eicosatrienoic Acid −5.3 −9.8 −5.4
18 6,9,12,15-Docosatetraenoic acid, methyl ester −6.0 −10.3 −4.9
19 Methyl (Z)-13-docosenoate −3.1 −9.9 −4.5
20 2-Hydroxy-1-(hydroxymethyl)ethyl (9z)-9-octadecenoate −2.4 −8.3 −4.4
21 2-[(9Z,12Z)-9,12-Octadecadien-1-yloxy]ethanol −4.6 −8.8 −3.8
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Table 2. Cont.

No. Compound Name
Docking Score (kcal/mol)

EGFR
BCL2

Active Inactive

22 Meadowlactone −6.0 −10.1 −5.5
23 Dotriacontane −4.8 −9.7 −3.4
24 (Z)-18-Octadec-9-enolide −7.2 −7.9 −7.2
25 2-Methoxy-4-[(1e)-1-propenyl]phenol −4.7 −6.4 −4.1
26 N-[(3-fluorophenyl)methyl]-7H-purin-6-amine −6.3 −8.0 −4.9
27 10-Nethoxy-Nb-alpha-methylcorynantheol −7.9 −7.3 −5.9
28 Propanoic acid,2-(3-acetoxy-4,4,14-trimethylandrost-8-en-17-yl) −8.0 −5.2 −7.7
29 gamma-Tocopherol −8.5 −12.3 −7.0
30 9,12,15-Octadecatrienoic acid, 2-phenyl-1,3-dioxan-5-yl ester −6.3 −11.7 −6.8
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Compared to the binding affinity of erlotinib (AQ4) with inactive EGFR
(−10.6 kcal/mol), compounds 10, 29, and 30 demonstrated higher docking scores, with
values of −12.3, −12.3, and −11.7 kcal/mole, respectively. In contrast, the rest of the
compounds exhibited relatively weak binding affinities, with values in the range of −5.2 to
−10.3 kcal/mol. Inspecting the predicted binding modes revealed that the high potency
of inactive EGFR inhibitors can be attributed to their ability to participate in pi-based and
alkyl interactions, including pi–alkyl, pi–anion, and pi–sulfur interactions (Figure 4).

The investigated metabolites showed relatively weaker docking scores towards active
EGFR (PDB code: 1M17), with values in the range of −2.4 to −8.5 kcal/mol, compared
to the inactive EGFR. The same trend of a lower binding affinity towards active EGFR
was also observed for erlotinib (AQ4), with docking scores of −7.5 and −10.6 with active
and inactive conformations of EGFR, respectively. Interestingly, among the investigated
metabolites, compounds 10 and 29 exhibited higher binding affinities with active EGFR
than erlotinib (docking scores of −8.5, −8.5, and −7.5 kcal/mol for compounds 10, 29, and
erlotinib, respectively). The pi-based interactions and alkyl interactions dominated the
binding affinity of compounds 10 and 29 with active EGFR (Figure 5).
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Considering the predicted binding affinity of the co-crystalized ligand DRO with
BCL2 (docking score of −9.9 kcal/mol), the major metabolites from the n-hexane extract
showed much lower docking scores, with values in the range of −3.4 to −7.7 kcal/mol.

For pathway enrichment analysis (PEA) and Reactome mining, the results were in
line with the results obtained regarding the expression levels of some apoptotic and signal
transduction gene markers. Interestingly, Reactome representation based on Boolean net-
work modeling confirmed that the EGFR pathway was among the most enriched pathways
by compounds 10 and 29; this pathway is vital in liver regeneration and hepatocellular
carcinoma development. Notably, the programmed cell death pathway was not stimu-
lated/influenced by compounds 10 and 29, revealing that these compounds had no or a
negligible direct effect on inducing programmed cell death in cancerous cells (Figures S1
and S2).

3. Discussion

In Egypt, liver cancer is one of the most prevalent types of cancer among both men
and women, according to the National Cancer Registry Program (NCRP) of the National
Cancer Institute (NCRP, 2018) [4]. In addition, hepatitis C is a major public health problem,
with the highest global prevalence of hepatitis C virus (HCV); the most common genotype
in Egypt is genotype 4 [28].

Chemotherapy-associated side effects due to its non-selectivity and the resistance of
cancer cells remain a major obstacle in cancer treatment. Natural therapies, such as plant-
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derived compounds, are a promising addition to cancer therapy. Solutions to controlling
the initiation and progression of cancer are of great value [29]. The current research aimed
to evaluate the potential use of garden cress in inhibiting liver cancer at the in vitro level
and to explore its possible mechanism of action.

Previous research proved that L. sativum extracts display a cytotoxic effect against
different types of cancer, including leukemia [19] and breast cancer [20]. In agreement
with this, the current study showed a concentration-dependent cytotoxic effect of methy-
lene chloride (47 ug/mL), ethyl acetate (63.8 ug/mL), and n-hexane (45 ug/mL) extracts
on HEPG2 cells, while on HuH-7 cells, methylene chloride (59 ug/mL), ethyl acetate
(63.5 ug/mL), and n-hexane (59.3 ug/mL) from L. sativum extracts were compared to a
non-treated control.

Additionally, the obtained results revealed a harmony with previous different research
studies, in which the cytotoxic effects of a methanolic extract of L. sativum seeds on the
bladder cell line (ECV-304) have been reported by Al-Fatimi et al. (2005) [18]. Moreover,
Asalani and colleagues (2015) found that the aerial parts of the L. sativum plant exert
anticancer activity against the K562 leukemia cell line [19]. Furthermore, the aqueous
extract of L. sativum seeds induced apoptosis and necrosis in breast cancer cells (MCF-7),
causing a significant time- and dose-dependent reduction in cell viability [20]. Garden
cress leaf extract showed a strong antiproliferative effect against CAL-27 cells, mediated
through the apoptosis process [30].

