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Abstract: Several diseases, including atherosclerosis, are characterized by inflammation, which is
initiated by leukocyte migration to the inflamed lesion. Hence, genes implicated in the early stages
of inflammation are potential therapeutic targets to effectively reduce atherogenesis. Algal-derived
polysaccharides are one of the most promising sources for pharmaceutical application, although their
mechanism of action is still poorly understood. The present study uses a computational method to
anticipate the effect of fucoidan and alginate on interactions with adhesion molecules and chemokine,
followed by an assessment of the cytotoxicity of the best-predicted bioactive compound for human
monocytic THP-1 macrophages by lactate dehydrogenase and crystal violet assay. Moreover, an
in vitro pharmacodynamics evaluation was performed. Molecular docking results indicate that
fucoidan has a greater affinity for L-and E-selectin, monocyte chemoattractant protein 1 (MCP-1),
and intercellular adhesion molecule-1 (ICAM-1) as compared to alginate. Interestingly, there was no
fucoidan cytotoxicity on THP-1 macrophages, even at 200 µg/mL for 24 h. The strong interaction
between fucoidan and L-selectin in silico explained its ability to inhibit the THP-1 monocytes migra-
tion in vitro. MCP-1 and ICAM-1 expression levels in THP-1 macrophages treated with 50 µg/mL
fucoidan for 24 h, followed by induction by IFN-γ, were shown to be significantly suppressed as
eight- and four-fold changes, respectively, relative to cells treated only with IFN-γ. These results
indicate that the electrostatic interaction of fucoidan improves its binding affinity to inflammatory
markers in silico and reduces their expression in THP-1 cells in vitro, thus making fucoidan a good
candidate to prevent inflammation.

Keywords: fucoidan; alginate; L-selectin; E-selectin; MCP-1; ICAM-1; molecular docking; THP-1
macrophage; monocyte migration

1. Introduction

Inflammation is the prime cause of cardiovascular diseases (CVDs), one of the most
frequent reasons of death worldwide [1]. Atherosclerosis is one of the most frequent CVDs;
it is an arterial hardening and subsequent narrowing caused by lipid deposition and gradual
plaque buildup within an artery wall. This complex disease is initiated by inflammation
and often leads to a stroke or heart attack [2]. The pathogenesis of atherosclerosis starts with
the interaction between leukocytes and endothelium, followed by immune cell migration
to the inflammatory lesion in a multi-step process called extravasation monocyte, involving
adhesion and signaling molecules such as selectins and chemokines. This is characterized
by tethering, the rolling of monocytes on vascular surfaces of endothelium, tight adhesion,
and migration during inflammation [3].
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Selectins (L- and E-selectin) are transmembrane receptors, which are expressed on
leukocytes and activated endothelial cells, respectively. Their function is based on the extra-
cellular lectin domain’s calcium-dependent interaction with Lewisx sialyl (sLex) tetrasac-
charide expressed on the glycoprotein [4,5], which mediates the initial stage of cell adhesion
on the endothelial cell surface. Endothelial activation in response to proinflammatory cy-
tokines secretes chemokines such as monocyte chemoattractant protein 1 (MCP-1 aka C-C
motif chemokine 2, CLL2), which activates the C-C chemokine receptor type 2 (CCR2) on
monocyte, followed by stimulating integrin β2 to a high-affinity state, enabling it to bind
to intercellular adhesion molecule-1 (ICAM-1), which is overexpressed due to endothelial
dysfunction [3,6]. The mechanism that hinders monocyte migration through blocking
inflammatory biomarkers is critical to the early halting of inflammation.

Glycosaminoglycans (GAGs) are negatively charged linear polysaccharide chains that
are covalently bound to proteins, for example, dermatan sulfate, heparan sulfate, and
chondroitin sulfate, which mediate significant physiological functions, for instance, inflam-
mation, through signaling and recognition [7–10]. Marine natural products are a promising
therapeutic source of bioactive compounds. The polysaccharides derived from macroal-
gae have gained worldwide attention due to their myriad of structural, physicochemical,
and biological activities. Fucoidan is a sulfated polysaccharide, which is mostly built
from sulfated L-fucose molecules and other monomeric sugars, such as glucose, galactose,
mannose, and uronic acid. Alginates are natural linear copolymers of α-L-guluronic acid
and β-D-mannuronic acid, which widely exist in brown seaweeds [11,12]. The structure–
activity relationship of fucoidan affects diverse biological activities; indicating promising
pharmacological potential [13–16], although the molecular mechanism is still unknown.
A recent study indicates that fucoidan extracts from different algal species, including
Fucus vesiculosus, reduce the inflammatory cytokine levels in lipopolysaccharide-stimulated
peripheral blood mononuclear cells and leukemia monocytic cell line (THP-1) in a dose-
dependent fashion [17]. Moreover, fucoidan from Fucus vesiculosus inhibits lung cancer cell
migration and invasion via phosphatidylinositol-3-kinase (PI3K)/Akt and the mammalian
target of rapamycin (mTOR) signaling [18].

