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Abstract: Epidemiological and laboratory studies have shown that green tea and green tea catechins
exert beneficial effects on a variety of diseases, including cancer, metabolic syndrome, infectious
diseases, and neurodegenerative diseases. In most cases, (−)-epigallocatechin gallate (EGCG) has
been shown to play a central role in these effects by green tea. Catechins from other plant sources have
also shown health benefits. Many studies have revealed that the binding of EGCG and other catechins
to proteins is involved in its action mechanism. Computational docking analysis (CMDA) and X-ray
crystallographic analysis (XCA) have provided detailed information on catechin-protein interactions.
Several of these studies have revealed that the galloyl moiety anchors it to the cleft of proteins through
interactions with its hydroxyl groups, explaining the higher activity of galloylated catechins such as
EGCG and epicatechin gallate than non-galloylated catechins. In this paper, we review the results
of CMDA and XCA of EGCG and other plant catechins to understand catechin-protein interactions
with the expectation of developing new drugs with health-promoting properties.

Keywords: green tea catechins; EGCG; X-ray crystallographic analysis; computational molecular
docking analysis

1. Introduction

Green tea and green tea catechins (GTCs) have been revealed to have beneficial effects on a variety
of diseases such as cancer, metabolic syndrome (MetS), infectious diseases, and neurodegenerative
diseases [1–8]. In most cases, (−)-epigallocatechin gallate (EGCG) is believed to play a central role in the
biological actions of green tea. Plant catechins from other sources also show health benefits [8]. EGCG
and other catechins contribute to these effects mainly through their antioxidative and prooxidative
properties [1–7] (Figure 1). In addition, many studies have revealed that the binding of EGCG and other
catechins to proteins is involved in its action mechanism [1–6]. Among studies on catechin-protein
interactions, Arora et al. (1989) appears to be the first to provide detailed information on the interaction
of serum albumin (SA) with catechins, determined by physico-chemical methods [9]. There are
several methods to demonstrate catechin-protein binding interaction, including equilibrium dialysis,
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pH-metric and spectrophotometric methods, affinity chromatography, surface plasmon resonance,
nuclear magnetic resonance, X-ray crystallographic analysis (XCA), and computational molecular
docking analysis (CMDA) [5].
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CMDA has been used to reveal further intricacies of the interaction between SA and catechins [5].
For example, data obtained by experiments that included CMDA indicated that EGCG binds to
residues located in subdomains IIa and IIIa of human SA and that specific interactions occur with
residues Trp214, Arg218, Gln221, Asn295, and Asp451 [10]. EGCG was shown to bind to IIa and
IIIa domains of bovine SA, inducing a binding-dependent conformational change in the protein [11].
More recently, Ikeda et al. demonstrated that a gallate ester moiety at the C-3 position enhanced
the binding ability of catechins to bovine SA by interacting with both Trp134 and Trp213 via π-π
stacking (Figure 2). EGCG was also shown to interact with Glu130, Glu165, and Glu284, located on
the surface of BSA, through hydrogen bonds [12]. Treatment of human hepatoma HepG2 cells with
EGCG induced non-apoptotic cell death when serum proteins such as in fetal bovine SA and bovine
SA were absent, and the toxicity of EGCG caused by its binding to various cellular proteins such
as caspase-3, poly (ADP-ribose) polymerase, and α-tubulin, was reduced by the addition of SA [13].
CMDA indicated that bovine SA had a stronger affinity to EGCG than other proteins and that SA may
act as a protein carrier. Binding information may be useful for developing a drug delivery system.

Shi et al. applied small-angle X-ray scattering to study the complex structure of bovine SA bound
by catechin or EGCG [14]. Their results indicated that EGCG has a stronger ability than catechin to
promote complex formation and further aggregation. The aggregates of EGCG complexes have a
denser core with a relatively smooth surface, whereas catechin aggregates are loosely packed with a
rough surface, suggesting a role of the gallate moiety in aggregate formation. Their findings provide a
basic understanding of catechin-induced formation and aggregation of protein complexes [14].
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In our previous review, we discussed the catechin-protein interaction as part of the mechanism of
catechin’s beneficial actions in health and noted the importance of CMDA and XCA in elucidating
the action mechanism of catechins [5]. In the present review, we expanded our literature search
to review the results of analyses of EGCG and other catechin-related compounds (Figure 1) to
further understand catechin-protein interactions with the expectation of developing new drugs with
health-promoting properties.
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2. CMDA of Catechin-Protein Interaction

2.1. Interaction of Catechins and Cancer-Related Proteins

Plant polyphenols have anticancer properties [1–8]. Catechins, especially EGCG, are the most
extensively studied plant polyphenols. Several epidemiological studies showed the beneficial effects
of green tea and GTCs on cancer [1–7]. The molecular binding interaction between GTCs and
specific proteins is involved in tea’s anticancer mechanisms and CMDA was used to reveal such
an interaction [5].

MMPs of cancer cells are believed to be involved in cell proliferation, invasion, and metastasis.
For example, Bu et al. reported that the synthetic MMP inhibitor Batimastat exhibited inhibitory
effects on tumor growth, tissue invasion, and intrahepatic and lung metastasis [15]. In the nude mice
model of liver cancer, Batimastat prolonged survival of the animals [15]. EGCG and ECG have been
shown to inhibit the enzymatic activity of MMPs, and GTCs and green tea have a proven record
of inhibiting cancer metastasis in several animal experiments [16–18]. As discussed previously [5],
CMDA demonstrated a binding interaction between GTCs and MMPs including MMP-2, MMP-9,
and MMP-14, and the gallate group is important for establishing a strong interaction between MMP-2
and EGCG or ECG [19,20]. MMP-9 activity was inhibited by EGCG and ECG, but not by EC and
EGC [20,21]. Their results showed interactions between EGCG and several amino acid residues in
MMP-9 (Leu187, Leu188, Ala191, Glu402 (active site residue), His405, and Pro421) with an interaction
energy exceeding 2 kcal/mol resulting from chemical bonds such as hydrogen bonds, π-π, π-cation,
and π-σ interactions. These residues were also shown to be involved in the interaction with EC, EGC,
and ECG. A galloyl moiety in EGCG interacts with amino acid residues such as Phe201, His401, Glu402,
His 411, and Pro421. Due to the presence of a galloyl residue, EGCG and ECG had about 1.5-fold
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higher binding affinity with MMP-9 than EC and EGC, indicating its important role in the inhibitory
action against MMP-9 activity [20].

In the case of trypsin, which may be associated with the proliferation, invasion, and metastasis
of cancer cells through degradation of the extracellular matrix proteins [22], Shi et al. suggested
that binding of EGCG to the trypsin’s catalytic cavity involves hydrogen bonding provided by the
hydroxyl groups in the galloyl residue, whereas that of catechin uses those in the B-ring [14] (Figure 3).
Main contributors to hydrogen bond binding to EGCG were shown to be Asp189, Ser190, Ser195,
Gly216, and Gly219, while those in the binding to catechin are Asp189, Ser190, Gly216, and Gly219.
EGCG exhibited much stronger inhibitory activity than catechin. The data are consistent with those of
Cui et al. who showed that in trypsin-catechin complexes residues Asp189, Ser190, Gln192, Ser195 and
Val213-Ser214-Trp215 in common contribute to conserved hydrogen bond interactions or hydrophobic
contacts [23]. Thus, catechin’s occupancy of the catalytic pocket of trypsin would hinder the substrate
binding, leading to inhibition of the protein-degrading activity and the finding provides explanation
of higher efficiency of galloylated catechins than non-galloylated catechins.
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CMDA also suggested that a particular pose of EGCG may lead to covalent modification
of the N-terminal threonine (Thr1) of the proteasome β5 subunit in the chymotrypsin-like active
site [24]. Methylation of EGCG may reduce the biological activity of EGCG such as proteasomal
chymotrypsin-like inhibitory activity. Methylation can disrupt the ability of ECG and EGCG to interact
with Thr1 of this subunit. CMDA showed that methylation causes the ester carbon in these catechins
to move away or be blocked entirely from Thr1, impairing the ability of these catechins to dock well.
Their finding suggests that methylation inhibits the binding of these catechins to the proteasome β5
subunit, which would reduce their anticancer activity [24].

Kongpichitchoke et al. examined the effect of gallic acid (Figure 1) on protein kinase C (PKC)δ [25].
They showed that the content of gallic acid increased depending on the degree of fermentation of tea
and that gallic acid reduced reactive oxygen species (ROS) in phorbol ester-activated macrophages.
Immunoblotting and CMDA revealed that gallic acid was able to block phosphorylation of PKCδ

by occupying the phorbol ester binding sites of the protein (Figure 4). Thus, gallic acid at certain
concentrations may protect cell death. Previously, in the 67-kD laminin receptor pathway, EGCG was
shown to induce upregulation of cGMP which initiates cancer cell-specific cell death by activating
PKCδ/acid sphingomyelinase [26], indicating the involvement of PKCδ activation in apoptosis.
Thus, future study will be needed to clarify the effect of gallic acid on EGCG-mediated apoptosis in
cancer cells.
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Dutta et al. synthesized novel catechin/EC-based conjugates with resorcinol and phloroglucinol
to increase the number of phenolic OH groups and found that the conjugates were more effective
inhibitors of ribonuclease A than parental catechins, indicating the importance of number of
phenolic hydroxyl groups on the inhibition of ribonucleolytic activity. CMDA revealed the
precise protein-catechin interactions. The derivatives of EC, compounds 1 and 2, also showed
inhibited angiogenin-induced angiogenesis [27]. Since angiogenesis is associated with tumor growth,
these catechin conjugates may have a potential role as anticancer agents.

To find chemotherapeutic agents, Shin et al. examined various plant-derived compounds
including chalcones, which show the poor interaction with DNA and low risk of mutagenicity.
Chromenones are also known to have anticancer effects and therefore, hybrids of chalcone and
chromenone can be expected to be better chemotherapeutic agents. Shin et al. synthesized
16 chromenylchalcone compounds and screened their cytotoxicity against human colorectal cancer
cell lines. Chromenylchalcone 11 showed a half-maximal inhibitory concentration (IC50) of 93.1 nM
which is comparable with those of catechin gallate and ECG. The compound inhibited aurora kinases,
and the mechanism could be examined by CMDA. These findings may provide useful information on
synthesizing cancer therapeutic and preventive chromenylchalcone and catechin compounds [28].

Wnt signaling, which plays a crucial role in tumor cell proliferation, is correlated with the
accumulation of β-catenin. Uncontrolled expression of β-catenin leads to fibromatosis, sarcoma,
and mesenchymal tumor formation. Iftikhar et al. used CMDA and found that the binding energy
of known inhibitors such as isorhamnetin, fisetin, genistein and silibinin is about −5 kcal/mol [29].
The corresponding value for catechin was also about −5 kcal/mol. The interaction of catechin and
β-catenin involved six hydrogen bonds, two with β-catenin residue Lys312, and one each with Tyr306,
Gly307, Lys345 and Asn387, respectively (Figure 5). Lys345 had a cation-π interaction with a ring,
while hydrophobic interactions of the inhibitor were found with β-catenin residues Val346, Trp383,
and Arg386. Flavonoid family members and T cell factor 4 competed for β-catenin binding by
sharing common binding residues. These findings may be useful for screening β-catenin inhibitors as
anticancer drugs [29].

Clinical studies have demonstrated a correlation between cyclin-dependent kinase 4 (CDK4) and
malignant progression of pancreatic cancer. Phytochemicals such as wedelolactones and catechin
were analyzed by several methods, including CMDA, to select anti-pancreatic cancer compounds.
These compounds use less binding energy to CDK4 and inhibit its activity, suggesting them as potential
drugs for treating pancreatic cancer [30].

Heat shock protein (Hsp)90 has served as a potential target in the therapy of breast and other
cancers. Dunna et al. selected seven established Hsp inhibitors, EGCG, PU3, CCT-018159, CNF-2024,
SNX-5422, AUY-922, and IPI-504. Considering these seven inhibitors as the parent compound,
a ligand-based search was carried out, showing 90% similarity in the Pubchem database, which lists 31
million compounds. Among the compounds with the highest docking rerank scores, a new candidate
(Pubchem CID: 11363378) that demonstrated considerable affinity towards Hsp90 was identified.
Their study can serve as a model for searching for anticancer drugs based on the protein-ligand
interaction [31].
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Using single-cell alkaline gel electrophoresis (comet assay), Farhan et al. found the relative
efficiency of cellular DNA breakage in the order of EGCG > EGC > EC > catechin and showed that
DNA breakage was caused by mobilization of chromatin-bound copper ions and the generation of
ROS [32]. The order of DNA binding affinity was confirmed by CMDA and a thermodynamic study
using calf thymus DNA. Their results suggest that the synthesis of any novel anticancer molecule
should have as many galloyl moieties as possible, which would provide an increased number of
hydroxyl groups, which may facilitate the binding of the molecule to cellular DNA.