Recently, Abd El-Kaream (2019) reported that garden cress extracts exhibited excellent
antioxidant, chemopreventive, and chemotherapeutic effects against DMBA-induced hepa-
totoxicity; furthermore, the researcher found that L. sativum juice and powder presented
a hepatoprotective effect against carbon tetrachloride and 2-amino-3-methylimidazole-4,
5-quinoline [31]. Furthermore, Abuelgasim et al. (2008) found that L. sativum juice prevents
hepatocarcinogenesis by increasing the UDP-glucuronyl-transferase-2 and detoxifying
carcinogens. Additionally, it prevents liver injury by inhibiting aspartate aminotransferase,
alanine aminotransferase, nitric oxide, leukotriene B4, interleukin 2, tumor necrosis fac-
tor, and transforming growth factor β [32]. Meanwhile, Raish et al. (2016) noted that
the ethanolic extract of L. sativum exhibited a hepatoprotective effect by reducing aspar-
tate aminotransferase, alkaline phosphatase, alanine aminotransferase, gamma glutamyl
transferase, and bilirubin, inhibiting NF-
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decreasing thiobarbituric acid reactive substance, downregulating interleukin-6, tumor
necrosis factor, caspase-3, iNOS, and HO-1, and upregulating interleukin-10 and BCL2
expression [21].

L. sativum n-hexane extract contains tocopherol, linoleic acid, oleic acid, linolenic acid,
methyleugenol, and anisole, according to GC–MS analysis. Garden cress is high in antioxi-
dants such as vitamins A, B, C, E, isotiosinat, omega-3 fatty acids such as alpha-linolenic
acid, and glucosinolates, as well as glucosinolates, which might reinforce its anticancer ef-
fects due to their antioxidant activity [19]. From another point of view, the anticancer effect
might be attributed to the isothiocyanates, specifically benzyl isothiocyanate. Apoptosis
was induced in MCF-7 upon treatment with 25% and 50% extract, while necrosis occurred
after exposure to elevated extract concentrations (75%) [20]. In agreement with previous
research, the present result indicates the presence of different antioxidant compounds in L.
sativum extracts, which contribute to its antitumor activity.

On the other hand, the EGF receptor pathway plays a crucial role in different cancer
types. In particular, the EGFR pathway is critical in liver regeneration, cirrhosis, and hepa-
tocellular carcinoma (HCC) [33]. In HCC, EGFR is overexpressed in liver macrophages,
where it has a tumor-promoting role [34]. Komposch and Sibilia (2015) found that the
EGFR pathway in liver cells prevents the overproduction of interleukin 1 beta (IL-1β) and
compensatory proliferation, suggesting its antitumorigenic role [35]. EGFR upregulation
occurs in 68% of HCC cases, correlating with tumor aggressiveness, metastasis, and poor
prognosis. Lanaya et al. (2014) discovered that deleting EGFR in liver cells increased the
frequency of HCC, but deleting it in Kupffer cells and/or liver macrophages dramatically
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decreased the development of HCC in mice. They also discovered that animals without
EGFR in macrophages had a reduced risk of hepatocarcinogenesis, but mice lacking EGFR
in hepatocytes had a higher risk of HCC due to greater liver cell damage. EGFR is necessary
for liver macrophages to produce interleukin-6 in response to interleukin-1 stimulation,
which causes liver cell proliferation and HCC. The loss of EGFR in hepatocytes causes
HCC, and EGFR-positive liver macrophages are linked to poor overall survival in HCC
patients [34]. Since EGFR is a primary driver of tumorigenesis and is recognized as a resis-
tance biomarker, and EGFR signaling is involved in the regulation of different metabolic
pathways that are crucial for cancer cell proliferation [36], the current results regarding its
downregulation by Lepidium sativum extracts might be one of the mechanisms involved
in its cytotoxic activity.

Remarkably, the TGF-β signal transduction pathway is regarded as a central regulator
of liver cancer [25] due to its tumor-suppressive properties and/or its pro-metastatic
effects [37]. In clinical practice, increased TGF-β in the early stages is associated with
a promising prognosis, but in progressed tumors, it is associated with increased tumor
invasiveness and dedifferentiation, suggesting that TGF-β initially restrains hepatocellular
carcinoma via its tumor-suppressive effects but may later aggravate the malignancy due
to its pro-oncogenic functions [38]. Therefore, in contrast to EGFR, our obtained results
revealed the significant upregulation of the TGFβ and SMAD3 genes in both the HUH7
and HEPG2 cell lines compared to the untreated control. These results might explain
the dual role of TGF-β, acting either as a suppressor during early stages or contributing
to tumor progression during late stages, when cells evade its cytostatic effects. In other
words, TGF-β’s protumorigenic effects include epithelial–mesenchymal transition (EMT)
and alterations in the plasticity of tumor cells [39,40].

Furthermore, TGF-β is a pleiotropic cytokine that communicates with intracellular
SMAD proteins and membrane receptors. Therefore, in early tumorigenesis, TGF-β has a
tumor suppressor effect. On the other hand, it has a protumorigenic role in the late stages,
promoting invasiveness and metastasis [41,42]. Massagué (1998) found that the expression
of the central TGF-β signaling transducer, SMAD3, reduced the susceptibility to HCC in a
chemically induced model murine. SMAD3’s protective effect involves apoptosis induction
by repressing BCL2 transcription. The proapoptotic effect of SMAD3 involves TGF-β
signaling and activation, which selectively take place in liver cancer cells. Thus, SMAD3
aids the tumor suppression effect of TGF-β by serving as a mediator of TGF-β-induced
apoptosis [43].