The computational prediction of the interaction between bioactive compounds and
therapeutic target proteins rationally guides experimental methods and significantly re-
duces the cost of drug development [19]. Therefore, we predict and compare the ability
of sulfated (fucoidan) and non-sulfated (alginate) polysaccharides to computationally in-
teract with several targets that are implicated in inflammation, particularly endothelial
dysfunction and monocyte migration, including L-selectin, E-selectin, MCP-1, and ICAM-1,
by using the most frequently occurring monomer in polysaccharides. We also explored
the pharmacodynamics of fucoidan on the above-mentioned inflammatory markers in
THP-1 cells.

2. Results

This study aimed to understand the interaction between fucoidan and alginate with
the potential inflammatory biomarkers (L-selectin, E-selectin, MCP-1, and ICAM-1, respec-
tively) that are vital in monocyte migration. Firstly, the PPIs were predicted, followed by
docking, to illustrate protein–ligand interactions. Finally, the best prediction was validated
using experimental methods. Figure 1 summarizes our study approach.
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Figure 1. Study approach for prediction and validation of marine bioactive compounds (fucoidan
and alginate) with inflammatory protein targets.

2.1. Protein–Protein Interaction

A summarized network of the predicted associations for inflammatory proteins is
illustrated in Figure 2. Interestingly, the ICAM1 protein could be linked to seven predicted
functional partners, namely, L-selectin (SELL), E-selectin (SELE), C-C chemokine receptor
type 2 (CCR2), C-C motif chemokine 2 (CCL2), integrin subunit β2 (ITGB2), integrin α-M
(ITGAM), and integrin αl (ITGAL). As such, all proteins were directly related to SELL,
except for SELE, which was indirectly linked through GLG1. Integrin α-M acts as the
network hub, while the evidence of co-expression showed the most associations between
the above-mentioned protein entities.

2.2. Chemoinformatic Analysis

The ligand-based target prediction of classified targets fucoidan and alginate molecules
by SwissTargetPrediction tool (Figure 2B,C) shows seven and four classes of human proteins,
respectively. Alginate most likely interacts with G-protein coupled receptors (GPCRs) as
(80%), whereas fucoidan can trigger GPCRs and secreted proteins at a similar rate of
13.13%. Physicochemical properties have great significance from the perspective of the
medicinal chemistry of the drug development process. The SwissADME analysis for
fucoidan and alginate monomer illustrates that both are hydrophilic (MLog p = −1.49 and
−2.89, respectively). They have same number of hydrogen bond acceptors and a different
number of hydrogen donors and rotatable bonds (Table 1). The 2D chemical structure of
both the dietary ligands is shown in Figure 3.

Table 1. Analysis of swissADME for marine bioactive compounds (fucoidan and alginate).

Physicochemical Properties Fucoidan Alginate

MLogP −1.49 −2.89

Molecular weight 256.27 193.13

Number of H-bond acceptors 7 7

Number of H-bond donors 2 4

Number Rotatable bonds 3 1
Note: LogP refers to the octanol–water partition coefficient.
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Figure 2. Prediction of biomolecular interactions. (A): STRING protein–protein interaction (PPI).
Nodes in the network represent proteins, and different types of interaction evidence are indicated
by interconnecting colored lines (co-occurrence: blue; purple; experimental: purple; text-mining:
yellow; database: light blue; co-expression: black). (B,C): Swiss Target Prediction of the top 15 target
categories for marine bioactive compounds: fucoidan and alginate, respectively.
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2.3. Molecular Docking and Potential Binding Site Prediction