Chen et al. predicted that a serine/threonine kinase, 90-kDa ribosomal S6 kinase (RSK2), would be
a molecular target of EGCG [33]. CMDA, when combined with a pull-down assay, indicated that EGCG
binds to RSK2 at catalytic domains in vitro and ex vivo. Since RSK inhibition resulted in decreased cell
migration and proliferation of cancer cells [34], EGCG may be useful in the prevention of cancer.

Cytosolic sulfotransferases (SULTs) are phase II detoxification enzymes that regulate the activity
of more than hundreds of signaling small molecules with an allosteric effect. Genetic variation in
SULT1A1 is associated with the risk of certain types of cancer including lung cancer [35]. Using the
spin-label triangulation method and CMDA, Cook et al. examined the structure of the catechin
allosteric-binding site of SULT-1A1 and found that EGCG could control the opening and closure states
of SULT-1A1 [36]. Their findings may be useful to understand allosteric regulation by EGCG and other
compounds, and develop a drug that can enhance or diminish SULT activity.

Hepatic sinusoidal obstruction syndrome (HSOS) is a rare and life-threatening liver disease.
Jing et al. investigated the involvement of the nuclear factor erythroid 2-related factor 2 (Nrf2)
antioxidant signaling pathway in the protection of (+)-catechin against monocrotaline (MCT)-induced
HSOS [37]. (+)-Catechin protected hepatic obstruction against MCT-induced HSOS in rats, attenuated
the formation of ROS in human hepatic sinusoidal endothelial cells, enhanced Nrf2 nuclear
translocation in livers from monocrotaline-treated rats and in MTC-treated cells, and further increased
the expression of Nrf2-dependent genes. CMDA indicated the potential interaction of (+)-catechin
with the Nrf2 binding site in the protein kelch-like ECH-associated protein-1 (Keap1), demonstrating
the critical involvement of the Nrf2 pathway in protection by (+)-catechin against MTC-induced HSOS.

In a study that assessed the inhibitory effect of aqueous and methanolic extracts of 57 plants
used in traditional Chinese medicine against the phase I metabolizing enzyme CYP3A4, the aqueous
extract of Acacia catechu, which contains catechin, EC, and ECG, inhibited more than 85% of CYP3A4
activity when applied at a dose of 100 µg/mL. CMDA of major compounds showed that hesperidin
and rutin had the highest fitting scores in the active sites of CYP3A4 with binding energy of about
−74 and −71 kcal/mol, respectively. The corresponding value of catechin was about −39 kcal/mol,
showing that it is a very weak inhibitor. These CYP3A4-inhibiting compounds may interfere with the
metabolism of other concomitantly administered drugs [38].
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Flavonoids have been found to possess anticancer activities by modulating different enzymes
and receptors such as CDK6. Zhang et al. examined the binding of flavonoids which inhibited
active CDK6 using CMDA and other methods. Their results indicated that among various flavonoids,
six inhibitors—chrysin, fisetin, galangin, genistein, quercetin, and kaempferol—showed strong activity,
with a binding energy in a range from −11 to −10 kcal/mol. The corresponding values of catechin and
EC were greater than −9 kcal/mol, indicating that these catechins are weak inhibitors. When assessing
the binding efficiencies of flavonoids against CDK6/cyclin D, the 3′-OH and 4′-OH of the B-ring
favored hydrogen bond formation, whereas the 3-OH on the C-ring and 5-OH on the A-ring did
not. The hydrogen-bonding force and van der Waals interactions with residues Ile19, Val27, Ala41,
Glu61, Phe98, Gln103, Aap163, and Leu152 contributed to the binding affinity. These binding features
of flavonoid inhibitors may provide valuable insight into the development of CDK6 inhibitors as
chemopreventive agents [39].

Transducers and activators of transcription 3 (STAT3) overexpression have been reported in many
tumor types, suggesting that STAT3 inhibition can have an anticancer effect. Efferth et al. used the
known STAT3 inhibitor BP-1-102 as a reference compound to study several potential anti-STAT3
compounds by methods including CMDA. Among 22 compounds assessed, six compounds including
EGCG had a binding energy lower than that of BP-1-102 (around −7 kcal/mol), suggesting that
they are more potent STAT3 inhibitors. The pKi values were 3.81 ± 1.94, 0.20 ± 0.06, 0.31 ± 0.07,
0.65 ± 0.27 for BP-1-102, gingektin, withaferin A, and EGCG, respectively, supporting that these three
representative compounds are better inhibitor than BP-1-102. Amino acid residues involved in the
binding interaction are: Lys609, Asn647, Met648, Ser649, Arg688 in BP-1-102; Asn647, Glu652, His694,
Lys707, Thr708, Lys709, Phe710 in gingektin; Asn646, Asn647, Met648, Glu652, Arg688, Lys709 in
withaferin A; and Glu652, Arg688, Glu693, Lys707, Thr708, Lys709 in EGCG (Figure 6). Thus, the amino
acids participating in the EGCG-protein binding are also involved in the binding of at least one of the
other three compounds, with the exception of Glu693. These amino acids involved in binding of the
compounds to STAT3 are located in the Src homology 2 domain of the protein (Figure 6). The sample
compounds provided in this study would be very useful for selecting and designing phytochemicals
and drugs for cancer chemoprevention [40].

Sirtuin-6 (SIRT6) is an NAD+-dependent histone deacetylase that plays an important role in
various biological events such as cancer, longevity, DNA-repair, and inflammation. Rahnast-Rilla et al.
found that flavonoids can affect SIRT6 activity in a structure-dependent manner [41]. The most potent
SIRT6 activator cyanidin produced a 55-fold increase in SIRT6 activity, while other flavonoids induced
the 3–10-fold increase. Cyanidin also increased SIRT6 expression in human colorectal cancer Caco-2
cells. Binding of activators can change the conformation of a polypeptide loop near the acetylated
peptide substrate binding site, leading to the activation of SIRT6. GCG and ECG showed significant
inhibition against SIRT6 at 10 µM. CMDA predicted that the binding of the inhibitor can disturb the
NAD+ binding to the enzyme. [41].

In addition to the above-mentioned studies, we have discussed the results of CMDA related to
the interaction of EGCG with cancer-related proteins [5], including glucose regulated protein-78 [42],
insulin-like growth factor-1 receptor [43], vascular endothelial growth factor (VEGF), VEGF1-receptor
and VEGF2-receptor [44], zeta chain of T cell receptor associated protein kinase 70 [45], tyrosine
kinases [46], tumor necrosis factor (TNF) receptor associated factor 6 (TRAF6) [47], urokinase [48],
chymotrypsin [49], lipase [50], hydroxymethylglutaryl CoA reductase [51], leukotriene A4
hydrolase [52], DNA methyltransferase [53], phosphoinositide-3-kinase [54], protein phosphatases [55],
and signal transducer and activator of transcription 3 (STAT3) [56].
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2.2. Interaction between Catechins and Proteins Related to Neurodegenerative Diseases

Several epidemiological studies have shown that green tea and GTCs have beneficial effects
on neurodegenerative disorders including Alzheimer’s disease (AD), Parkinson’s disease (PD),
and cognitive dysfunctions [5]. For example, a meta-analysis of 26 observational studies showed
that tea intake significantly reduced the risk of cognitive disorders (odds ratio = 0.65, 95% confidence
interval = 0.58–0.73) [57]. A cross-sectional study on 1143 patients with a mean age of 68.9 in Japan
found an association between low green tea consumption (p for trend = 0.032) with a higher prevalence
of cognitive impairment [58]. Animal studies have supported these human results. For example,
Unno et al. demonstrated that ingestion of GTCs suppressed brain dysfunction in aged mice [59].

Several investigations have revealed the molecular mechanism of catechin’s effects on
neurodegenerative disorders using CMDA. In our previous paper, we reviewed the use of CMDA to
assess the interaction between catechins and proteins related to neurodegenerative diseases [5,60–64].
Additional information is introduced next.

AD is the most common progressive neurodegenerative disorder, causing dementia, and involves
the loss of structure and function of cholinergic neurons. Inhibitors of acetylcholinesterase (AChE) and
butyrylcholinesterase (BChE) have potential in the treatment of AD. CMDA revealed that polyphenols
inhibit the binding to AChE and BChE [65]. The binding energies of EGCG with AChE and BChE were
lowest at about −14 and −13 kcal/mol, respectively. That study suggests that GTCs inhibit AChE and
BChE, and enhance cholinergic neurotransmission by prolonging the transmission time. Since AChE
molecules remain in the synaptic cleft, AChE inhibitors rather than BChE are suggested to be the
standard drugs for the treatment of AD.

Similarly, Chen et al. examined AChE inhibitors present in plants available in markets.
Using CMDA, the stability of the docked protein-ligand complex was assessed by molecular dynamics
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simulation [66]. The inhibitory assay demonstrated that Uncaria rhynchophylla and Portulaca oleracea
extracts had AChE inhibitory activity. CMDA further indicated that catechin present in U. rhynchophylla,
and dopamine and norepinephrine present in P. oleracea, had the best docking scores and interaction
energy, suggesting that these compounds may be used to treat AD.

In a study that explored binding modes of catechins with molecular targets that have a potential
role in PD, CMDA and other methods revealed monoamine oxidase-B as the most promising target,
while N-methyl-D-aspartate receptor was the least favorable target for catechins [67]. A benzopyran
skeleton with a phenyl group substituted at the 2-position and a hydroxyl or ester group at the
3-position were identified as common structural requirements in the majority of target proteins.
These findings suggest that EGCG is the most promising lead to develop as a multitarget drug
against PD.

Previous studies reported that EGCG can bind to unfolded native polypeptides and prevent
conversion to amyloid fibrils. Amyloidogenic mutant chicken cystatin I66Q (CC166Q) is a generic
amyloid-forming model protein that undergoes fibril formation through a domain-swapping
mechanism. Wang et al. demonstrated that EGCG was a potent inhibitor of CC166Q fibril
formation [68]. CMDA suggested that EGCG prevents fibril formation by stabilizing the molecule in its
native-like state, as opposed to redirecting aggregation toward disordered and amorphous aggregates.
That study suggests that EGCG is a generic inhibitor of amyloid-fibril formation, but the mechanism
may differ from protein to protein. This finding may be useful to understand catechin’s inhibitory
effect on protein fibril formation which can be a cause of certain forms of brain dysfunction.

Amyotrophic lateral sclerosis is a neurodegenerative disorder and mutations in the superoxide
dismutase 1 (SOD1) protein contribute to rapid disease progression. Srinivasan and Rajasekaran
examined the inhibitory action of EGCG against native and mutant SOD1, including by CMDA.
Their results show that protein destabilization and increased β-sheet propensity in the mutant form
were regained when bound by EGCG. The binding of EGCG to mutant SOD1 reduced the formation
of toxic aggregates, suggesting a therapeutic potential for the treatment of this neurodegenerative
disease [69].

Immunoglobulin light chain amyloidosis is a disease caused by fibril formation of serum
immunoglobulin light chains and a common cause of acquired amyloid polyneuropathy [70]. EGCG
is known to interfere with fibril formation by inducing protein aggregations. Hora et al. showed
that NMR-guided CMDA identified two distinct EGCG binding sites, both of which include proline
as a binding residue [71] (Figure 7). The EGCG-induced protein complexes are unstructured and
EGCG reacts selectively with amyloidogenic mutants. Their proposed mechanism consists of three
steps: (i) native monomers are converted via partially unfolded intermediates into amyloid fibrils,
(ii) EGCG binds either to Pro59 (P59) with low affinity and no precipitation, or to Pro44 with higher
affinity, and (iii) more EGCG molecules are recruited to the Pro44 (P44) binding site, which in turn
results in the association of further proteins, leading to eventual precipitation (Figure 7). This makes
EGCG a promising lead structure that is capable of handling the immense sequence variability of
immunoglobulin light chains [71].