Moreover, SMAD3 has excellent potential as a gene therapeutic agent for liver cancer
treatment. TGF-β/SMAD3 signaling plays a direct role in controlling the cellular level of
BCL2, which is crucial for TGF-β-mediated apoptosis in the liver. SMAD3 downregulates
the expression of BCL2, inducing apoptosis through TGF-β [44]. In agreement with this,
the current work explains the observed cytotoxic effect of L. sativum extracts via the
upregulation observed in the TGF-β and SMAD3 genes.

On the other hand, P53 is a core gene that regulates the cell cycle and suppresses
cancer progression [45]. It has been reported that the P53 tumor suppressor gene exhibits
an upregulation pattern, which promotes the cell apoptosis process through interaction
with the BCL2 gene product [46]. The BCL2/BAX ratio proves the ability of L. sativum in
apoptosis induction. In agreement with previous reports, our results demonstrated that the
hexane extract of L. sativum significantly downregulated the mRNA expression patterns of
the EGFR and BCL2 genes, which explains its proliferation effect. On the other hand, L.
sativum extract significantly upregulated TGFβ, SMAD3, BAX, and P53 expression levels in
both the HuH-7 and HEPG2 cell lines compared to the untreated control. Consequently, L.
sativum inhibited the proliferation and growth of HCC cell lines and increased the apoptosis
of these cells.

Molecular docking calculations revealed higher binding affinities of compounds 10
and 29 against active EGFR compared to erlotinib (docking scores of −8.5, −8.5, and
−7.5 kcal/mol, respectively).
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4. Materials and Methods
4.1. Method of Extraction

Seeds of L. sativum were purchased from a local herbal supplier (Ragab El-Attar Herbal
Store, Cairo, Egypt). A copy of the purchased seeds used in the current study was deposited
in the Botany Department’s herbarium at the Faculty of Science, Cairo University, under
voucher specimen number (10001). The L. sativum species were taxonomically authenticated
by Prof. Dr. Reem Samir (Professor of Botany, Faculty of Science, Cairo University, Cairo,
Egypt). The seeds were manually screened, and then uniformed ones were ground using
an electrical grinder. At room temperature, the fine powder (1 kg) of L. sativum seeds
was extracted with aqueous methanol (80%). Next, the seeds of L. sativum were extracted,
and extracts were evaporated in vacuo at 45 ◦C, followed by the successive liquid–liquid
extraction of the crude extract with n-hexane (33 g), CH2Cl2 (43 g), EtOAc (15 g), and BuOH
(13 g).

4.2. Cell Line Culture

HEPG2 and HuH-7 hepatocellular carcinoma cells were obtained from the American
Type Culture Collection (ATCC), USA. The cells were maintained by serial subculturing
into 75 cm3 flasks in Dulbecco’s modified eagle medium (DMEM; Invitrogen, Carisbad,
CA, USA) supplemented with 10% heat-inactivated fetal bovine serum (FBS), 1mM sodium
pyruvate, 2 mM L-glutamine (Invitrogen), and 1% penicillin G/streptomycin (Invitrogen).
In a water-jacketed incubator, the cells were maintained in monolayer culture at 37 ◦C
under a humidified atmosphere of 5% CO2 (Revco, RCO 3000 TVBB, USA). The cell lines
were repeatedly subcultured in order to keep them in the exponential growth phase. Sterile
conditions were achieved under an equipped laminar flow (Microflow Laminar Flow
Cabinet, Hampshire SP105AA, UK).

4.3. MTT Assay

The vitality of the cells was evaluated by performing the MTT (3-(4,5-dimethylthiazol-
2-yl)-2,5-diphenyltetrazolium) bromide assay according to our protocol [47]. Media were
aspirated, and fresh medium (without serum) was added to the cells with various con-
centrations (0, 3.125, 6.25, 12.5, 25, 50, and 100 µg/mL) of plant extracts and incubated for
48 hours. Cell-free controls (as a blank) were used in each plate that contained MTT plus
compounds in culture media to correct any reduction of MTT in the absence of cellular
mitochondria [48].

4.4. Gas Chromatography

Analysis of L. sativum n-hexane extract’s chemical composition was achieved using
a mass spectrometer (Trace GC-TSQ Thermo Scientific, Austin, TX, USA) connected to a
direct capillary column, the TG-5MS (30 m × 0.25 mm × 0.25 µm film thickness). The
temperature of the column was initially 50 ◦C, followed by an increase by 5 ◦C/min to
250 ◦C, held for 2 min; followed by an increase to reach 300 ◦C by 30 ◦C/min, held for
2 min. The instrument conditions, sample preparation, and sample injection procedures
were derived from Abd El-Kareem et al., 2016 [49]. The components’ retention time (RT)
and mass spectra (MS) were compared to those in the WILEY 09 and NIST 14 mass spectral
databases [49].

4.5. Quantitative Real-Time Polymerase Chain Reaction (qRT-PCR)

Total RNA was extracted from HuH-7 and HEPG2 cells using the RNeasy Mini Kit
procedure (Qiagen, Valencia, CA, USA). The High-Capacity cDNA Reverse Transcription
Kit (Applied Biosystems, CA, USA) was used for reverse transcription, and the GoTaq®

qPCR Master Mix (Promega, Madison, Wisconsin, USA) was used for real-time PCR to
detect the expression of TGF, SMAD3, EGFR, BAX, BCL2, and P53 genes on a 7900HT Fast
Real-Time PCR System (Applied Biosys-tems, USA). The amplification settings were as fol-
lows: one cycle at 95 ◦C for 10 min, followed by 40 cycles at 95 ◦C for 15 s and one min at 60
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◦C. Invitrogen provided all of the primers (Carlsbad, CA, USA). The primer sequences used
were as follows: TGFβ (F: GGACAC CAACTATTGCTTCAG, R: TCCAGGCTCCAAATG-
TAGG), SMAD3 (F: GCCTGTGCTGGAACATCATC; R: GCCTGTGCTGGAACATCATC),
EGFR (F: GCAATATCAGCCTTAGGTGCGGCTC; R: GCAATATCAGCCTTAGGTGCG-
GCTC), BAX (F: CTACAGGGTTTCATCCAG; R: CCAGTTCATCTCCAATTCG), BCL2 (F:
GTGGATGACTGAGTACCT; R: CCAGGAGAAATCAAACAGAG), P53 (F: GTATTTCAC-
CCTCAAGATCC; R: TGGGCATCCTTTAACTCTA), β-Actin (F: TTCCAGCCTTCCTTC-
CTGG; R: TTGCGCTCAGGAGGAGCAAT). The ∆∆Ct technique [50] was used to perform
quantitative data analysis. The expression levels were adjusted to -Actin and presented as
a percentage.