Molecular docking prediction was carried out to estimate binding affinity of fucoidan
and alginate with target proteins, considering root mean square deviation <2Å. The lower
binding energy corresponds to the higher affinity of the protein–ligand complex. As com-
pared to alginate, fucoidan shows the higher binding affinity and lowest inhibition constant
to the four target inflammatory proteins, as summarized in Table 2. The estimated free
energy for the binding of L-selectin to fucoidan was −5.82 kcal/mol via the hydrogen
bonds formed with Lys48 (1.9Å), Asn105 (2.0Å), Lys111 (2.0Å), and two bonds with Glu88
(1.9 and 2.0Å) in coordination with Ca2+ in the putative binding site (Figure 4A). In contrast,
alginate binds via two hydrogen bonds with Glu88 (2.4 and 1.9Å) residues of L-selectin
(Figure 4C) in a different position compared to fucoidan, without coordination with Ca2+,
resulting in a lower binding energy (−4.3 kcal/mol), and exhibit lesser electrostatic in-
teractions, as shown in Figure 4B,D by the red region of the molecular surface. Based on
energy and binding affinity values, the interaction of fucoidan with E-selectin is superior to
that of alginate. The sulfate groups in fucoidan bind with the Asn83 (2.71Å) and Asp106
(2.06Å) residues at the carbohydrate recognition site in coordination with Ca2+ (Figure 4E).
Stronger hydrogen bonds are formed by alginate without the assistance of Ca2+ (Figure 4G).

Table 2. AutoDock docking results of marine bioactive compounds (fucoidan and alginate) with
inflammatory proteins.

Protein PDB ID Ligand Binding Energy
(Kcal/mol)

Inhibition
Constant (Ki) Interacting Residues

L-selectin 5VC1
Fucoidan −5.82 54.41 µM Lys84(1.9Å), Glu88(1.9Å), Tyr94(2.6Å),

Asn105 (2.0Å), Lys111(2.0Å),

Alginate −4.3 704.72 µM Lys55(2.2 Å), Trp60(2.6Å), Glu88(1.9 Å),

E-selectin 1G1T

Fucoidan −5.69 67.62 µM Lys55(2.0Å), Asn58(2.1Å), Asn83(2.7Å),
Arg84(2.6Å), Asp106(2.1Å)

Alginate −4.09 997.16 µM Asn58(1.9 Å), Trp60(2.0 Å),
Lys74(1.9Å), Trp76(1.8 Å)

MCP-1 1DOK
Fucoidan −5.67 69.96 µM Cys11(1.8 Å), Tyr13(2.1 Å),

Asn14(2.0Å), Cys52(1.9 Å)

Alginate −3.84 1.52 mM Asn14(2.0 Å), Glu50(2.1Å), Cys52(1.7Å)

ICAM-1 1IAM

Fucoidan −5.66 70.39 µM Leu33(1.7Å), Lys39(2.4Å), Glu41(1.8Å),
Lys50(1.8Å), Tyr52(1.9Å), Tyr66(2.1Å)

Alginate −4.98 224.33 µM Leu33(1.9Å), Lys39(1.9Å), Glu41(2.3 Å),
Lys50(2.5Å), Tyr52(2.1Å), Tyr66(2.2Å)

During molecular visualization, it was observed that fucoidan docked to MCP-1 within
the N-loop (Tyr13 and Asn14) and β3-strand (Cys11 and Cys52) with an estimated free
binding energy of −5.67 kcal/mol. Alginate binds with similar residues of MCP-1, except
that the interactions between Cys 11 and Tyr13 are not seen; instead H-bonds with Glu50
are noticed, which decreases the binding energy to −3.84 kcal/mol (Figure 5A–D). ICAM-1
non-covalently interacts with fucoidan and alginate through similar residues (Lys50, Lys39,
Tyr66, Tyr52, Glu41, and Leu33) but short-distance hydrogen bonds in the binding site.
Fucoidan’s binding interaction energy was observed to be −5.66 kcal/mol (Figure 5E–H).
Based on in silico data, fucoidan was chosen to understand the nature of interactions with
selected inflammatory markers (L-selectin, MCP-1, and ICAM-1) in further in vitro studies.



Molecules 2022, 27, 3197 6 of 16Molecules 2022, 27, x FOR PEER REVIEW 6 of 16 
 

 

 

Figure 4. Molecular docking of L-and E-selectins with fucoidan and alginate. (A,C,E,G): 3D struc-
tures of proteins bound with N-linked glycan moieties (brown) and zoomed ligand-binding pocket. 
Black and purple dotted lines, respectively, describe the H-bonds and Ca2+ (yellow ball) coordina-
tion bonds. (B,D,F,H): molecular surface representation, and the red patches on the surface repre-
sent electrostatics of the binding cavity. 