Down syndrome (DS) is a genetic disorder caused by the presence of all or part of a third copy
of chromosome 21. The disease is associated with a decrease in the amount of mature nerve growth
factor (NGF) by: (i) down-regulation of tissue plasminogen activator that activates plasminogen
to plasmin, an enzyme that converts proNGF to mature NGF and (ii) overexpression of MMP-9,
which degrades NGF. Wyganowska-Świątkowska et al. proposed an additional way in which EGCG
might affect trisomy 21; namely, by modifying the proteolytic activity of the enzymes involved [72].
Although EGCG has previously been shown to inhibit urokinase [48] and docked well with it, it did
not inhibit tissue plasminogen activator. EGCG was reported to inhibit MMP-9 [20,21] and docked
well with MMP-9. Thus, EGCG may inhibit MMP-9 in the brain and slow the degradation of NGF,
thereby preventing DS [72].
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2.3. Interaction of Catechins and MetS-Related Proteins

The abnormal measures in MetS include those in body mass index, body fat, waist
circumference, blood pressure, triglycerides, high-density lipoproteins, total cholesterol, blood glucose,
and hemoglobin A1c. Patients with MetS have an elevated risk of diabetes mellitus and cardiovascular
disease [1,4,5]. Several studies, including epidemiological studies, have shown that green tea and
EGCG have beneficial effects against these diseases [1,4,5]. For example, a clinical trial found that
a decrease in waist circumference of patients with diabetes who ingested catechin-rich green tea
was significantly greater than that in patients who ingested green tea with much lower levels of
catechins [73]. CMDA has revealed the mode of interaction of catechins with proteins related to MetS
and related diseases, as exemplified by the studies examined next.

Rashid et al. reported that EC extracted from Averrhoa carambola L. peel was a bioactive
compound that inhibits adipogenesis and obesity. CMDA suggested that EC appears to bind to
some receptors, including CCAAT/enhancer-binding protein-α, peroxisome proliferator-activated
receptor-α and γ [74].

The α-glucosidase inhibitor acarbose is a common oral anti-diabetic drug. Jhong et al. screened
α-glucosidase and α-amylase inhibitors from 47 natural compounds using CMDA [75]. Three selected
polyphenolic compounds (catechin, quercetin, and rutin) inhibited the activities of these enzymes
when applied at less than 0.5 mM, which is comparable to the effectiveness of acarbose. Molleno-Ulloa
et al. reported that the mode of binding of G-protein-coupled receptor to EC is similar to that to its
agonist, G1 [76]. Wagner et al. attempted to reveal the molecular mechanism of how EGCG-rich green
tea extract affects glucose metabolism and increases fitness and lifespan in the fruit fly, Drosophila
melanogaster [77]. CMDA indicated that EGCG can inhibit glucose generation by binding to the active
site of α-amylase, leading to a caloric restriction-like effect which would extend lifespan [78].

Sun et al. examined the interactions between pancreatic α-amylase (PPA) and tea polyphenols by
biochemical and physicochemical methods such as CMDA, fluorescence quenching, and differential
scanning calorimetry. They showed that the galloyl moiety interacts with PPA through hydrogen
bonds between its three hydroxyl groups and the catalytic amino acid side-chains (Asp197, Glu233
and Asp300) and also through hydrophobic π-π interactions with the active site of the enzyme (Trp59).
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Tea polyphenols included EGCG, ECG, EGC, EC, theaflavin-3′-gallate, and theaflavin-3, 3′-digallate.
The binding constants obtained through fluorescence quenching and isothermal titration calorimetry
are very similar among these polyphenols, suggesting that their binding to PPA primarily includes
an interaction with Try and with the vicinity of Try at the active sites of the enzyme. Their findings
suggest that the galloyl moiety in these polyphenols binds to PPA and promotes polyphenol entering
and association with the active site of the enzyme [79].

Flavonoids may reduce the risk of cardiovascular disease by inhibiting the activity of kinases
such as phosphoinositide-3-kinase, Fyn, Lyn, Src, and PKC. XCA showed that flavonoid ring systems
and their hydroxyl substitutions are important for the binding of flavonoids to kinases. A clearer
understanding of structural interactions between flavonoids and kinases is necessary to allow the
construction of more potent and selective counterparts. Wright et al. examined the interactions of
quercetin, apigenin and catechin with Src family kinases (Lyn, Fyn and Hck) by several methods,
including CMDA, and revealed potential hydrogen bond contacts between flavonoid hydroxyls and
kinase catalytic site residues [80]. Quercetin formed the most energetically stable interactions, apigenin
lacked the hydroxyl groups necessary for important contacts and the non-planar structure of catechin
could not support predicted hydrogen bonding patterns. The findings by Wright et al. predict that
quercetin would inhibit the activity of Src family kinases with greater potency than apigenin and
catechin. This prediction was confirmed using in vitro kinase assays [80].

2.4. Interaction of Catechins with Proteins Related to Infectious Diseases

Several human studies have confirmed tea’s beneficial effects on infectious diseases. For example,
in a case-control study, drinking green tea had a significant negative association with tuberculosis
with an odds ratio of 0.534 [81]. Catechins have antibacterial activity and can modify the properties
of multidrug-resistant Staphylococcus aureus (MRSA). Taylor comprehensively discussed the binding
avidity of catechins, among which ECG showed the strongest binding to MRSA [82]. Incubation of
MRSA with ECG inhibited bacterial growth and gave a dark color to MRSA, indicating that ECG
bound to MRSA. Thus, catechin gallates are attractive agents for therapeutic intervention. In a
clinical trial, Sameshima et al. demonstrated that green tea powder greatly potentiated the effect of
interferon/rivabirin therapy in intractable chronic hepatitis C patients [83]. Song reviewed laboratory
studies of antiviral activities of catechins on diverse families of viruses, including hepatitis B and C
virus, human immunodeficiency virus, Herpes simplex virus, and influenza virus [84]. CMDA has
provided a molecular basis to explain how catechins exert anti-microbial effects as shown next.

Sharma et al. showed that EGCG inhibited enoyl-acyl carrier protein reductase of Mycobacterium
tuberculosis, with an IC50 of 17.4 µM by interfering with the binding of NADH to the enzyme [85].
A direct binding assay using [3H]EGCG and a fluorescence titration assay supported the inhibition
data which were confirmed by CMDA. These findings may be useful, since this enzyme is a target for
antitubercular drugs.

Universal stress protein is a novel target to overcome tuberculosis resistance. CMDA and other
experiments showed that curcumin, catechin, and resveratrol have Arg136 hydrogen bonding and
two ionic bonds between the carboxyl group of curcumin and Leu130 and Asn144, respectively [86].
Curcumin showed highest binding energy (about−9 kcal) with universal stress protein, while quercetin
and catechin had the larger binding energy values. The 3, 4-dihydroxyphenyl ring in catechin
participated in hydrogen bonding with the protein. Curcumin analogues may be useful for future
therapy to down-regulate universal stress protein.

Gradisar et al. examined the inhibition of catechins against bacterial DNA gyrase B by binding to
the ATP binding site and found that EGCG had the highest activity, followed by ECG and EGC [87].
Chemical shift perturbation was used to determine the protein moieties affected by binding to EGCG.
CMDA suggested that the benzopyran ring of EGCG penetrates deeply into the active site, while the
galloyl moiety anchors it to the cleft through interactions with its hydroxyl groups, explaining the
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higher activity of EGCG and ECG than EGC and EC. EGC was suggested to interact with gyrase
mainly through interaction with its B-ring.

Staphylococcal enterotoxins are metabolic products of Staphylococcus aureus that are responsible for
food poisoning. The results of fluorescence emission spectrometry and CMDA indicated that EGCG
showed an order of magnitude higher binding constant (1.4 × 105/ M) than other polyphenols studied.
EGCG and similar polyphenolic ligands likely bind to the channel at the surface of Staphylococcal
enterotoxin B, which is responsible for recognition of the T-cell β chain fragment and influence adhesion
of the toxin to T cells [88].

Similarly, Shimamura et al. found that EGCG bound strongly to Staphylococcal enterotoxin A (SEA).
The results derived from several methods including CMDA indicated that the hydroxyl group at
position 3 of the galloyl group in EGCG was responsible for binding to Tyr91 in the A-6 region of
the toxin’s active site [89] (Figure 8). Moreover, the hydroxyl group of the A ring of EGCG forms
a hydrophobic bond with Tyr91 (Figure 8). Since 3”-O-methylation of EGCG resulted in a weaker
binding interaction with the protein than EGCG itself, hydrogen bonding with Tyr91 of the 3” hydroxyl
group in the galloyl group must be important for efficient interaction, leading to the toxin’s activity.
CMDA also predicted that EGC binds to the toxin’s A-6 region, similar to EGCG, but that the hydroxyl
group in the A-ring is involved in binding to Tyr91 (Figure 8). Thus, the efficient inhibition of the
toxin’s activity can be accounted for by involvement in the interaction of the galloyl group with SEA.
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In a study of the mechanism underlying the antibacterial activity of EGCG against Gram-positive
bacteria Bacillus subtilis, EGCG treatment resulted in formation of protein aggregates such as
oligopeptide ABC transporter binding lipoprotein (OPPA), glucose phosphotransferase system
transporter protein, phosphate ABC transporter substrate-binding protein, and penicillin-binding
protein 5 [90]. EGCG inhibited the major functions of these proteins, leading to the inhibited growth of
B. subtilis. For OPPA, CMDA showed that EGCG binds to basic amino acids located in the inner wall
of OPPA through hydrogen bonding and forms a stable complex to prevent the conformational change
of OPPA from an opened to a closed state, leading to the inhibited transport of oligopeptides.

Streptococcus pneumoniae possesses numerous virulence factors associated with pneumococcal
infection and pathogenesis. Pneumolysin (PLY) is a member of the cholesterol-dependent
cytolysin family and has cytolytic activity. Sortase A (SrtA) contributes to the anchoring of many
virulence-associated surface proteins to the cell wall. Song et al. showed that EGCG directly inhibited
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PLY mediated haemolysis and cytolysis by blocking the oligomerization of PLY and simultaneously
reducing the peptidase activity of SrtA. EGCG also inhibited biofilm formation, the production of
neuraminidase A, and bacterial adhesion to human epithelial Hep2 cells. CMDA and mutational
analysis predicted that EGCG binds to Glu277, Tyr358, and Arg359 in PLY and Thr169, Lys171,
and Phe239 in SrtA (Figure 9). Since EGCG protected mice against pneumonia by S. pneumoniae, EGCG
may be a promising therapeutic option for this disease [91].

The binding gp120 of human immunodeficiency virus type 1 (HIV-1) to cell surface CD4 is the
initial step of viral entry into cells. EGCG is an inhibitor which blocks gp120-CD4 binding. Hamza et al.
examined the inhibitory mechanism by using CMDA and other methods to predict the most favorable
structures of CD4–EGCG, gp120–CD4, and gp120–CD4–EGCG binding complexes in water. EGCG
bound with CD4 in such a way that the calculated binding affinity of gp120 with the CD4–EGCG
complex was negligible and the favorable binding of EGCG with CD4 effectively blocked gp120–CD4
binding [92]. It was suggested that EGCG can block CD4-gp120 binding, with an IC50 of about 100 µM.
These findings would be useful for the development of next-generation anti-HIV-1 drugs.
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IAV strain PR8 (H1N1) and a clinical isolate of IAV(H1N1)pdm09 with IC50s of 2.5 and 2.2 μg/mL, 
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Figure 9. CMDA of the binding interaction of EGCG with PLY (A) and SrtA (B). CMDA predicts the
involvement of Ser256, Glu277, Tyr358, and Arg359 in PLY and Thr167, Lys169, and Phe237 in SrtA in
the binding to EGCG. Reproduced from [91] under the terms of the Creative Commons Attribution
License (CC BY).

3C-like protease (3CLP) of severe acute respiratory syndrome-associated coronaviruses plays a
pivotal role in viral replication and is a promising drug target. Nguyen et al. used recombinant 3CLP
to study inhibition and kinetics with seven plant flavonoids [93]. The IC50 values of these flavonoids
ranged from 47 to 381 µM. Quercetin, EGCG, and gallocatechin gallate (GCG) were good inhibitors
with IC50s of 73, 73 and 47 µM, respectively. GCG exhibited competitive inhibition with a pKi value of
25 ± 1.7 µM. CMDA showed that GCG with a binding energy of around −14 kcal/mol to the active
site of 3CLP and the galloyl moiety at the 3-OH position was required for 3CLP inhibition activity [93].