4.6. Molecular Docking and Pathway Enrichment Analysis (PEA)

Prediction of the binding affinities and modes of the major metabolites with EGFR and
BCL2 was performed using AutoDock4.2.6 software [50]. Both active and inactive confor-
mations of EGFR were considered in the current study. The resolved crystal structures of
active EGFR, inactive EGFR, and BLC2 (PDB codes: 1M17 [51], 4HJO [52], and 2W3L [53],
respectively) were downloaded and prepared for docking calculations. Protein preparation
included: (i) cleaning of water molecules, ions, and ligands, and (ii) investigation of the
protonation state and addition of missing hydrogen atoms using the H++ server [54].
The docking parameters were kept as the default, with an energy evaluation maximum
number (eval) of 25,000,000 and a genetic algorithm (GA) run of 250. A docking grid size of
60 Å × 60 Å × 60 Å with a spacing value of 0.375 Å was employed and centered at the
active site of the studied proteins. For the investigated metabolites, SZYBKI software
was used to minimize the geometrical structures of the investigated metabolites with the
MMFF94s force field [55,56]. The Gasteiger method was utilized to calculate the partial
atomic charges of the investigated metabolites [57]. Furthermore, to explore all potential
target–function interrelations based on biological network mining for the 20 most stimu-
lated genes by compounds 10 and 29, pathway enrichment analysis (PEA) was performed
using Cytoscape 3.8.2 [58]; finally, the ReactomeFIViz online tool was used for the modeling
and illustration of all target interactions [59,60].

4.7. Statistical Analysis

Statistical analysis was carried out using IBM SPSS® Statistical version 23 (IBM® Corp.,
Armonk, NY, USA). Data were expressed as mean and standard deviation, and comparison
between different groups was performed using analysis of variance (ANOVA) followed
by post-hoc test. Dunnett t-test was used for comparison with the control group. All tests
were two-tailed. A p-value < 0.05 was considered significant.

5. Conclusions

L. sativum is a promising medicinal plant that requires extensive research in order to
reveal its beneficial therapeutic uses and explore its underlying mechanism(s) of action.
The results of the current study reveal that the n-hexane extract of L. sativum showed clear
in vitro cytotoxic efficiency against two hepatocellular carcinoma cell lines. This cytotoxic
efficiency was further investigated by identifying the expression levels of some apoptotic
genes; we observed the significant downregulation of the expression of the EGFR and
BCL2 genes and upregulation of the SMAD3, BAX, and P53 genes. This might explain
its mechanism of action. Additionally, n-hexane extract fractionation demonstrated that
hydrocarbons, terpenoids, and volatile compounds were the most predominant. Finally,
our molecular docking results against EGFR and BCL2 molecular targets support the
potency of L. sativum’s major compounds against hepatocellular carcinoma. Ultimately, our
findings highlight the potential use of L. sativum against HCC.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/plants10091863/s1, Figure S1: A Reactome map of the top enriched pathways affected by
the top 20 gene targets in response to compound 10. The yel-low color code indicates the over-
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representation of that pathway in the input dataset. Light grey signifies pathways that are not
significantly over-represented. Figure S2: A Reactome map of the top enriched pathways affected
by the top 20 gene targets in response to compound 29. The yel-low color code indicates the over-
representation of that pathway in the input dataset. Light grey signifies pathways that are not
significantly over-represented.

Author Contributions: Conceptualization, M.A.M.A., N.T.A.-G., and A.A.E.-S.; methodology, S.N.;
software, M.A.M.A., M.A.A.I., and M.-E.F.H.; validation, S.N.; formal analysis, S.N., M.A.M.A.,
and M.A.A.I.; investigation, S.N.; resources, M.A.M.A.; data curation, S.N.; writing—original draft
preparation, M.A.M.A., M.A.A.I., and M.-E.F.H.; writing—review and editing, M.A.M.A., M.A.A.I.,
and M.-E.F.H.; visualization, M.A.M.A., M.A.A.I., and M.-E.F.H.; supervision, M.A.M.A., N.T.A.-G.,
and A.A.E.-S.; project administration, M.A.M.A.; funding acquisition, M.A.M.A. All authors have
read and agreed to the published version of the manuscript.

Funding: This research was funded by the Academy of Scientific Research and Technology (ASRT),
under the Scientists for Next Generation (SNG) program, Cycle no. 5.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data, tables and figures in this manuscript are original. If not,
please provide the copyright.

Acknowledgments: The practical work was conducted at the Molecular Genetics and Genome Map-
ping Laboratory (MGGM)-AGERI-ARC and this work was part of a Scientists for Next Generation
(SNG) scholarship funded by the Academy of Scientific Research and Technology (ASRT). The au-
thors gratefully acknowledge the Bioinformatics Center, Faculty of Science, Helwan University, for
providing all necessary computational resource support to achieve this study.