During molecular visualization, it was observed that fucoidan docked to MCP-1 
within the N-loop (Tyr13 and Asn14) and β3-strand (Cys11 and Cys52) with an estimated 
free binding energy of −5.67 kcal/mol. Alginate binds with similar residues of MCP-1, ex-
cept that the interactions between Cys 11 and Tyr13 are not seen; instead H-bonds with 
Glu50 are noticed, which decreases the binding energy to −3.84 kcal/mol (Figure 5A–D). 
ICAM-1 non-covalently interacts with fucoidan and alginate through similar residues 
(Lys50, Lys39, Tyr66, Tyr52, Glu41, and Leu33) but short-distance hydrogen bonds in the 
binding site. Fucoidan’s binding interaction energy was observed to be −5.66 kcal/mol 
(Figure 5E–H). Based on in silico data, fucoidan was chosen to understand the nature of 
interactions with selected inflammatory markers (L-selectin, MCP-1, and ICAM-1) in fur-
ther in vitro studies. 

Figure 4. Molecular docking of L-and E-selectins with fucoidan and alginate. (A,C,E,G): 3D structures
of proteins bound with N-linked glycan moieties (brown) and zoomed ligand-binding pocket. Black
and purple dotted lines, respectively, describe the H-bonds and Ca2+ (yellow ball) coordination
bonds. (B,D,F,H): molecular surface representation, and the red patches on the surface represent
electrostatics of the binding cavity.
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Figure 5. Molecular docking of MCP-1 and ICAM-1 to fucoidan and alginate. (A,C,E,G): 3D structures
of proteins bound and ligand-binding pocket. Hydrogen bonds is represented by black dotted lines.
(B,D,F,H): molecular surface representation, and the red patches on the surface represent electrostatic
binding pocket.

2.4. Effect of Fucoidan on Viability and Proliferation of THP-1 Macrophages

To evaluate the effects of fucoidan on cell viability, an LDH assay was carried out,
and the results were validated by assessing cell proliferation with crystal violet. Figure 6A
demonstrates that fucoidan does not pose significant cytotoxicity to THP-1 macrophages
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when treated with increased doses compared to the vehicle. A total of 50 µg/mL fucoidan
was chosen for further experiments in accordance with the published literature [20–22].
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Figure 6. Biological activity of fucoidan on THP-1 cells. (A): Percentages of cell viability and
proliferation on THP-1 macrophages subjected to various concentrations of fucoidan exposed for
24 h. (B): THP-1 monocyte migration assessed using a transwell chamber after 3 h stimulation
with or without MCP-1 in the presence or absence of vehicle or fucoidan (50 µg/mL). (C): mRNA
expression level of MCP-1 and ICAM-1 evaluated in THP-1 macrophages post treatment with
fucoidan (50 µg/mL), vehicle, or alone for 24 h. Then cells were induced with or without IFN-γ for
3 h. Data were presented as mean ±SEM of triplicate three/two independent experiments (n = 9
for (A,B) and n = 6 for (C) and the p-values were non-significant (ns), ** p < 0.001, *** p < 0.0005 and
**** p < 0.0001.
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2.5. Fucoidan Inhibits Monocytes Migration to MCP-1

As shown in Figure 6B, the migration of THP-1 monocytes significantly increased
in the presence of MCP-1 alone compared to vehicle, while the percentage migration of
cells treated with fucoidan was significantly attenuated, by 50%, in response to chemokine
MCP-1.

2.6. Fucoidan Modulates the Expression of Inflammatory Markers

MCP-1 and ICAM-1 are critical inflammatory genes for endothelium dysfunction.
The transcriptomics of these genes in THP-1 macrophages, and their post-treatment with
fucoidan and IFN-γ, is illustrated in Figure 6C. MCP-1 transcription was dramatically
decreased by eight-fold in cells treated with IFN-γ in the presence of fucoidan compared to
cells treated with IFN-γ alone. Interestingly, the effects of vehicle and fucoidan alone on
the expression of both genes are not significantly different. Regarding the expression levels
of ICAM-1 in THP-1 macrophages, fucoidan can attenuate the IFN-γ induced ICAM-1
expression in THP-1-derived macrophages by four-fold.