Derksen et al. examined the anti-influenza A virus (IAV) potential of a proanthocyanidin-enriched
extract of the aerial parts of Rumex acetosa (RA) [94]. The extracts inhibited the growth of IAV
strain PR8 (H1N1) and a clinical isolate of IAV(H1N1)pdm09 with IC50s of 2.5 and 2.2 µg/mL,
respectively. RA extracts were also active against an oseltamivir-resistant isolate. Procyanidin
B2-digallate (epicatechin-3-O-gallate-(4β→ 8)-epicatechin-3′-O-gallate, PBD) was identified as the
main active principle of RA (IC50 was ca. 15 µM). RA and PBD blocked the attachment of IAV
and interfered with viral penetration at higher concentrations. Galloylation of the procyanidin core
structure was a prerequisite for anti-IAV activity; O-trihydroxylation in the B-ring increased anti-IAV
activity. CMDA indicated that PBD interacts with the receptor binding site of IAV(H1N1)pdm09
hemagglutinin. RA and PBD appear to be a promising expansion of currently available anti-influenza
agents [94].
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Chikungunya fever is a viral disease that may cause chronic arthritis. Jain et al. evaluated
protein-ligand interactions of all chikungunya virus proteins with natural compounds to identify
potential inhibitors by methods including CMDA and found that catechin-5-O-gallate and rosmarinic
acid interact with viral capsid protein. The top docking conformation of catechin-5-O-gallate showed a
predicted binding energy of about −6 kcal/mol and rosmarinic acid had slightly larger binding energy.
These compounds may serve as lead compounds to develop antiviral drugs [95].

Fatima et al. prepared HCV NS3 helicase from Pakistani HCV serum samples and conducted
CMDA based on its 3D structure to identify inhibitors against HCV genotype 3a. Among various
compounds, including quercetin, catechins, resveratrol, and lutein, the former two compounds showed
good hydrogen bond interactions with best docking energy. These anti-helicase molecules would offer
a clue in the development of antiviral drugs [96].

Additional CMDA studies on the interaction between catechins and cholera toxin, Dengue virus
envelope glycoprotein E, and papillomavirus E6 oncoprotein [97–99] have already been discussed [5].

2.5. Interaction of Catechins with Proteins Related to Immunological Disorders

EGCG and catechin derivatives are suggested to have a role as preventive agents for
immunological disorders such as food allergy and rheumatoid arthritis. Several human, cellular,
and animal experiments have shown catechin’s beneficial effects on allergy and rheumatoid arthritis.
For example, a randomized, double-blind, placebo-controlled trial showed that green tea containing
O-methylated catechins reduces symptoms of Japanese cedar pollinosis [100]. In an animal model
of arthritis, the therapeutic effect of EGCG was reported to be comparable to that of methotrexate,
a well-known anti-rheumatoid arthritis drug [101]. CMDA provided information on the interaction
of catechins with proteins related to immunological diseases and two studies [102,103] have been
discussed earlier [5].

CMDA analysis showed that EGCG binds to the pocket that partly overlaps with the IgE-binding
region in ovalbumin, a major dietary allergen, and that the interaction induces structural changes in
ovalbumin. The ex vivo studies revealed that ovalbumin bound to IgE and stimulated degranulation
of basophils and that EGCG slowed down its uptake by monocytes. Thus, EGCG might interact with
food allergens and impair antigen uptake by antigen-presenting cells [104].

Peanut 2S albumins are seed storage proteins and major elicitors of anaphylactic reactions to
peanuts. Using various methods including CMDA to elucidate interactions with EGCG, Vesic et al.
demonstrated that similar structure and overall fold of 2S albumins yielded similar putative binding
sites and similar binding modes with EGCG. Binding of EGCG to 2S albumins affected protein
conformation by causing a transition from an α-helix to a β-structure, but the effect of EGCG on
anaphylactic reactions remains unknown [105].

Xing et al. examined the anti-inflammatory effects of procyanidin B1, a (+)-catechin oligomer
derivative, by biochemical methods and CMDA [106]. They identified Tyr296 in toll-like receptor
4 (TLR4) and Ser120 in myeloid differentiation factor 2 (MD-2) as critical sites for hydrogen bonding
with procyanidin B1, similar to the sites occupied by LPS. The production of TNF-α was significantly
decreased by procyanidin B1 in LPS-treated THP1 cells. Procyanidin B1 also significantly decreased
phosphorylated p38 MAPK and NF-κB proteins, as well as mRNA levels of MD-2, TRAF-6, and NF-κB.
Procyanidin B1 can compete with LPS for binding to the TLR4-MD-2 complex and suppress
downstream activation of p38 MAPK and NF-κB signaling pathways.

These results collectively indicate that catechins effectively inhibit downstream inflammatory
signaling. Non-covalent interactions and additional hydrogen bonds of EGCG and other catechin
derivatives with proteins are likely to contribute to its diverse biological activities.
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2.6. Miscellaneous

Many research groups have reported that tannins function as antioxidants and anticarcinogens
using a combination of computational and biochemical assays. Shraberg et al. demonstrated that
procyanidin tannin stereoisomers, such as procyanidin B1–B4, exhibit different binding affinities for
the salivary peptide histatin 5 by electron spray ionization mass spectroscopy [107]. Computational
analysis, such as CMDA and molecular dynamics simulation, suggested that tannin can make close
contact with a variety of amino acid residues on the peptide.

The involvement of peroxidases and polyphenol oxidase (PPO) in the enzymatic browning
reaction of fruits and vegetables with different catalytic mechanisms is well established. Both enzymes
have some common substrates, but each also has specific substrates [108]. Nokthai et al. conducted a
computational study on construct models employing the amino acid sequence of grape peroxidase
and the homology modeling method based on the X-ray structure of ascorbate peroxidase from pea
(Protein data base (PDB) ID:1APX) [108]. The model of grape PPO was obtained directly from the
X-ray structure (PDB ID:2P3X) reported previously. CMDA of common substrates with those enzymes
revealed that EC and catechin exhibited a high affinity to both enzymes, although peroxidase and PPO
have binding pockets different both in the size and in key participant amino acids. The calculation of
docking interaction energy for trihydroxybenzoic acid-related compounds led to the suggestion that
these compounds have potentials as a common inhibitor against ascorbate peroxidase and PPO.

3. X-ray Crystallographic Analysis (XCA) of Protein-Catechin Complexes

Compared to CMDA, catechin-protein complexes have been studied less extensively by XCA.
For example, PubMed reports only four original studies to date when searched with the keywords
EGCG, protein, interaction, and X-ray. Generally, XCA provides more detailed information of
molecular interaction with proteins and ligands than CMDA. In a previous paper, we reviewed
XCA of EGCG-Pin 1, EGC-glutamate dehydrogenase (GDH), and EGCG-transthyretin complexes [5].
Here, we extend that discussion by using HOMOCOS, a modeling protein-compound complex
structure server [109], to analyze the interaction between catechins and proteins. Ligand-protein
interactions are defined by RCSB PDB Ligand Explorer ver. 4.2.0. Table 1 summarizes the findings for
10 catechin-protein complexes.
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Table 1. Binding interaction between catechins/ECG analogs and protein as revealed by X-ray crystallographic analysis and solution NMR.

PDB ID Protein No. of
Sites

Ligand Resolution

Binding Characteristics Defined by Ligand Explorer (4.2.0)

Head Author (Year) ReferenceNo. of
Hydrogen

Bonds

Contact Residues and
Molecules *

No. of
Hydrophobic

Contacts

Contact Residues
and Molecules

4MA6 Ara h 8 1 EC 2.0 7 T30(s), Y82(s), 4 waters 6 L, L, I, T, Y, H, K Hurlburt, B. K. (2013) [110]

3I52 Leucoanthocyanidin
reductase 1 (+)-catechin 2.3 11 H122(m), Y137(s), I171(m),

G93(m), E94(s), 5 waters 6 M, G, G, F, H Mauge, C. (2010) [111]

4C9I PR-10 Fra a 1E 1 (+)-catechin 3.1 1 **** D154(s) 6 L, G, H, K, D Casanal, A. (2013) [112]

4C94 PR-10 Fra a 3 1 (+)-catechin 3.0 5 H70(s), 4 waters 4 L, R Casanal, A. (2013) [112]

3QMU Glutamate
dehydrogenase 1 EGC 3.6 4 **** V120(m), R396(s), R459(s),

R491(s) 6 V, A, H, K, D Li. C. (2011) [5,113]

1JNQ Lipoxygenase-3 1 EGC (EGCG) ** 2.1 4 Q716(s), 2 waters 18 V, I, L, L, H, H, F, W,
Q, Fe

Skrzypczak-Jankun, E.
(2003) [114]

2KDH Troponin C 1 EGCG n. d *** 0 **** - 7 M, V, L, F, F Robertson, I.M. (2009) [115]

3NG5 Transthyretin
mutant V30M

2 EGCG 1.7
5 D18(s), V20(m), 5 waters 7 V, L, I, R Miyata, M. (2010) [5,116]
7 V32(m), W41(m), S46(s),

E72(s), 3 waters 10 P, F, H, E

3OOB Pin1 2 EGCG 1.9
4 2 waters, R17(m,s) 7 R, Ligand

Urusova, D.V. (2011) [5,117]
5 Water R60(s), W73(m),

D112(m), S114(m) 2 S, W

4AWM PA endonuclease 1 EGCG 2.6 12
E26(s), E80(s), D108(s),

E119(s), I120(m), V122(m),
K134(s), Y130(s), water

4 A, Y, H, I Kowalinski, E. (2012) [118]

* Words in parentheses indicate main chain or side chain atoms which participate in hydrogen bonds. ** EGC that lacks galloyl moiety binds to the substrate binding site and the
iron cofactor. *** There is no resolution definition (criterion) of solution NMR. **** Water atoms were not observed because of their low resolution, their vigorous motion or solution
NMR method.
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3.1. XCA of (+)-Catechin-and EC-Protein Complexes

Ara h 8, which is a peanut allergen, is thought to be responsible for oral allergy syndrome. Ara h 8
binds EC, and their complex was determined in 2.0 Å resolution [110]. XCA shows a graphical depiction
of the interaction of EC with the protein (Figure 10A). Leucoanthocyanidin reductase is an enzyme
that catalyzes the NADPH-dependent reduction of flavan-diols, a subfamily of flavonoids which may
possess beneficial properties in human health. Mauge et al. conducted XCA of leucoanthocyanidin
reductase from Vitis vinifera complexed with NADPH and (+)-catechin [111]. The result is shown
in Figure 10B.Molecules 2018, 23, x FOR PEER REVIEW 17 of 27 
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Casañal et al. showed that these proteins bind natural flavonoids with different selectivities and 
affinities [112]. XCA of Fra a-1E and Fra a-3 complexes with (+)-catechin indicates that several loops 
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Figure 10. Representative interactions of EGCG or ECG with proteins as revealed by XCA.
(A): Ara h 8 complex with EC. The residues that form hydrophobic interactions are not displayed.
(B): Leucoanthocyanidin reductase complex with (+)-catechin and NADPH. The residues that form
hydrophobic interactions are not displayed. The nicotinamide and the C ring of ECG stack in
parallel. (C): Soybean lipoxygenase-3 complex with iron and ECG. The residues that form hydrophobic
interactions are also displayed in a wire-frame model. Hydrophobic contact is defined by the number
of atoms within 3.9 Å of the ligands. (D): PA endonuclease complex with EGCG. Extensive hydrogen
bonds observed in PA endonuclease. The residues that form hydrophobic interactions are not displayed.
The red dotted lines represent the observed hydrogen bonds (within 3.3 Å). The blue dotted lines
represent bridged hydrogen bonds. Figures were prepared using RCSB PDB Ligand Explorer software.

The structure of the ternary complex, determined at a resolution of 2.3 Å, indicates the π-π
interactions between (+)-catechin and the nicotinamide ring of NADPH and suggests that His122 and
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Lys140 act as acid-base catalysts. This result indicates that catechins could bind to the active site and
interact directly with the cofactor.

The strawberry allergen 10 Fra a proteins are involved in many aspects of plant biology and
are related by sequence and structural homology to mammalian lipid transport receptor proteins.
Casañal et al. showed that these proteins bind natural flavonoids with different selectivities and
affinities [112]. XCA of Fra a-1E and Fra a-3 complexes with (+)-catechin indicates that several loops
surrounding the ligand-binding cavity have significant flexibility in the apo forms, but would close
upon ligand catechin binding. The A-ring is near the iron co-factor and attached by a hydrogen bond
to the C-terminus of the enzyme, the B-ring hydroxyl groups participate in hydrogen bonds, and van
der Waals interactions are formed by the surrounding amino acids and water molecules. It is likely
that hydrogen bonding interaction between catechin and Fra a 1E was not observed because of their
vigorous motion.

In addition, XCA shows several hydrogen bonds not only between catechins and proteins, but also
between catechin and waters, which cannot be revealed by CMDA. The average numbers of hydrogen
bonds and atoms that make hydrophobic contact with EC-waters and EC-proteins are 6.0 and 5.5,
respectively, except for low-resolution Fra a 1E complex (Table 1).