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

References
1. Castelli, G.; Pelosi, E.; Testa, U. Liver Cancer: Molecular Characterization, Clonal Evolution and Cancer Stem Cells. Cancers 2017,

9, 127. [CrossRef]
2. Rashed, W.M.; Kandeil, M.A.M.; Mahmoud, M.; Ezzat, S. Hepatocellular Carcinoma (HCC) in Egypt: A comprehensive overview.

J. Egypt. Natl. Cancer Inst. 2020, 32, 1–11. [CrossRef]
3. El-Zayadi, A.-R.; Badran, H.M.; Barakat, E.M.F.; Attia, M.E.-D.; Shawky, S.; Mohamed, M.K.; Selim, O.; Saeid, A. Hepatocellular

carcinoma in Egypt: A single center study over a decade. World J. Gastroenterol. 2005, 11, 5193–5198. [CrossRef]
4. Ibrahim, A.S.; Khaled, H.M.; Mikhail, N.N.; Baraka, H.; Kamel, H. Cancer Incidence in Egypt: Results of the National Population-

Based Cancer Registry Program. J. Cancer Epidemiol. 2014, 2014, 1–18. [CrossRef]
5. Xiao, Q.; Zhu, W.; Feng, W.; Lee, S.S.; Leung, A.W.; Shen, J.; Gao, L.; Xu, C. A Review of Resveratrol as a Potent Chemoprotective

and Synergistic Agent in Cancer Chemotherapy. Front. Pharmacol. 2019, 9, 1534. [CrossRef]
6. Shukla, S.; Ohnuma, S.; Ambudkar, S.V. Improving cancer chemotherapy with modulators of ABC drug transporters. Curr. Drug

Targets 2011, 12, 621–630. [CrossRef] [PubMed]
7. Ahmed, A.A.; Hegazy, M.-E.F.; Hassan, N.M.; Wojcinska, M.; Karchesy, J.; Pare, P.W.; Mabry, T.J. Constituents of Chrysothamnus

viscidiflorus. Phytochemistry 2006, 67, 1547–1553. [CrossRef]
8. Xiao, Q.; Wu, J.; Pang, X.; Jiang, Y.; Wang, P.; Leung, A.W.; Gao, L.; Jiang, S.; Xu, C.; Xiao, J.W.Q. Discovery and Development

of Natural Products and their Derivatives as Photosensitizers for Photodynamic Therapy. Curr. Med. Chem. 2018, 25, 839–860.
[CrossRef] [PubMed]

9. Hegazy, M.-E.F.; Abdelfatah, S.; Hamed, A.R.; Mohamed, T.A.; Elshamy, A.A.; Saleh, I.A.; Reda, E.H.; Abdel-Azim, N.S.; Shams,
K.A.; Sakr, M.; et al. Cytotoxicity of 40 Egyptian plant extracts targeting mechanisms of drug-resistant cancer cells. Phytomedicine
2018, 59, 152771. [CrossRef] [PubMed]

10. Cragg, G.M.; Pezzuto, J.M. Natural Products as a Vital Source for the Discovery of Cancer Chemotherapeutic and Chemopreven-
tive Agents. Med. Princ. Pract. Int. J. Kuwait Univ. Health Sci. Cent. 2015, 25 (Suppl. 2), 41–59. [CrossRef]

11. Al-Yahya, M.; Mossa, J.; Ageel, A.; Rafatullah, S. Pharmacological and safety evaluation studies on Lepidium sativum L., Seeds.
Phytomed. Int. J. Phytother. Phytopharm. 1994, 1, 155–159. [CrossRef]

12. Falana, H.; Nofal, W.; Nakhleh, H. A review article Lepidium sativum (Garden cress). In Pharm-D Program, College of Nursing,
Pharmacy and Health Professions; Birzeit University: Birzeit, Palestine, 2014; pp. 1–8.

13. Alqahtani, F.Y.; Aleanizy, F.S.; Mahmoud, A.Z.; Farshori, N.N.; Alfaraj, R.; Al-Sheddi, E.S.; Alsarra, I. Chemical composition and
antimicrobial, antioxidant, and anti-inflammatory activities of Lepidium sativum seed oil. Saudi J. Biol. Sci. 2018, 26, 1089–1092.
[CrossRef] [PubMed]

http://doi.org/10.3390/cancers9090127
http://doi.org/10.1186/s43046-020-0016-x
http://doi.org/10.3748/wjg.v11.i33.5193
http://doi.org/10.1155/2014/437971
http://doi.org/10.3389/fphar.2018.01534
http://doi.org/10.2174/138945011795378540
http://www.ncbi.nlm.nih.gov/pubmed/21039338
http://doi.org/10.1016/j.phytochem.2006.03.021
http://doi.org/10.2174/0929867324666170823143137
http://www.ncbi.nlm.nih.gov/pubmed/28831916
http://doi.org/10.1016/j.phymed.2018.11.031
http://www.ncbi.nlm.nih.gov/pubmed/31055230
http://doi.org/10.1159/000443404
http://doi.org/10.1016/S0944-7113(11)80035-8
http://doi.org/10.1016/j.sjbs.2018.05.007
http://www.ncbi.nlm.nih.gov/pubmed/31303845


Plants 2021, 10, 1863 16 of 17

14. Diwakar, B.T.; Lokesh, B.R.; Naidu, K.A. Modulatory effect of α-linolenic acid-rich garden cress (Lepidium sativum L.) seed oil on
inflammatory mediators in adult albino rats. Br. J. Nutr. 2011, 106, 530–539. [CrossRef] [PubMed]

15. Bigoniya, P.; Shukla, A. Phytopharmacological screening of Lepidium sativum seeds total alkaloid: Hepatoprotective, antidiabetic
and in vitro antioxidant activity along with identification by LC/MS/MS. PharmaNutrition 2014, 2, 90. [CrossRef]

16. Raghavendra, R.H. Eugenol and n-3 Rich Garden Cress Seed Oil as Modulators of Platelet Aggregation and Eicosanoids in Wistar
Albino Rats. Open Nutraceuticals J. 2011, 4, 144–150. [CrossRef]

17. Adam, S.I.; Salih, S.A.; Abdelgadir, W.S. “In vitro” Antimicrobial Assessment of “Lepidium sativum” L. Seeds Extracts. Asian J.
Med. Sci. 2011, 3, 261–266.