3. Discussion

Preventing leukocytes recruitment to inflammation sites can address the early stage
of atherosclerosis, which is predominantly mediated by L-selectin [23,24]. L-selectin has a
high affinity for binding sulfated carbohydrate moieties on p-selectin glycoprotein ligand-1
(PSGL-1), a glycoprotein located on leukocytes and endothelial cells that naturally binds to
the selectin family. Upon the activation of endothelium, transcription-regulated E-selectin
mediates the adhesion of neutrophils via PSGL-1 [25–27] or Golgi apparatus protein 1
(GLG1) within hours [28]. Endothelial activation triggers a chronic inflammatory response
that involves the release of MCP-1, which subsequently binds and activates CCR2, the
GPCRs embedded in the leukocytic cell membranes [29]. The signal transduction of the
chemokine receptors initiates signaling to activate integrins, which are transmembrane
heterodimeric proteins comprised of α and β subunits and responsible for firm adhesion
to the extracellular matrix (ECM) and regulating the ‘inside-out’ cellular signaling. High-
affinity integrins enable the tight adhesion of ICAM-1 to the transmigration of leukocytes
through vascular endothelium [3,6]. Blocking these inflammatory biomarkers is crucial to
stop or reduce atherosclerosis.

Polysaccharides are natural macromolecular polymers that can be found in a vari-
ety of dietary sources and have attracted a great deal of attention due to their important
bioactivities [8]. The negative sulfate charges are known to play a role in the electrostatic
interactions between GAGs and signaling proteins [10]. Fucoidan is a class of sulfated,
fucose-rich polysaccharides present in diverse species of brown seaweed. Its unique fea-
tures make it a promising candidate for nutraceuticals and pharmaceuticals for disease
prevention [16,17,21]. Owing to the variety of chain structures, sulfation degrees, and
positions, the structure–activity relationship between fucoidan and its mechanism of action
is challenging to understand [9,17,21,22]. Therefore, we investigated the pharmacodynam-
ics of fucoidan derived from Fucus vesiculosus as having anti-inflammatory potential for
atherosclerosis on THP-1 cells.

Our results indicate that fucoidan has no significant cytotoxic effects on THP-1
macrophages, even at 200 µg/mL, which is consistent with several studies that examine
cytotoxicity for 72 h [20–22]. Furthermore, molecular docking shows that, when fucoidan
occupies the binding site in inflammatory proteins, it prevents the interaction between these
proteins and other downstream regulatory partners and perturbs signaling. For instance,
we found that it inhibits L-selectin, which is responsible for the adhesion of leukocytes, and
suppresses MCP-1 and ICAM-1.

Hydrophilic drugs are desired for oral administration due to their bioavailability and
easy formulation [30]. Lipinski’s rule helps to estimate a compound’s drug-likeness and
includes molecular weight < 500 Da; LogP < 5; hydrogen-bond donors < 5 and hydrogen-
bond acceptors < 10 [19]. The physiochemical features of both the ligands comply with
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these features. Moreover, the sulfated hydroxyl group imposes steric effect changes and
electrostatic repulsion, causing flexion and extension of the polysaccharide chain and
increased hydrophilicity, leading to improved affinity with proteins, and thereby altering
biological activities [13,31]. Another indicator of a compound’s flexibility is presence of
rotatable bonds [32]. Our computational predictions refer to fucoidan’s higher affinity for
target proteins compared to alginate due to the flexibility that results from three rotatable
bonds. Notably, the number of hydrogen bonds predicted via the Swiss tool was in
accordance with the molecular docking of inflammatory proteins with selected ligands.

The electrostatic interactions of fucoidan most probably play a role in aiding the
sulfate group’s binding to Lys84 on L-selectin, similar to negatively charged Tyr51 of
PSGL-1, which has 6-sulfo-sLex binding to L-selectin Lys85 [33]. The native binding site
of selectins with Ca2+ in the lectin domain has identical residues, namely, Glu80, Glu88,
Asn82, Asn105, and Asp106. This binding is explained by two conformations: it is extended
with Asn83 coordinating Ca2+ and Glu88 away or bent with Glu88 coordinating Ca2+ and
Asn83 away. This leads to a structural change that affects the re-orientation of the lectin
and EGF-like domains, thereby stabilizing the high-affinity ligand-bonded state, which is
vital to enduring the shearing force in the bloodstream and makes rolling less stable [34].
As shown in Figure 3A, fucoidan binds with Glu88, in coordination with Ca2+ molecule.
It is worth mentioning that a comparative anti-inflammatory and anti-adhesive study
investigated the origin and composition of fucoidans from diverse algal species, indicating
that specific structural motifs of the fucoidans might mimic SLeX, resulting in suppressed
L-selectin [35]. Our in silico results display that fucoidan binds strongly to L-selectin active
sites. This supports the experimental findings of an inhibitory effect on the migration
of THP-1 monocytes and suggests that fucoidan could be an antagonist for L-selectin, as
previously mentioned [36]. A recent report also indicates that targeting L-selectin holds
promise to control inflammation [37].