3.2. XCA of EGC-Protein Complex

GDH catalyzes the oxidative deamination of L-glutamate and its mutations cause hyperinsulinism
or hyperammonemia syndrome in animals. GTCs, especially EGC, control dysregulated GDH by
hijacking the ADP activation site [113]. XCA of the GDH-EGC complex has also been discussed in a
previous paper [5].

3.3. XCA of EGCG-Protein Complexes

Lipoxygenases are non-heme iron-containing enzymes that are ubiquitously present in nature
and catalyze oxygenation of polyunsaturated fatty acids. Catechins are the natural flavonoids of
known inhibitory activity toward dioxygenases that can potentially be utilized in the prevention and
treatment of inflammatory diseases and cancer. XCA of soybean lipoxygenase-3 complexed with
EGCG revealed an inhibitor depicting EGC that lacks the galloyl moiety (Figure 10C). Extensive
hydrophobic contacts of lipoxygenase with EGC and EGCG may contribute to its strong inhibitory
effect of enzymatic activity [114].

Kowalinski et al. conducted XCA of the 2009 pandemic H1N1 PA endonuclease domain with
inhibitors, including EGCG and four diketo compounds, all of which can chelate the two critical
manganese ions in the active site of the enzyme. Their data showed how differences in substituent
groups on the basic metal binding scaffold can be orientated to bind in distinct sub-pockets within the
active site cavity, and the plasticity of certain structural elements of the active site cavity, which can
result in induced fit binding (Figure 10D). Their findings may be important in optimizing the design of
more potent inhibitors targeting virus polymerases [118].

Heart muscle contraction is regulated by Ca2+ binding to the thin filament protein troponin C.
In cardiovascular disease, the response of myofilaments to Ca2+ is often altered and compounds that
restore this perturbation may be useful as therapeutics. The methods including CMDA revealed that
the EGCG binding site on the C-terminal domain of troponin C lies in the hydrophobic pocket in
the absence of troponin I and that binding in the presence of troponin I may be to a new site formed
by the troponin C-troponin I complex. This interaction of EGCG with the C-terminal domain of
troponin C-troponin I complex has not been shown with other cardiotonic molecules and may provide
a potential mechanism by which EGCG modulates heart contraction [115].

Previously, EGCG was shown to bind directly to peptidyl prolyl cis/trans isomerase (Pin1) which
plays a critical role in oncogenic signaling. EGCG was also reported to bind to transthyretin, which is
involved in the pathogenesis of familial amyloid polyneuropathy, a disease caused by a point mutation
of transthyretin, that is a thyroxine transporter. EGCG was shown to suppress amyloid fibril formation.
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XCA of certain features of EGCG complexes with Pin1 and transthyretin has also been described
previously [5,116,117].

4. Characteristics of Catechin-Protein Binding Interaction Revealed by XCA

There are three common features of the catechin-protein interaction: (i) the frequent occurrence of
hydrogen bonding between hydroxyl groups in the A-ring, B-ring, and the galloyl group of catechins
and the side chains of Asp, Glu, and Arg; (ii) Trp and Phe can form a π-π interaction, but Tyr may rarely
be involved in this interaction; (iii) the highest frequency can be found in the hydrophobic interaction
with Leu, followed by His, Phe, and Ile. Among the 10 proteins examined, the highest incidence of
hydrogen bonding was found in the EGCG-PA endonuclease complex (Table 1). As shown in Figure 11,
EGCG is predicted to bind to the protein surface in four EGCG-protein complexes. The hydrophilic
nature of the galloyl group might be involved in the interaction with water molecules. In addition,
hydrophobic interactions are frequently found when EGCG interacts with branched chain amino acids
(Leu/Val/Ile), His and Phe.
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5. Conclusions

CMDA and XCA have provided detailed information about the interaction between catechins
and proteins. Generally, gallate-containing catechins have higher biological activity than catechins
without a galloyl group and this structure-activity can be mostly explained by CMDA and XCA which
show an important role of the galloyl group in the catechin-protein molecular interaction. This is
typically illustrated in the interaction with trypsin, where the galloyl group of EGCG interacts with the
active cavity while the B-ring of catechin does so [14] (Figure 3). Another example may be the study
on Staphylococcal enterotoxin A, where EGCG and EGC bind to Tyr91 in the bioactive A-6 domain,
but the responsible groups differ, in that the hydroxyl group in the galloyl group in EGCG and that of
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the A-ring in EGC are not the same (Figure 8), providing a reason for which EGCG displays inhibitory
activity against the activity of this toxin [89].

Increasing the number of galloyl groups may be one strategy for drug development. Based on
CMDA, Farhan et al. proposed that the synthesis of any novel anticancer drug should have as many
galloyl moieties as possible, which would provide an increased number of hydroxyl groups that can
facilitate binding to a target macromolecule [32]. In addition, CMDA and XCA studies have proposed
that conformational changes in protein induces further binding of EGCG to serum immunoglobulin
light chains as shown in Figure 7 [32].

It should be noted that basic studies using CMDA and XCA have often been conducted on
catechins without a gallate residue as described above, and future studies should include galloylated
catechins. Moreover, most CMDA and XCA studies examined the protein interaction of only one type of
catechins, for example, EGCG, in the absence of other catechins or related compounds. The synergistic
effects between EGCG and other chemicals including catechins have often been observed. Therefore,
it would also be important to examine the synergy or competition among catechins in the protein
interaction by CMDA and XCA to assess, for example, how a protein interacts with EGCG in the
presence of EGC.

Taken together, CMDA and XCA are effective methods to examine ligand-protein interactions
and to screen lead chemical compounds. Further chemical modifications guided by structure
and ligand-based computational methodologies would lead to the discovery of better clinical
drug candidates.
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Abbreviations

3CLP 3C-like protease
AChE acetylcholinesterase
AD Alzheimer’s disease
BChE butyrylcholinesterase
CDK cyclin-dependent kinase
CMDA computational molecular docking analysis
CYP3A4 cytochrome P-3A4
DS Down syndrome
EC (−)-epicatechin
ECG (−)-epicatechin gallate
EGC (−)-epigallocatechin
EGCG (−)-epigallocatechin-3-O-gallate
GCG gallocatechin-3-O-gallate
GDH glutamate dehydrogenase
GTCs green tea catechins
HIV-1 human immunodeficiency virus type 1
HSOS hepatic sinusoidal obstruction syndrome
Hsp heat shock protein



Molecules 2018, 23, 2020 21 of 28

IAV influenza A virus
LPS lipopolysaccharide
MAPK p38 mitogen-activated protein kinase
MCT monocrotaline
MD2 myeloid differentiation factor 2
MetS metabolic syndrome
MMP matrix metalloproteinase
MRSA multidrug-resistant Staphylococcus aureus
NF nuclear factor
NGF nerve growth factor
Nrf2 nuclear factor erythroid 2-related factor 2
OPPA oligopeptide ABC transporter binding lipoprotein
PBD epicatechin-3-O-gallate-(4β→8)-epicatechin-3′-O-gallate
PD Parkinson’s disease
PDB protein data base
Pin1 peptidyl prolyl cis/trans isomerase 1
PKC protein kinase C
PLY pneumolysin
PPA pancreatic α-amylase
PPO polyphenol oxidase
ROS reactive oxygen species
RSK2 90-kDa ribosomal S6 kinase
SA serum albumin
SEA Staphylococcal enterotoxin A
SIRT6 sirtuin-6
SOD1 superoxide dismutase 1
SrtA sortase A
STAT signal transducer and activator of transcription
SULT sulfotransferase
TNF tumor necrosis factor
TRAF6 TNF receptor associated factor 6
TLR4 toll-like receptor 4
VEGF vascular endothelial growth factor

References

1. Suzuki, T.; Pervin, M.; Goto, S.; Isemura, M.; Nakamura, Y. Beneficial Effects of Tea and the Green Tea
Catechin Epigallocatechin-3-gallate on Obesity. Molecules 2016, 21, 1305. [CrossRef] [PubMed]

2. Yang, C.S.; Zhang, J.; Zhang, L.; Huang, J.; Wang, Y. Mechanisms of body weight reduction and metabolic
syndrome alleviation by tea. Mol. Nutr. Food Res. 2016, 60, 160–174. [CrossRef] [PubMed]

3. Yang, C.S.; Wang, H. Cancer Preventive Activities of Tea Catechins. Molecules 2016, 21, 1679. [CrossRef]
[PubMed]

4. Suzuki, T.; Miyoshi, N.; Hayakawa, S.; Imai, S.; Isemura, M.; Nakamura, Y. Health Benefits of Tea
Consumption. In Beverage Impacts on Health and Nutrition; Wilson, T., Templ, N.J., Eds.; Springer International
Publishing: Cham, Switzerland, 2016; pp. 29–47. ISBN 9783319236728.

5. Saeki, K.; Hayakawa, S.; Nakano, S.; Ito, S.; Oishi, Y.; Suzuki, Y.; Isemura, M. In Vitro and In Silico Studies of
the Molecular Interactions of Epigallocatechin-3-O-gallate (EGCG) with Proteins That Explain the Health
Benefits of Green Tea. Molecules 2018, 23, 1295. [CrossRef] [PubMed]

6. Carlson, J.R.; Bauer, B.A.; Vincent, A.; Limburg, P.J.; Wilson, T. Reading the tea leaves: Anticarcinogenic
properties of (−)-epigallocatechin-3-gallate. Mayo Clin. Proc. 2007, 82, 725–732. [CrossRef]

7. Lambert, J.D.; Hong, J.; Yang, G.Y.; Liao, J.; Yang, C.S. Inhibition of carcinogenesis by polyphenols: Evidence
from laboratory investigations. Am. J. Clin. Nutr. 2005, 81 (Suppl. S1), 284S–291S. [CrossRef] [PubMed]

8. Tanabe, H.; Pervin, M.; Goto, S.; Isemura, M.; Nakamura, Y. Beneficial Effects of Plant Polyphenols on
Obesity. Obes. Control Ther. 2017, 4, 1–16. [CrossRef]

http://dx.doi.org/10.3390/molecules21101305
http://www.ncbi.nlm.nih.gov/pubmed/27689985
http://dx.doi.org/10.1002/mnfr.201500428
http://www.ncbi.nlm.nih.gov/pubmed/26577614
http://dx.doi.org/10.3390/molecules21121679
http://www.ncbi.nlm.nih.gov/pubmed/27941682
http://dx.doi.org/10.3390/molecules23061295
http://www.ncbi.nlm.nih.gov/pubmed/29843451
http://dx.doi.org/10.1016/S0025-6196(11)61193-2
http://dx.doi.org/10.1093/ajcn/81.1.284S
http://www.ncbi.nlm.nih.gov/pubmed/15640492
http://dx.doi.org/10.15226/2374-8354/4/3/00142


Molecules 2018, 23, 2020 22 of 28

9. Arora, J.P.; Singhal, V.K.; Chand, M.; Laxmi; Pal, C. Study of interaction between catechin and native and
modified bovine serum albumin by physico-chemical methods. Indian J. Biochem. Biophys. 1989, 26, 14–18.
[PubMed]

10. Maiti, T.K.; Ghosh, K.S.; Dasgupta, S. Interaction of (−)-epigallocatechin-3-gallate with human serum
albumin: fluorescence, fourier transform infrared, circular dichroism, and docking studies. Proteins 2006,
64, 355–362. [CrossRef] [PubMed]

11. Li, M.; Hagerman, A.E. Role of the flavan-3-ol and galloyl moieties in the interaction of (−)-epigallocatechin
gallate with serum albumin. J. Agric. Food Chem. 2014, 62, 3768–3775. [CrossRef] [PubMed]

12. Ikeda, M.; Ueda-Wakagi, M.; Hayashibara, K.; Kitano, R.; Kawase, M.; Kaihatsu, K.; Kato, N.; Suhara, Y.;
Osakabe, N.; Ashida, H. Substitution at the C-3 Position of Catechins Has an Influence on the Binding
Affinities against Serum Albumin. Molecules 2017, 22, 314. [CrossRef] [PubMed]

13. Zhang, Y.; Xu, Y.Y.; Sun, W.J.; Zhang, M.H.; Zheng, Y.F.; Shen, H.M.; Yang, J.; Zhu, X.Q. FBS or BSA Inhibits
EGCG Induced Cell Death through Covalent Binding and the Reduction of Intracellular ROS Production.
Biomed. Res. Int. 2016, 2016, 5013409. [CrossRef] [PubMed]