18. Al-Fatimi, M.; Friedrich, U.; Jenett-Siems, K. Cytotoxicity of plants used in traditional medicine in Yemen. Fitoterapia 2005, 76,
355–358. [CrossRef] [PubMed]

19. Aslani, E.; Naghsh, N.; Ranjbar, M. Cytotoxic effects of hydroalcoholic extracts of cress (Lepidium sativum)—Made from different
stages of the plant—On k562 Leukemia cell line. Hormozgan Med. J. 2015, 18, 411–419. Available online: https://www.sid.ir/en/
journal/ViewPaper.aspx?id=531695 (accessed on 15 February 2021).

20. Mahassni, S.H.; Al-Reemi, R.M. Apoptosis and necrosis of human breast cancer cells by an aqueous extract of garden cress
(Lepidium sativum) seeds. Saudi J. Biol. Sci. 2013, 20, 131–139. [CrossRef]

21. Raish, M.; Ahmad, A.; Alkharfy, K.M.; Ahamad, S.R.; Mohsin, K.; Al-Jenoobi, F.I.; Al-Mohizea, A.M.; Ansari, M.A. Hepatoprotec-
tive activity of Lepidium sativum seeds against D-galactosamine/lipopolysaccharide induced hepatotoxicity in animal model.
BMC Complement. Altern. Med. 2016, 16, 1–11. [CrossRef]

22. Saleem, T.S.M.; Chetty, C.M.; Ramkanth, S.; Rajan, V.S.T.; Kumar, K.M.; Gauthaman, K. Hepatoprotective Herbs—A Review. Int. J.
Res. Pharm. Sci. 2010, 1, 1–5. Available online: https://www.pharmascope.org/index.php/ijrps/article/view/78 (accessed on 18
January 2021).

23. Aboul-Soud, M.A.M.; Ashour, A.E.; Challis, J.K.; Ahmed, A.F.; Kumar, A.; Nassrallah, A.; AlAhmari, T.A.; Saquib, Q.; Siddiqui,
M.A.; Al-Sheikh, Y.; et al. Biochemical and Molecular Investigation of In Vitro Antioxidant and Anticancer Activity Spectrum of
Crude Extracts of Willow Leaves Salix safsaf. Plants 2020, 9, 1295. [CrossRef] [PubMed]

24. Zhou, M.; Zhang, Q.; Zhao, J.; Liao, M.; Wen, S.; Yang, M. Phosphorylation of Bcl-2 plays an important role in
glycochenodeoxycholate-induced survival and chemoresistance in HCC. Oncol. Rep. 2017, 38, 1742–1750. [CrossRef]
[PubMed]

25. Yoshida, K.; Murata, M.; Yamaguchi, T.; Zaki, K.M. TGF-β/Smad signaling during hepatic fibro-carcinogenesis (Review). Int. J.
Oncol. 2014, 45, 1363–1371. [CrossRef]

26. Fuchs, B.C.; Hoshida, Y.; Fujii, T.; Wei, L.; Yamada, S.; Lauwers, G.Y.; McGinn, C.M.; Deperalta, D.K.; Chen, X.; Kuroda, T.; et al.
Epidermal growth factor receptor inhibition attenuates liver fibrosis and development of hepatocellular carcinoma. Hepatology
2013, 59, 1577–1590. [CrossRef] [PubMed]

27. Hegazy, M.-E.F.; ElShamy, A.I.; Mohamed, T.A.; Hamed, A.R.; Ibrahim, M.A.A.; Ohta, S.; Paré, P.W. Cembrene Diterpenoids with
Ether Linkages from Sarcophyton ehrenbergi: An Anti-Proliferation and Molecular-Docking Assessment. Mar. Drugs 2017, 15, 192.
[CrossRef]

28. Elsisi, G.H.; Aburawash, A.; Waked, E. Cost-Effectiveness Analysis of New HCV Treatments in Egyptian Cirrhotic and Non-
Cirrhotic Patients: A Societal Perspective. Value Health Reg. Issues 2017, 13, 7–15. [CrossRef]

29. Desai, A.; Qazi, G.; Ganju, R.; El-Tamer, M.; Singh, J.; Saxena, A.; Bedi, Y.; Taneja, S.; Bhat, H. Medicinal Plants and Cancer
Chemoprevention. Curr. Drug Metab. 2008, 9, 581–591. [CrossRef]

30. AlObaidi, L.A. Study the anticancer effect of Lepidium sativum leaves extract on squamous cell carcinoma (CAL-27) cell lines. J.
Nat. Sci. Res. 2014, 4, 17.

31. El-Kaream, S.A.A. Biochemical and biophysical study of chemopreventive and chemotherapeutic anti-tumor potential of some
Egyptian plant extracts. Biochem. Biophys. Rep. 2019, 18, 100637. [CrossRef]

32. Abuelgasim, A.I.; Nuha, H.S.; Mohammed, A.H. Hepatoprotective effect of Lepidium sativum against carbon tetrachloride induced
damage in rats. Res. J. Anim. Vet. Sci. 2008, 3, 20–23.