Residues in the alternative inflammatory target MCP-1’s N-loop and B3 domain are
necessary for binding interactions, while residues in the N-terminal area are important
for receptor activation, according to structural–functional studies of chemokines [38,39].
To better understand the contribution of selective binding and activation by chemokine
proteins to the chemokine receptor CCR2, Huma et al. assessed the binding of chemokine
structure regions to CCR2 and observed that the N-terminal of chemokine is a major deter-
minant of affinity and efficacy [29]. They postulated that chemokines attach to the receptor
N-terminus via their N-loop and β3 residues (site1), and then the chemokine N-terminus
(site2) activates the receptor by binding to its transmembrane helices, producing conforma-
tional changes and cellular signaling. Both bioactive compounds in this study bind between
N-loop and β3 regions and could compete for CCR2 and obstruct binding. The results
of other comparative study indicate that the hydroxyl groups of three types of flavanols
(kaempferol, quercetin, and myricetin, respectively) bind with MCP-1 (−5.10, −5.28, and
−6.39 kcal/mol, respectively) via common residues Cys11, Cys52, Asn14, Tyr13, and Lys16,
which overlapped with that of the receptor-GAG-binding surface, hence indicating that
chemokine-mediated leukocyte trafficking is likely reduced [40]. Although fucoidan and
alginate both bind MCP-1 with same residues, alginate binds with a lower binding energy
of −3.84 kcal/mol, while the sulfate group in fucoidan enhances this binding energy to
−5.67 kcal/mol. The treatment of THP-1 macrophages with fucoidan for 24 h stimulates
them to create inflammatory cytokines induced by IFN-γ, a macrophage-activating factor,
as previously reported [41]. Fucoidan, hence, offers protective effect by drastically reducing
MCP-1 expression.

The integrin’s I domain-binding surface of ICAM-1 is relatively shallow, and Glu34
is present in the middle of the ICAM-1 coordination bond, with an Mg2+ ion in the I
domain [42]. Furthermore, aromatic and hydrophobic residues on the ICAM-1 surround
Glu34, Pro36, Tyr66, Met64, and the aliphatic portions of Gln62 and Gln73 contact the
similar ring of hydrophobic residues on the I domain [43]. As a result, the electrostatic
surface’s contact regions have good charge complementarity. For ligand binding, a salt
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bridge between the I domain Glu241 and ICAM-1 Lys39 is required, allowing for ICAM-1
and the I domain to optimally interact [44,45]. Similar residues, including Lys39, were
found in our study, participating in interactions with both ligands and ICAM-1. Polar
interactions involving hydrogen bonds sustain this interaction, which is shorter in fucoidan,
possibly due to its greater negative charges. Although MCP-1 and ICAM-1 have a similar
binding affinity to fucoidan in terms of docking results, fucoidan suppresses ICAM-1
expression in THP-1 macrophages that undergo IFN-γ induction, with a lower fold change
than MCP-1, which means fucoidan interacts with the non-specific protein [46]. Moreover,
anionic polysaccharide can bind to distinct proteins with several levels of specificity to
endothelial cells [47].

Even though this study lacks protein expression evaluation, an understanding of
docking interactions with fucoidan and validated with gene expression experiments helps
us gain knowledge of the effect at the protein level. It is worth mentioning that fucoidan
can inhibit these proteins at 55–70 µM, according to the predicted inhibition values that are
constant in molecular docking. That implies only a small amount is required to inhibit the
protein’s activity.

4. Materials and Methods
4.1. Protein–Protein Interaction Study

The significant protein–protein interactions (PPIs) existing between L-selectin, E-selectin,
MCP-1, and ICAM-1 were explored using STRING protein database version 11.5. Network
edges (evidence), and active interaction sources (text mining, databases, experiments,
neighborhood, co-expression) were then employed as the primary settings, and limited to
homo sapiens. Minimal required interaction score of >0.4 was applied to construct the PPIs
networks [48].