14. Shi, C.; Tang, H.; Xiao, J.; Cui, F.; Yang, K.; Li, J.; Zhao, Q.; Huang, Q.; Li, Y. Small-Angle X-ray Scattering
Study of Protein Complexes with Tea Polyphenols. J. Agric. Food Chem. 2017, 65, 656–665. [CrossRef]
[PubMed]

15. Bu, W.; Tang, Z.Y.; Sun, F.X.; Ye, S.L.; Liu, K.D.; Xue, Q.; Chen, J.; Gao, D.M. Effects of matrix metalloproteinase
inhibitor BB-94 on liver cancer growth and metastasis in a patient-like orthotopic model LCI-D20.
Hepatogastroenterology 1998, 45, 1056–1061. [PubMed]

16. Sazuka, M.; Murakami, S.; Isemura, M.; Satoh, K.; Nukiwa, T. Inhibitory effects of green tea infusion
on in vitro invasion and in vivo metastasis of mouse lung carcinoma cells. Cancer Lett. 1995, 98, 27–31.
[CrossRef]

17. Taniguchi, S.; Fujiki, H.; Kobayashi, H.; Go, H.; Miyado, K.; Sadano, H.; Shimokawa, R. Effect of
(−)-epigallocatechin gallate, the main constituent of green tea, on lung metastasis with mouse B16 melanoma
cell lines. Cancer Lett. 1992, 65, 51–54. [CrossRef]

18. Gupta, S.; Hastak, K.; Ahmad, N.; Lewin, J.S.; Mukhtar, H. Inhibition of prostate carcinogenesis in TRAMP
mice by oral infusion of green tea polyphenols. Proc. Natl. Acad. Sci. USA 2001, 98, 10350–10355. [CrossRef]
[PubMed]

19. Chowdhury, A.; Nandy, S.K.; Sarkar, J.; Chakraborti, T.; Chakraborti, S. Inhibition of pro-/active MMP-2
by green tea catechins and prediction of their interaction by molecular docking studies. Mol. Cell. Biochem.
2017, 427, 111–122. [CrossRef] [PubMed]

20. Sarkar, J.; Nandy, S.K.; Chowdhury, A.; Chakraborti, T.; Chakraborti, S. Inhibition of MMP-9 by green tea
catechins and prediction of their interaction by molecular docking analysis. Biomed. Pharmacother. 2016,
84, 340–347. [CrossRef] [PubMed]

21. Maeda-Yamamoto, M.; Kawahara, H.; Tahara, N.; Tsuji, K.; Hara, Y.; Isemura, M. Effects of tea polyphenols
on the invasion and matrix metalloproteinases activities of human fibrosarcoma HT1080 cells. J. Agric.
Food Chem. 1999, 47, 2350–2354. [CrossRef] [PubMed]

22. Koivunen, E.; Ristimaki, A.; Itkonen, O.; Osman, S.; Vuento, M.; Stenman, U.H. Tumor-associated trypsin
participates in cancer cell-mediated degradation of extracellular matrix. Cancer Res. 1991, 51, 2107–2112.
[PubMed]

23. Cui, F.; Yang, K.; Li, Y. Investigate the binding of catechins to trypsin using docking and molecular dynamics
simulation. PLoS ONE 2015, 10, e0125848. [CrossRef] [PubMed]

24. Daniel, K.G.; Landis-Piwowar, K.R.; Chen, D.; Wan, S.B.; Chan, T.H.; Dou, Q.P. Methylation of green tea
polyphenols affects their binding to and inhibitory poses of the proteasome beta5 subunit. Int. J. Mol. Med.
2006, 18, 625–632. [PubMed]

25. Kongpichitchoke, T.; Chiu, M.T.; Huang, T.C.; Hsu, J.L. Gallic Acid Content in Taiwanese Teas at Different
Degrees of Fermentation and Its Antioxidant Activity by Inhibiting PKCdelta Activation: In Vitro and in
Silico Studies. Molecules 2016, 21, 1346. [CrossRef] [PubMed]

26. Kumazoe, M.; Sugihara, K.; Tsukamoto, S.; Huang, Y.; Tsurudome, Y.; Suzuki, T.; Suemasu, Y.; Ueda, N.;
Yamashita, S.; Kim, Y.; et al. 67-kDa laminin receptor increases cGMP to induce cancer-selective apoptosis.
J. Clin. Invest. 2013, 123, 787–799. [CrossRef] [PubMed]

http://www.ncbi.nlm.nih.gov/pubmed/2777309
http://dx.doi.org/10.1002/prot.20995
http://www.ncbi.nlm.nih.gov/pubmed/16705651
http://dx.doi.org/10.1021/jf500246m
http://www.ncbi.nlm.nih.gov/pubmed/24712545
http://dx.doi.org/10.3390/molecules22020314
http://www.ncbi.nlm.nih.gov/pubmed/28218710
http://dx.doi.org/10.1155/2016/5013409
http://www.ncbi.nlm.nih.gov/pubmed/27830147
http://dx.doi.org/10.1021/acs.jafc.6b04630
http://www.ncbi.nlm.nih.gov/pubmed/28049293
http://www.ncbi.nlm.nih.gov/pubmed/9756006
http://dx.doi.org/10.1016/S0304-3835(06)80006-6
http://dx.doi.org/10.1016/0304-3835(92)90212-E
http://dx.doi.org/10.1073/pnas.171326098
http://www.ncbi.nlm.nih.gov/pubmed/11504910
http://dx.doi.org/10.1007/s11010-016-2903-y
http://www.ncbi.nlm.nih.gov/pubmed/28013477
http://dx.doi.org/10.1016/j.biopha.2016.09.049
http://www.ncbi.nlm.nih.gov/pubmed/27668533
http://dx.doi.org/10.1021/jf9811525
http://www.ncbi.nlm.nih.gov/pubmed/10794635
http://www.ncbi.nlm.nih.gov/pubmed/2009530
http://dx.doi.org/10.1371/journal.pone.0125848
http://www.ncbi.nlm.nih.gov/pubmed/25938485
http://www.ncbi.nlm.nih.gov/pubmed/16964415
http://dx.doi.org/10.3390/molecules21101346
http://www.ncbi.nlm.nih.gov/pubmed/27754346
http://dx.doi.org/10.1172/JCI64768
http://www.ncbi.nlm.nih.gov/pubmed/23348740


Molecules 2018, 23, 2020 23 of 28

27. Dutta, S.; Basak, A.; Dasgupta, S. Synthesis and ribonuclease A inhibition activity of resorcinol and
phloroglucinol derivatives of catechin and epicatechin: Importance of hydroxyl groups. Bioorg. Med. Chem.
2010, 18, 6538–6546. [CrossRef] [PubMed]

28. Shin, S.Y.; Yoon, H.; Ahn, S.; Kim, D.W.; Kim, S.H.; Koh, D.; Lee, Y.H.; Lim, Y. Chromenylchalcones showing
cytotoxicity on human colon cancer cell lines and in silico docking with aurora kinases. Bioorg. Med. Chem.
2013, 21, 4250–4258. [CrossRef] [PubMed]

29. Iftikhar, H.; Rashid, S. Molecular docking studies of flavonoids for their inhibition pattern against
beta-catenin and pharmacophore model generation from experimentally known flavonoids to fabricate more
potent inhibitors for Wnt signaling pathway. Pharmacogn. Mag. 2014, 10 (Suppl. S2), S264–S271. [CrossRef]
[PubMed]

30. Jayadeepa, R.M.; Ray, A.; Naik, D.; Sanyal, D.N.; Shah, D. Review and research analysis of computational
target methods using BioRuby and in silico screening of herbal lead compounds against pancreatic cancer
using R programming. Curr. Drug Metab. 2014, 15, 535–543. [PubMed]

31. Dunna, N.R.; Bandaru, S.; Akare, U.R.; Rajadhyax, S.; Gutlapalli, V.R.; Yadav, M.; Nayarisseri, A. Multiclass
comparative virtual screening to identify novel Hsp90 inhibitors: A therapeutic breast cancer drug target.
Curr. Top. Med. Chem. 2015, 15, 57–64. [CrossRef] [PubMed]

32. Farhan, M.; Zafar, A.; Chibber, S.; Khan, H.Y.; Arif, H.; Hadi, S.M. Mobilization of copper ions in human
peripheral lymphocytes by catechins leading to oxidative DNA breakage: A structure activity study.
Arch. Biochem. Biophys. 2015, 580, 31–40. [CrossRef] [PubMed]

33. Chen, H.; Yao, K.; Chang, X.; Shim, J.H.; Kim, H.G.; Malakhova, M.; Kim, D.J.; Bode, A.M.; Dong, Z.
Computational and Biochemical Discovery of RSK2 as a Novel Target for Epigallocatechin Gallate (EGCG).
PLoS ONE 2015, 10, e0130049. [CrossRef] [PubMed]

34. Abdulrahman, N.; Jaballah, M.; Poomakkoth, N.; Riaz, S.; Abdelaziz, S.; Issa, A.; Mraiche, F. Inhibition of p90
ribosomal S6 kinase attenuates cell migration and proliferation of the human lung adenocarcinoma through
phospho-GSK-3beta and osteopontin. Mol. Cell. Biochem. 2016, 418, 21–29. [CrossRef] [PubMed]

35. Daniels, J.; Kadlubar, S. Sulfotransferase genetic variation: From cancer risk to treatment response.
Drug Metab. Rev. 2013, 45, 415–422. [CrossRef] [PubMed]

36. Cook, I.; Wang, T.; Girvin, M.; Leyh, T.S. The structure of the catechin-binding site of human sulfotransferase
1A1. Proc. Natl. Acad. Sci. USA 2016, 113, 14312–14317. [CrossRef] [PubMed]

37. Jing, X.; Zhang, J.; Huang, Z.; Sheng, Y.; Ji, L. The involvement of Nrf2 antioxidant signalling pathway in
the protection of monocrotaline-induced hepatic sinusoidal obstruction syndrome in rats by (+)-catechin
hydrate. Free Radic. Res. 2018, 52, 402–414. [CrossRef] [PubMed]

38. Ashour, M.L.; Youssef, F.S.; Gad, H.A.; Wink, M. Inhibition of Cytochrome P450 (CYP3A4) Activity by
Extracts from 57 Plants Used in Traditional Chinese Medicine (TCM). Pharmacogn. Mag. 2017, 13, 300–308.
[CrossRef] [PubMed]

39. Zhang, J.; Zhang, L.; Xu, Y.; Jiang, S.; Shao, Y. Deciphering the binding behavior of flavonoids to the cyclin
dependent kinase 6/cyclin D complex. PLoS ONE 2018, 13, e0196651. [CrossRef] [PubMed]

40. Efferth, T.; Saeed, M.E.M.; Mirghani, E.; Alim, A.; Yassin, Z.; Saeed, E.; Khalid, H.E.; Daak, S. Integration
of phytochemicals and phytotherapy into cancer precision medicine. Oncotarget 2017, 8, 50284–50304.
[CrossRef] [PubMed]

41. Rahnasto-Rilla, M.; Tyni, J.; Huovinen, M.; Jarho, E.; Kulikowicz, T.; Ravichandran, S.; Bohr, V.A.; Ferrucci, L.;
Lahtela-Kakkonen, M.; Moaddel, R. Natural polyphenols as sirtuin 6 modulators. Sci. Rep. 2018, 8, 4163.
[CrossRef] [PubMed]

42. Bhattacharjee, R.; Devi, A.; Mishra, S. Molecular docking and molecular dynamics studies reveal structural
basis of inhibition and selectivity of inhibitors EGCG and OSU-03012 toward glucose regulated protein-78
(GRP78) overexpressed in glioblastoma. J. Mol. Model. 2015, 21, 272. [CrossRef] [PubMed]

43. Li, M.; He, Z.; Ermakova, S.; Zheng, D.; Tang, F.; Cho, Y.Y.; Zhu, F.; Ma, W.Y.; Sham, Y.; Rogozin, E.A.; et al.
Direct inhibition of insulin-like growth factor-I receptor kinase activity by (−)-epigallocatechin-3-gallate
regulates cell transformation. Cancer Epidemiol. Biomark. Prev. 2007, 16, 598–605. [CrossRef] [PubMed]