33. Balanis, N.; Carlin, C.R. Stress-induced EGF receptor signaling through STAT3 and tumor progression in triple-negative breast
cancer. Mol. Cell. Endocrinol. 2017, 451, 24–30. [CrossRef] [PubMed]

34. Lanaya, H.; Natarajan, A.; Komposch, K.; Li, L.; Amberg, N.; Chen, L.; Wculek, S.; Hammer, M.; Zenz, R.; Peck-Radosavljevic,
M.; et al. EGFR has a tumour-promoting role in liver macrophages during hepatocellular carcinoma formation. Nature 2014, 16,
972–981. [CrossRef]

35. Komposch, K.; Sibilia, M. EGFR Signaling in Liver Diseases. Int. J. Mol. Sci. 2015, 17, 30. [CrossRef] [PubMed]
36. Sigismund, S.; Avanzato, D.; Lanzetti, L. Emerging functions of the EGFR in cancer. Mol. Oncol. 2017, 12, 3–20. [CrossRef]
37. Principe, D.R.; Doll, J.A.; Bauer, J.; Jung, B.; Munshi, H.G.; Bartholin, L.; Pasche, B.; Lee, C.; Grippo, P.J. TGF-β: Duality of

Function between Tumor Prevention and Carcinogenesis. J. Natl. Cancer Inst. 2014, 106, djt369. [CrossRef]
38. Chen, J.; Gingold, J.A.; Su, X. Immunomodulatory TGF-β Signaling in Hepatocellular Carcinoma. Trends Mol. Med. 2019, 25,

1010–1023. [CrossRef]
39. Dooley, S.; Dijke, P.T. TGF-β in progression of liver disease. Cell Tissue Res. 2011, 347, 245–256. [CrossRef]
40. Fabregat, I.; Moreno-Caceres, J.; Sánchez, A.; Dooley, S.; Dewidar, B.; Giannelli, G.; Dijke, P.T.; IT-LIVER Consortium. TGF-β

signalling and liver disease. FEBS J. 2016, 283, 2219–2232. [CrossRef]

http://doi.org/10.1017/S0007114511000663
http://www.ncbi.nlm.nih.gov/pubmed/21521541
http://doi.org/10.1016/j.phanu.2013.11.043
http://doi.org/10.2174/1876396001104010144
http://doi.org/10.1016/j.fitote.2005.02.009
http://www.ncbi.nlm.nih.gov/pubmed/15890471
https://www.sid.ir/en/journal/ViewPaper.aspx?id=531695
https://www.sid.ir/en/journal/ViewPaper.aspx?id=531695
http://doi.org/10.1016/j.sjbs.2012.12.002
http://doi.org/10.1186/s12906-016-1483-4
https://www.pharmascope.org/index.php/ijrps/article/view/78
http://doi.org/10.3390/plants9101295
http://www.ncbi.nlm.nih.gov/pubmed/33008079
http://doi.org/10.3892/or.2017.5830
http://www.ncbi.nlm.nih.gov/pubmed/28731137
http://doi.org/10.3892/ijo.2014.2552
http://doi.org/10.1002/hep.26898
http://www.ncbi.nlm.nih.gov/pubmed/24677197
http://doi.org/10.3390/md15060192
http://doi.org/10.1016/j.vhri.2017.03.012
http://doi.org/10.2174/138920008785821657
http://doi.org/10.1016/j.bbrep.2019.100637
http://doi.org/10.1016/j.mce.2017.01.013
http://www.ncbi.nlm.nih.gov/pubmed/28088463
http://doi.org/10.1038/ncb3031
http://doi.org/10.3390/ijms17010030
http://www.ncbi.nlm.nih.gov/pubmed/26729094
http://doi.org/10.1002/1878-0261.12155
http://doi.org/10.1093/jnci/djt369
http://doi.org/10.1016/j.molmed.2019.06.007
http://doi.org/10.1007/s00441-011-1246-y
http://doi.org/10.1111/febs.13665


Plants 2021, 10, 1863 17 of 17

41. Fabregat, I.; Caballero-Díaz, D. Transforming Growth Factor-β-Induced Cell Plasticity in Liver Fibrosis and Hepatocarcinogenesis.
Front. Oncol. 2018, 8, 357. [CrossRef]

42. Tu, S.; Huang, W.; Huang, C.; Luo, Z.; Yan, X. Contextual Regulation of TGF-β Signaling in Liver Cancer. Cells 2019, 8, 1235.
[CrossRef] [PubMed]

43. Massagué, J. TGF-β signal transduction. Annu. Rev. Biochem. 1998, 67, 753–791. [CrossRef] [PubMed]
44. Yang, Y.-A.; Zhang, G.-M.; Feigenbaum, L.; Zhang, Y.E. Smad3 reduces susceptibility to hepatocarcinoma by sensitizing

hepatocytes to apoptosis through downregulation of Bcl-2. Cancer Cell 2006, 9, 445–457. [CrossRef]
45. Ventura, A.; Kirsch, D.G.; McLaughlin, M.E.; Tuveson, D.A.; Grimm, J.; Lintault, L.; Newman, J.; Reczek, E.E.; Weissleder, R.;

Jacks, T. Restoration of p53 function leads to tumour regression in vivo. Nature 2007, 445, 661–665. [CrossRef] [PubMed]
46. Pfeffer, C.M.; Singh, A.T.K. Apoptosis: A Target for Anticancer Therapy. Int. J. Mol. Sci. 2018, 19, 448. [CrossRef]
47. Swapana, N.; Tominaga, T.; Elshamy, A.I.; Ibrahim, M.A.; Hegazy, M.-E.F.; Singh, C.B.; Suenaga, M.; Imagawa, H.; Noji, M.;

Umeyama, A. Kaemgalangol A: Unusual seco-isopimarane diterpenoid from aromatic ginger Kaempferia galanga. Fitoterapia 2018,
129, 47–53. [CrossRef] [PubMed]

48. Mosmann, T. Rapid colorimetric assay for cellular growth and survival: Application to proliferation and cytotoxicity assays. J.
Immunol. Methods 1983, 65, 55–63. [CrossRef]