4.2. Chemoinformatic Prediction

Chemoinformatic tools were employed to predict suitability of bioactive molecules
(fucoidan and alginate) as a drug. SwissTargetPrediction predicts the most probable protein
targets of biomolecules based on a blend of 2D and 3D structural and electrochemical
complementarity [49]. SwissADME online tool evaluates physicochemical descriptors by
computing the ADME features and drug likeliness of small molecules for consideration as
an oral drug candidate [50].

4.3. Molecular Docking

Three-dimensional X-ray structures of inflammatory proteins, namely, L-selectin, E-selectin,
MCP-1, and ICAM-1, were retrieved from RCSB’s Protein Data Bank (PDB) (ID: 5VC1,
1G1T, 1DOK, and 1IAM, respectively) with a resolution of 1.85Å, 2.1Å, 1.94Å, and 1.5Å,
respectively) [5,26,51,52]. The 3D structures of fucoidan and alginate (CID: 129532628 and
91666324, respectively) were downloaded from NCBI’s PubChem database, and protein
and ligand structures were prepared, followed by molecular docking to compute the
binding energy in kcal/mol resulting from the interaction of fucoidan and alginate with
proteins using Auto Dock 4.2.6 [53]. Docking was performed with monomeric unit of
polysaccharides. Each protein structure was processed by selecting one chain and removing
the water molecules and the existing co-crystallized ligand. The grid dimensions were
generated according to the known binding sites of each protein. Docking was protein-rigid
and ligand-flexible. Binding free energy of ligand-protein interaction was used to score
various configurations. The best pose was chosen based on the lowest docking energy
(kcal/mol) and lower RMSD [54]. Complex structures were visualized by PyMol 1. Level
(DeLano Scientific LLC., Palo Alto, CA, USA).

4.4. Cell Culture

THP-1, a human monocytic leukemia cell line, was provided by Molecular Biomedicine
Unit, King Faisal Specialist Hospital and Research Centre, Riyadh, KSA. THP-1 cells
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were maintained as an undifferentiated monocyte grown in suspension in RPMI medium
1640 (1×) supplemented with fetal bovine serum (FBS, 10% v/v), L-glutamine (200 mM,
1% v/v) and penicillin-streptomycin (100 U/mL) (GibcoTM, ThermoFisherScientific, Waltham,
MA, USA). Cell incubation was carried out in an atmosphere with 5% CO2, 95% humidity
and a 37 ◦C temperature.

4.4.1. Cell Viability and Proliferation Assays

A lactate dehydrogenase (LDH) cytotoxicity assay was carried out for cell viability
measurement following the manufacturer’s instructions (88953; ThermoFisherScientific,
Waltham, MA, USA). Seeding of THP-1 monocytes was carried out with a density of
1 × 105 cells/cm2 in 96-well plates and differentiation into macrophages was performed
with 0.16 µL of phorbol myristate acetate (PMA, 1 mg/mL, ThermoFisher (Kandel) GmbH,
Germany) overnight at 37 ◦C and 5% (v/v) CO2. Fucoidan (≥95% HPLC, F8190; Sigma-
Aldrich, St. Louis, MO, USA) was dissolved in pure distilled water (vehicle) at 10 mg/mL
and then diluted in culture media at different concentrations to treat the macrophages
for a further 24 h. Subsequently, 50 µL supernatants of treated THP-1 macrophages were
transferred into new 96-well plates, along with a 50 µL assay buffer. Following incubation
for 30 min at 25 ◦C, 50 µL of stopping solution was mixed. Absorbance was noted at 490 nm
using a microplate reader (BioTek Synergy HT, Agilent Technologies, Santa Clara, CA, USA).
Crystal violet dye was used to evaluate the proliferation of cells via binding to the DNA
of viable cells [55]. Adherent macrophages remaining after the LDH test were employed
for the cell proliferation assay. Cells were stained with 50 µL of 0.2% (w/v) crystal violet
solution (dissolved in 10% ethanol) for 5 min at room temperature. THP-1 macrophages
were washed 3–4 times with PBS prior to the addition of 50 µL of solubilization buffer
(0.1 M NaH2PO4 ethanol solution). Treated plate was shaken for 5 min before measuring
absorbance with a microplate reader at 570 nm. Results were tabulated as the percentage of
viability related to control.