44. Moyle, C.W.; Cerezo, A.B.; Winterbone, M.S.; Hollands, W.J.; Alexeev, Y.; Needs, P.W.; Kroon, P.A.
Potent inhibition of VEGFR-2 activation by tight binding of green tea epigallocatechin gallate and apple
procyanidins to VEGF: Relevance to angiogenesis. Mol. Nutr. Food Res. 2015, 59, 401–412. [CrossRef]
[PubMed]

http://dx.doi.org/10.1016/j.bmc.2010.06.077
http://www.ncbi.nlm.nih.gov/pubmed/20692173
http://dx.doi.org/10.1016/j.bmc.2013.04.086
http://www.ncbi.nlm.nih.gov/pubmed/23719279
http://dx.doi.org/10.4103/0973-1296.133269
http://www.ncbi.nlm.nih.gov/pubmed/24991101
http://www.ncbi.nlm.nih.gov/pubmed/25431153
http://dx.doi.org/10.2174/1568026615666150112113627
http://www.ncbi.nlm.nih.gov/pubmed/25579569
http://dx.doi.org/10.1016/j.abb.2015.06.019
http://www.ncbi.nlm.nih.gov/pubmed/26142371
http://dx.doi.org/10.1371/journal.pone.0130049
http://www.ncbi.nlm.nih.gov/pubmed/26083344
http://dx.doi.org/10.1007/s11010-016-2727-9
http://www.ncbi.nlm.nih.gov/pubmed/27236820
http://dx.doi.org/10.3109/03602532.2013.835621
http://www.ncbi.nlm.nih.gov/pubmed/24010997
http://dx.doi.org/10.1073/pnas.1613913113
http://www.ncbi.nlm.nih.gov/pubmed/27911811
http://dx.doi.org/10.1080/10715762.2018.1437914
http://www.ncbi.nlm.nih.gov/pubmed/29458270
http://dx.doi.org/10.4103/0973-1296.204561
http://www.ncbi.nlm.nih.gov/pubmed/28539725
http://dx.doi.org/10.1371/journal.pone.0196651
http://www.ncbi.nlm.nih.gov/pubmed/29715320
http://dx.doi.org/10.18632/oncotarget.17466
http://www.ncbi.nlm.nih.gov/pubmed/28514737
http://dx.doi.org/10.1038/s41598-018-22388-5
http://www.ncbi.nlm.nih.gov/pubmed/29515203
http://dx.doi.org/10.1007/s00894-015-2801-3
http://www.ncbi.nlm.nih.gov/pubmed/26419972
http://dx.doi.org/10.1158/1055-9965.EPI-06-0892
http://www.ncbi.nlm.nih.gov/pubmed/17372258
http://dx.doi.org/10.1002/mnfr.201400478
http://www.ncbi.nlm.nih.gov/pubmed/25546248


Molecules 2018, 23, 2020 24 of 28

45. Shim, J.H.; Choi, H.S.; Pugliese, A.; Lee, S.Y.; Chae, J.I.; Choi, B.Y.; Bode, A.M.; Dong, Z. (−)-Epigallocatechin
gallate regulates CD3-mediated T cell receptor signaling in leukemia through the inhibition of ZAP-70 kinase.
J. Biol. Chem. 2008, 283, 28370–28379. [CrossRef]

46. Singh, P.; Bast, F. Screening of multi-targeted natural compounds for receptor tyrosine kinases inhibitors
and biological evaluation on cancer cell lines, in silico and in vitro. Med. Oncol. 2015, 32, 233. [CrossRef]
[PubMed]

47. Zhang, J.; Lei, Z.; Huang, Z.; Zhang, X.; Zhou, Y.; Luo, Z.; Zeng, W.; Su, J.; Peng, C.; Chen, X.
Epigallocatechin-3-gallate(EGCG) suppresses melanoma cell growth and metastasis by targeting TRAF6
activity. Oncotarget 2016, 7, 79557–79571. [CrossRef]

48. Jankun, J.; Selman, S.H.; Swiercz, R.; Skrzypczak-Jankun, E. Why drinking green tea could prevent cancer.
Nature 1997, 387, 561. [CrossRef] [PubMed]

49. Smith, D.M.; Daniel, K.G.; Wang, Z.; Guida, W.C.; Chan, T.H.; Dou, Q.P. Docking studies and model
development of tea polyphenol proteasome inhibitors: Applications to rational drug design. Proteins 2004,
54, 58–70. [CrossRef] [PubMed]

50. Wang, S.; Sun, Z.; Dong, S.; Liu, Y.; Liu, Y. Molecular interactions between (−)-epigallocatechin gallate
analogs and pancreatic lipase. PLoS ONE 2014, 9, e111143. [CrossRef] [PubMed]

51. Islam, B.; Sharma, C.; Adem, A.; Aburawi, E.; Ojha, S. Insight into the mechanism of polyphenols on the
activity of HMGR by molecular docking. Drug Des. Devel. Ther. 2015, 9, 4943–4951. [CrossRef] [PubMed]

52. Zheng, R.; Chen, T.S.; Lu, T. A comparative reverse docking strategy to identify potential antineoplastic
targets of tea functional components and binding mode. Int. J. Mol. Sci. 2011, 12, 5200–5212. [CrossRef]
[PubMed]

53. Fang, M.Z.; Wang, Y.; Ai, N.; Hou, Z.; Sun, Y.; Lu, H.; Welsh, W.; Yang, C.S. Tea polyphenol
(−)-epigallocatechin-3-gallate inhibits DNA methyltransferase and reactivates methylation-silenced genes in
cancer cell lines. Cancer Res. 2003, 63, 7563–7570. [PubMed]

54. Van Aller, G.S.; Carson, J.D.; Tang, W.; Peng, H.; Zhao, L.; Copeland, R.A.; Tummino, P.J.; Luo, L.
Epigallocatechin gallate (EGCG), a major component of green tea, is a dual phosphoinositide-3-kinase/mTOR
inhibitor. Biochem. Biophys. Res. Commun. 2011, 406, 194–199. [CrossRef] [PubMed]

55. Kiss, A.; Becsi, B.; Kolozsvari, B.; Komaromi, I.; Kover, K.E.; Erdodi, F. Epigallocatechin-3-gallate and
penta-O-galloyl-beta-D-glucose inhibit protein phosphatase-1. FEBS J. 2013, 280, 612–626. [CrossRef]
[PubMed]

56. Wang, Y.; Ren, X.; Deng, C.; Yang, L.; Yan, E.; Guo, T.; Li, Y.; Xu, M.X. Mechanism of the inhibition of the
STAT3 signaling pathway by EGCG. Oncol. Rep. 2013, 30, 2691–2696. [CrossRef] [PubMed]

57. Ma, Q.P.; Huang, C.; Cui, Q.Y.; Yang, D.J.; Sun, K.; Chen, X.; Li, X.H. Meta-Analysis of the Association
between Tea Intake and the Risk of Cognitive Disorders. PLoS ONE 2016, 11, e0165861. [CrossRef] [PubMed]

58. Kitamura, K.; Watanabe, Y.; Nakamura, K.; Sanpei, K.; Wakasugi, M.; Yokoseki, A.; Onodera, O.; Ikeuchi, T.;
Kuwano, R.; Momotsu, T.; et al. Modifiable Factors Associated with Cognitive Impairment in 1, 143 Japanese
Outpatients: The Project in Sado for Total Health (PROST). Dement. Geriatr. Cogn. Dis. Extra 2016, 6, 341–349.
[CrossRef] [PubMed]

59. Unno, K.; Ishikawa, Y.; Takabayashi, F.; Sasaki, T.; Takamori, N.; Iguchi, K.; Hoshino, M. Daily ingestion of
green tea catechins from adulthood suppressed brain dysfunction in aged mice. Biofactors 2008, 34, 263–271.
[CrossRef] [PubMed]

60. Khalid, S.; Paul, S. Identifying a C-terminal ATP binding sites-based novel Hsp90-Inhibitor in silico:
A plausible therapeutic approach in Alzheimer’s disease. Med. Hypotheses 2014, 83, 39–46. [CrossRef]
[PubMed]

61. Ehrnhoefer, D.E.; Bieschke, J.; Boeddrich, A.; Herbst, M.; Masino, L.; Lurz, R.; Engemann, S.; Pastore, A.;
Wanker, E.E. EGCG redirects amyloidogenic polypeptides into unstructured, off-pathway oligomers.
Nat. Struct. Mol. Biol. 2008, 15, 558–566. [CrossRef] [PubMed]

62. Chebaro, Y.; Jiang, P.; Zang, T.; Mu, Y.; Nguyen, P.H.; Mousseau, N.; Derreumaux, P. Structures of Abeta17-42
trimers in isolation and with five small-molecule drugs using a hierarchical computational procedure. J. Phys.
Chem. B 2012, 116, 8412–8422. [CrossRef] [PubMed]

63. Lemkul, J.A.; Bevan, D.R. The role of molecular simulations in the development of inhibitors of amyloid
beta-peptide aggregation for the treatment of Alzheimer’s disease. ACS Chem. Neurosci. 2012, 3, 845–856.
[CrossRef] [PubMed]

http://dx.doi.org/10.1074/jbc.M802200200
http://dx.doi.org/10.1007/s12032-015-0678-8
http://www.ncbi.nlm.nih.gov/pubmed/26298529
http://dx.doi.org/10.18632/oncotarget.12836
http://dx.doi.org/10.1038/42381
http://www.ncbi.nlm.nih.gov/pubmed/9177339
http://dx.doi.org/10.1002/prot.10504
http://www.ncbi.nlm.nih.gov/pubmed/14705024
http://dx.doi.org/10.1371/journal.pone.0111143
http://www.ncbi.nlm.nih.gov/pubmed/25365042
http://dx.doi.org/10.2147/DDDT.S86705
http://www.ncbi.nlm.nih.gov/pubmed/26357462
http://dx.doi.org/10.3390/ijms12085200
http://www.ncbi.nlm.nih.gov/pubmed/21954353
http://www.ncbi.nlm.nih.gov/pubmed/14633667
http://dx.doi.org/10.1016/j.bbrc.2011.02.010
http://www.ncbi.nlm.nih.gov/pubmed/21300025
http://dx.doi.org/10.1111/j.1742-4658.2012.08498.x
http://www.ncbi.nlm.nih.gov/pubmed/22260360
http://dx.doi.org/10.3892/or.2013.2743
http://www.ncbi.nlm.nih.gov/pubmed/24065300
http://dx.doi.org/10.1371/journal.pone.0165861
http://www.ncbi.nlm.nih.gov/pubmed/27824892
http://dx.doi.org/10.1159/000447963
http://www.ncbi.nlm.nih.gov/pubmed/27703467
http://dx.doi.org/10.1002/biof.5520340402
http://www.ncbi.nlm.nih.gov/pubmed/19850981
http://dx.doi.org/10.1016/j.mehy.2014.04.013
http://www.ncbi.nlm.nih.gov/pubmed/24785461
http://dx.doi.org/10.1038/nsmb.1437
http://www.ncbi.nlm.nih.gov/pubmed/18511942
http://dx.doi.org/10.1021/jp2118778
http://www.ncbi.nlm.nih.gov/pubmed/22283547
http://dx.doi.org/10.1021/cn300091a
http://www.ncbi.nlm.nih.gov/pubmed/23173066


Molecules 2018, 23, 2020 25 of 28

64. Hyung, S.J.; DeToma, A.S.; Brender, J.R.; Lee, S.; Vivekanandan, S.; Kochi, A.; Choi, J.S.; Ramamoorthy, A.;
Ruotolo, B.T.; Lim, M.H. Insights into antiamyloidogenic properties of the green tea extract
(−)-epigallocatechin-3-gallate toward metal-associated amyloid-beta species. Proc. Natl. Acad. Sci. USA
2013, 110, 3743–3748. [CrossRef] [PubMed]

65. Ali, B.; Jamal, Q.M.; Shams, S.; Al-Wabel, N.A.; Siddiqui, M.U.; Alzohairy, M.A.; Al Karaawi, M.A.;
Kesari, K.K.; Mushtaq, G.; Kamal, M.A. In Silico Analysis of Green Tea Polyphenols as Inhibitors of AChE
and BChE Enzymes in Alzheimer’s Disease Treatment. CNS Neurol. Disord. Drug Targets 2016, 15, 624–628.
[CrossRef] [PubMed]

66. Chen, Y.X.; Li, G.Z.; Zhang, B.; Xia, Z.Y.; Zhang, M. Molecular evaluation of herbal compounds as potent
inhibitors of acetylcholinesterase for the treatment of Alzheimer’s disease. Mol. Med. Rep. 2016, 14, 446–452.
[CrossRef] [PubMed]

67. Azam, F.; Mohamed, N.; Alhussen, F. Molecular interaction studies of green tea catechins as multitarget
drug candidates for the treatment of Parkinson’s disease: Computational and structural insights. Network
2015, 26, 97–115. [CrossRef] [PubMed]