49. El-Kareem, M.S.M.A.; Rabbih, M.A.E.F.; Selim, E.T.M.; Elsherbiny, E.A.E.-M.; El-Khateeb, A. Application of GC/EIMS in
Combination with Semi-Empirical Calculations for Identification and Investigation of Some Volatile Components in Basil
Essential Oil. Int. J. Anal. Mass Spectrom. Chromatogr. 2016, 04, 14–25. [CrossRef]

50. Livak, K.J.; Schmittgen, T.D. Analysis of Relative Gene Expression Data Using Real-Time Quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402–408. [CrossRef]

51. Morris, G.; Huey, R.; Lindstrom, W.; Sanner, M.F.; Belew, R.K.; Goodsell, D.S.; Olson, A.J. AutoDock4 and AutoDockTools4:
Automated docking with selective receptor flexibility. J. Comput. Chem. 2009, 30, 2785–2791. [CrossRef]

52. Stamos, J.; Sliwkowski, M.X.; Eigenbrot, C. Structure of the Epidermal Growth Factor Receptor Kinase Domain Alone and in
Complex with a 4-Anilinoquinazoline Inhibitor. J. Biol. Chem. 2002, 277, 46265–46272. [CrossRef]

53. Park, J.H.; Liu, Y.; Lemmon, M.A.; Radhakrishnan, R. Erlotinib binds both inactive and active conformations of the EGFR tyrosine
kinase domain. Biochem. J. 2012, 448, 417–423. [CrossRef] [PubMed]

54. Porter, J.; Payne, A.; de Candole, B.; Ford, D.; Hutchinson, B.; Trevitt, G.; Turner, J.; Edwards, C.; Watkins, C.; Whitcombe, I.; et al.
Tetrahydroisoquinoline amide substituted phenyl pyrazoles as selective Bcl-2 inhibitors. Bioorganic. Med. Chem. Lett. 2009, 19,
230–233. [CrossRef] [PubMed]

55. Gordon, J.C.; Myers, J.B.; Folta, T.; Shoja, V.; Heath, L.S.; Onufriev, A. H++: A server for estimating pKas and adding missing
hydrogens to macromolecules. Nucleic Acids Res. 2005, 33, W368–W371. [CrossRef] [PubMed]

56. OpenEye Scientific Software. SZYBKI, 1.9.0.3; OpenEye Scientific Software: Santa Fe, NM, USA, 2016.
57. Halgren, T.A. MMFF94s option for energy minimization studies. J. Comput. Chem. 1999, 20, 720–729. [CrossRef]
58. Gasteiger, J.; Marsili, M. Iterative partial equalization of orbital electronegativity—A rapid access to atomic charges. Tetrahedron

1980, 36, 3219–3228. [CrossRef]
59. Mohamed, T.A.; Elshamy, A.I.; Ibrahim, M.A.A.; Atia, M.A.M.; Ahmed, R.F.; Ali, S.K.; Mahdy, K.A.; Alshammari, S.O.; Al-Abd,

A.M.; Moustafa, M.F.; et al. Gastroprotection against Rat Ulcers by Nephthea Sterol Derivative. Biomolecules 2021, 11, 1247.
[CrossRef] [PubMed]

60. Fabregat, A.; Jupe, S.; Matthews, L.; Sidiropoulos, K.; Gillespie, M.; Garapati, P.; Haw, R.; Jassal, B.; Korninger, F.; May, B.; et al.
The Reactome Pathway Knowledgebase. Nucleic Acids Res. 2017, 46, D649–D655. [CrossRef]

http://doi.org/10.3389/fonc.2018.00357
http://doi.org/10.3390/cells8101235
http://www.ncbi.nlm.nih.gov/pubmed/31614569
http://doi.org/10.1146/annurev.biochem.67.1.753
http://www.ncbi.nlm.nih.gov/pubmed/9759503
http://doi.org/10.1016/j.ccr.2006.04.025
http://doi.org/10.1038/nature05541
http://www.ncbi.nlm.nih.gov/pubmed/17251932
http://doi.org/10.3390/ijms19020448
http://doi.org/10.1016/j.fitote.2018.06.010
http://www.ncbi.nlm.nih.gov/pubmed/29913194
http://doi.org/10.1016/0022-1759(83)90303-4
http://doi.org/10.4236/ijamsc.2016.41002
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1002/jcc.21256
http://doi.org/10.1074/jbc.M207135200
http://doi.org/10.1042/BJ20121513
http://www.ncbi.nlm.nih.gov/pubmed/23101586
http://doi.org/10.1016/j.bmcl.2008.10.113
http://www.ncbi.nlm.nih.gov/pubmed/19027294
http://doi.org/10.1093/nar/gki464
http://www.ncbi.nlm.nih.gov/pubmed/15980491
http://doi.org/10.1002/(SICI)1096-987X(199905)20:7&lt;720::AID-JCC7&gt;3.0.CO;2-X
http://doi.org/10.1016/0040-4020(80)80168-2
http://doi.org/10.3390/biom11081247
http://www.ncbi.nlm.nih.gov/pubmed/34439913
http://doi.org/10.1093/nar/gkx1132

	Introduction 
	Results 
	Extraction 
	Cell Cytotoxicity 
	Gas Chromatography (GC) Analysis 
	Effect of L. sativum Extracts on Expression of EGFR and BCL2, TGF-, SMAD3, BAX, and P53 Genes 
	Molecular Docking Calculations and Pathway Enrichment Analysis (PEA) 

	Discussion 
	Materials and Methods 
	Method of Extraction 
	Cell Line Culture 
	MTT Assay 
	Gas Chromatography 
	Quantitative Real-Time Polymerase Chain Reaction (qRT-PCR) 
	Molecular Docking and Pathway Enrichment Analysis (PEA) 
	Statistical Analysis 

	Conclusions 
	References