4.4.2. Migration Assay

Migration assay was used to estimate fucoidan’s ability to inhibit monocyte migration
in response to chemoattraction. A 1 mL culture media containing 20 ng/mL of monocyte
chemoattractant protein (MCP-1/MCAF, Sigma-Aldrich, St. Louis, MO, USA, SRP3109)
was added to the bottom of companion plates of the SPL Insert hanging (35224; SPL Life
Sciences, Gyeonggi-do, Korea) in all wells except the control well. Undifferentiated THP-1
monocyte cells (5 × 105 cells/mL) were added to inserts with a 0.8 µm pore size. Then,
immediately after being treated with either a control (vehicle) or 50 µg/mL of fucoidan,
cells alone were used as a positive control for MCP-1. Plate chambers were incubated
with 5% (v/v) CO2 at 37 ◦C for 3 h. Cells that had migrated into the lower chambers were
collected, and centrifuged at 250× g for 5 min. Cell pellets were resuspended in 1 mL of
fresh media and cells were counted using a hemocytometer [56]. Monocyte migration was
expressed as a fold-change relative to the fraction of cells that moved through the insert
into the bottom wells in response to chemokine alone.

4.4.3. Quantitative Reverse Transcription-PCR

Two groups of THP-1 macrophages were taken (untreated and treated with 50 µg/mL
fucoidan for 24 h). Inflammation was induced in both the groups with 0.13 µL of interferon-
γ human (INF-γ, 13265; 1 mg/mL, Sigma-Aldrich) treated for 3 hrs. Total mRNA extraction
was carried out for all (vehicle, fucoidan alone, fucoidan with IFN-γ and IFN-γ) using
the RNeasy™ mini kit (74104; Qiagen, Germany) and transcribed into cDNA as per the
instructions using the ImProm-II Reverse Transcription kit (A3800; Promega, Madison,
WI, USA). A quantitative polymerase chain reaction (qPCR) was performed using the
BioFACTTM 2X Real-Time PCR Master Mix (For SYBR® Green I) kit (DQ383–40h; Daejeon,
Korea). Target genes (MCP-1 and ICAM-1) expression was analyzed by a StepOnePlusTM
Real-time PCR system (Applied Biosystems, Waltham, MA, USA). Relative quantification
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of their expression with fold change and p-value was calculated using the comparative
threshold method (Ct, 2–∆∆CT) after normalization with glyceraldehyde-3-phosphate de-
hydrogenase (GAPDH) housekeeping gene. Table 3 enlists the primers that were used [56].

Table 3. Primer Sequences used for human MCP-1, ICAM-1 and GAPDH genes.

Gene Primer Sequence

MCP-1 Forward: CGCTCAGCCAGATGCAATCAATG
Reverse: CGCTCAGCCAGATGCAATCAATG

ICAM-1 Forward: GACCAGAGGTTGAACCCCAC
Reverse: GCGCCGGAAAGCTGTAGAT

GAPDH Forward: CTTTTGCGTCGCCAGCCGAG
Reverse: GCCCAATACGACCAAATCCGTTGACT

4.4.4. Statistical Analysis

Statistical analysis was performed using one-way ANOVA to detect any statistically
significant differences between the means of two or more independent groups, followed
by a Sidak multiple comparison test. Excel Microsoft 365 and GraphPad Prism version
8 softwares were used for statistical analysis. The significance is represented using p-values
as ns (non-significant), ** p < 0.001, *** p < 0.0005 and **** p < 0.0001.

5. Conclusions

Natural compounds can potentially alter or regulate cellular gene expression, aiding
in the treatment and prevention of any diseases hallmarked by inflammation. The phar-
macodynamically relevant ability of fucoidan to modulate key biomarker genes in the
early stages of atherosclerosis was demonstrated. Fucoidan potentially blocks L-selectin
and prevents monocyte migration, thereby modulating the expression level of MCP-1 and
ICAM-1 in THP-1 macrophages. Our results support in silico molecular docking results,
wherein fucoidan occupies the binding sites of inflammatory proteins. Future in vivo
investigations will help us to better comprehend the underlying mechanisms at the molec-
ular level, as well as the anti-inflammatory effects of natural substances and their use as
dietary supplements. This emphasizes the benefits of a nutritionally orientated approach to
prevent initial disease development. Pre-clinical trials are further needed to determine the
efficacy of fucoidan and establish its role in the prevention and treatment of inflammatory
disorders, including atherosclerosis.
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