68. Wang, N.; He, J.; Chang, A.K.; Wang, Y.; Xu, L.; Chong, X.; Lu, X.; Sun, Y.; Xia, X.; Li, H.; et al.
(−)-epigallocatechin-3-gallate inhibits fibrillogenesis of chicken cystatin. J. Agric. Food Chem. 2015,
63, 1347–1351. [CrossRef] [PubMed]

69. Srinivasan, E.; Rajasekaran, R. Probing the inhibitory activity of epigallocatechin-gallate on toxic aggregates
of mutant (L84F) SOD1 protein through geometry-based sampling and steered molecular dynamics. J. Mol.
Graph. Model. 2017, 74, 288–295. [CrossRef] [PubMed]

70. Broski, S.M.; Spinner, R.J.; Howe, B.M.; Dispenzieri, A.; Johnson, G.B. 18F-Florbetapir and 18F-FDG PET/CT
in Systemic Immunoglobulin Light Chain Amyloidosis Involving the Peripheral Nerves. Clin. Nucl. Med.
2016, 41, e115–e117. [CrossRef] [PubMed]

71. Hora, M.; Carballo-Pacheco, M.; Weber, B.; Morris, V.K.; Wittkopf, A.; Buchner, J.; Strodel, B.; Reif, B.
Epigallocatechin-3-gallate preferentially induces aggregation of amyloidogenic immunoglobulin light chains.
Sci. Rep. 2017, 7, 41515. [CrossRef] [PubMed]

72. Wyganowska-Swiatkowska, M.; Matthews-Kozanecka, M.; Matthews-Brzozowska, T.;
Skrzypczak-Jankun, E.; Jankun, J. Can EGCG Alleviate Symptoms of Down Syndrome by Altering
Proteolytic Activity? Int. J. Mol. Sci. 2018, 19, 248. [CrossRef] [PubMed]

73. Nagao, T.; Meguro, S.; Hase, T.; Otsuka, K.; Komikado, M.; Tokimitsu, I.; Yamamoto, T.; Yamamoto, K.
A catechin-rich beverage improves obesity and blood glucose control in patients with type 2 diabetes.
Obesity 2009, 17, 310–317. [CrossRef] [PubMed]

74. Rashid, A.M.; Lu, K.; Yip, Y.M.; Zhang, D. Averrhoa carambola L. peel extract suppresses adipocyte
differentiation in 3T3-L1 cells. Food Funct. 2016, 7, 881–892. [CrossRef] [PubMed]

75. Jhong, C.H.; Riyaphan, J.; Lin, S.H.; Chia, Y.C.; Weng, C.F. Screening alpha-glucosidase and alpha-amylase
inhibitors from natural compounds by molecular docking in silico. Biofactors 2015, 41, 242–251. [CrossRef]
[PubMed]

76. Moreno-Ulloa, A.; Mendez-Luna, D.; Beltran-Partida, E.; Castillo, C.; Guevara, G.; Ramirez-Sanchez, I.;
Correa-Basurto, J.; Ceballos, G.; Villarreal, F. The effects of (−)-epicatechin on endothelial cells involve the G
protein-coupled estrogen receptor (GPER). Pharmacol. Res. 2015, 100, 309–320. [CrossRef] [PubMed]

77. Wagner, A.E.; Piegholdt, S.; Rabe, D.; Baenas, N.; Schloesser, A.; Eggersdorfer, M.; Stocker, A.; Rimbach, G.
Epigallocatechin gallate affects glucose metabolism and increases fitness and lifespan in Drosophila
melanogaster. Oncotarget 2015, 6, 30568–30578. [CrossRef] [PubMed]

78. Brewer, R.A.; Gibbs, V.K.; Smith, D.L., Jr. Targeting glucose metabolism for healthy aging.
Nutr. Healthy Aging 2016, 4, 31–46. [CrossRef] [PubMed]

79. Sun, L.; Gidley, M.J.; Warren, F.J. The mechanism of interactions between tea polyphenols and porcine
pancreatic alpha-amylase: Analysis by inhibition kinetics, fluorescence quenching, differential scanning
calorimetry and isothermal titration calorimetry. Mol. Nutr. Food Res. 2017, 61, 1700324. [CrossRef] [PubMed]

80. Wright, B.; Watson, K.A.; McGuffin, L.J.; Lovegrove, J.A.; Gibbins, J.M. GRID and docking analyses reveal a
molecular basis for flavonoid inhibition of Src family kinase activity. J. Nutr. Biochem. 2015, 26, 1156–1165.
[CrossRef] [PubMed]

81. Chen, M.; Deng, J.; Li, W.; Lin, D.; Su, C.; Wang, M.; Li, X.; Abuaku, B.K.; Tan, H.; Wen, S.W. Impact of tea
drinking upon tuberculosis: A neglected issue. BMC Public Health 2015, 15, 515. [CrossRef] [PubMed]

http://dx.doi.org/10.1073/pnas.1220326110
http://www.ncbi.nlm.nih.gov/pubmed/23426629
http://dx.doi.org/10.2174/1871527315666160321110607
http://www.ncbi.nlm.nih.gov/pubmed/26996169
http://dx.doi.org/10.3892/mmr.2016.5244
http://www.ncbi.nlm.nih.gov/pubmed/27176468
http://dx.doi.org/10.3109/0954898X.2016.1146416
http://www.ncbi.nlm.nih.gov/pubmed/27030558
http://dx.doi.org/10.1021/jf505277e
http://www.ncbi.nlm.nih.gov/pubmed/25620201
http://dx.doi.org/10.1016/j.jmgm.2017.04.019
http://www.ncbi.nlm.nih.gov/pubmed/28458007
http://dx.doi.org/10.1097/RLU.0000000000000947
http://www.ncbi.nlm.nih.gov/pubmed/26284768
http://dx.doi.org/10.1038/srep41515
http://www.ncbi.nlm.nih.gov/pubmed/28128355
http://dx.doi.org/10.3390/ijms19010248
http://www.ncbi.nlm.nih.gov/pubmed/29342922
http://dx.doi.org/10.1038/oby.2008.505
http://www.ncbi.nlm.nih.gov/pubmed/19008868
http://dx.doi.org/10.1039/C5FO01208B
http://www.ncbi.nlm.nih.gov/pubmed/26679488
http://dx.doi.org/10.1002/biof.1219
http://www.ncbi.nlm.nih.gov/pubmed/26154585
http://dx.doi.org/10.1016/j.phrs.2015.08.014
http://www.ncbi.nlm.nih.gov/pubmed/26303816
http://dx.doi.org/10.18632/oncotarget.5215
http://www.ncbi.nlm.nih.gov/pubmed/26375250
http://dx.doi.org/10.3233/NHA-160007
http://www.ncbi.nlm.nih.gov/pubmed/28035340
http://dx.doi.org/10.1002/mnfr.201700324
http://www.ncbi.nlm.nih.gov/pubmed/28618113
http://dx.doi.org/10.1016/j.jnutbio.2015.05.004
http://www.ncbi.nlm.nih.gov/pubmed/26140983
http://dx.doi.org/10.1186/s12889-015-1855-6
http://www.ncbi.nlm.nih.gov/pubmed/26021567


Molecules 2018, 23, 2020 26 of 28

82. Taylor, P. Impact of green tea catechins on multidrug-resistant bacterial pathogens. In Health Benefits of Green
Tea: An Evidence-Based Approach; Hara, Y., Yang, C.S., Isemura, M., Tomita, I., Eds.; CABI: Oxford, UK, 2016;
pp. 147–156. ISBN 9781786392398.

83. Sameshima, Y.; Ishida, Y.; Ono, Y.; Hujita, M.; Kuriki, Y. Green Tea Powder Enhances the Safety and Efficacy of
Interferon α-2b Plus Ribavirin Combination Therapy in Chronic Hepatitis C Patients with a Very High Genotype 1
HCV Load; Isemura, M., Ed.; Research Signpost: Trivandrum, India, 2008; pp. 113–119.

84. Song, J.M. Anti-infective potential of catechins and their derivatives against viral hepatitis. Clin. Exp.
Vaccine Res. 2018, 7, 37–42. [CrossRef] [PubMed]

85. Sharma, S.K.; Kumar, G.; Kapoor, M.; Surolia, A. Combined effect of epigallocatechin gallate and triclosan
on enoyl-ACP reductase of Mycobacterium tuberculosis. Biochem. Biophys. Res. Commun. 2008, 368, 12–17.
[CrossRef] [PubMed]

86. Aanandhi, M.V.; Bhattacherjee, D.; George, P.S.; Ray, A. Natural polyphenols down-regulate universal stress
protein in Mycobacterium tuberculosis: An in-silico approach. J. Adv. Pharm. Technol. Res. 2014, 5, 171–178.
[CrossRef] [PubMed]

87. Gradisar, H.; Pristovsek, P.; Plaper, A.; Jerala, R. Green tea catechins inhibit bacterial DNA gyrase by
interaction with its ATP binding site. J. Med. Chem. 2007, 50, 264–271. [CrossRef] [PubMed]

88. Benedik, E.; Skrt, M.; Podlipnik, C.; Ulrih, N.P. Binding of flavonoids to staphylococcal enterotoxin B.
Food Chem. Toxicol. 2014, 74, 1–8. [CrossRef] [PubMed]

89. Shimamura, Y.; Utsumi, M.; Hirai, C.; Nakano, S.; Ito, S.; Tsuji, A.; Ishii, T.; Hosoya, T.; Kan, T.; Ohashi, N.;
et al. Binding of Catechins to Staphylococcal Enterotoxin A. Molecules 2018, 23, 1125. [CrossRef] [PubMed]

90. Nakayama, M.; Shimatani, K.; Ozawa, T.; Shigemune, N.; Tomiyama, D.; Yui, K.; Katsuki, M.; Ikeda, K.;
Nonaka, A.; Miyamoto, T. Mechanism for the antibacterial action of epigallocatechin gallate (EGCg) on
Bacillus subtilis. Biosci. Biotechnol. Biochem. 2015, 79, 845–854. [CrossRef] [PubMed]

91. Song, M.; Teng, Z.; Li, M.; Niu, X.; Wang, J.; Deng, X. Epigallocatechin gallate inhibits Streptococcus
pneumoniae virulence by simultaneously targeting pneumolysin and sortase A. J. Cell. Mol. Med. 2017,
21, 2586–2598. [CrossRef] [PubMed]

92. Hamza, A.; Zhan, C.G. How can (−)-epigallocatechin gallate from green tea prevent HIV-1 infection?
Mechanistic insights from computational modeling and the implication for rational design of anti-HIV-1
entry inhibitors. J. Phys. Chem. B 2006, 110, 2910–2917. [CrossRef] [PubMed]

93. Nguyen, T.T.; Woo, H.J.; Kang, H.K.; Nguyen, V.D.; Kim, Y.M.; Kim, D.W.; Ahn, S.A.; Xia, Y.;
Kim, D. Flavonoid-mediated inhibition of SARS coronavirus 3C-like protease expressed in Pichia pastoris.
Biotechnol. Lett. 2012, 34, 831–838. [CrossRef] [PubMed]

94. Derksen, A.; Hensel, A.; Hafezi, W.; Herrmann, F.; Schmidt, T.J.; Ehrhardt, C.; Ludwig, S.; Kuhn, J.
3-O-galloylated procyanidins from Rumex acetosa L. inhibit the attachment of influenza A virus. PLoS ONE
2014, 9, e110089. [CrossRef] [PubMed]

95. Jain, J.; Kumari, A.; Somvanshi, P.; Grover, A.; Pai, S.; Sunil, S. In silico analysis of natural compounds
targeting structural and nonstructural proteins of chikungunya virus. F1000Research 2017, 6, 1601. [CrossRef]
[PubMed]

96. Fatima, K.; Mathew, S.; Suhail, M.; Ali, A.; Damanhouri, G.; Azhar, E.; Qadri, I. Docking studies of Pakistani
HCV NS3 helicase: A possible antiviral drug target. PLoS ONE 2014, 9, e106339. [CrossRef] [PubMed]

97. Cherubin, P.; Garcia, M.C.; Curtis, D.; Britt, C.B.; Craft, J.W., Jr.; Burress, H.; Berndt, C.; Reddy, S.; Guyette, J.;
Zheng, T.; et al. Inhibition of Cholera Toxin and Other AB Toxins by Polyphenolic Compounds. PLoS ONE
2016, 11, e0166477. [CrossRef] [PubMed]

98. Ismail, N.A.; Jusoh, S.A. Molecular Docking and Molecular Dynamics Simulation Studies to Predict
Flavonoid Binding on the Surface of DENV2 E Protein. Interdiscip. Sci. 2017, 9, 499–511. [CrossRef]
[PubMed]

99. Kumar, S.; Jena, L.; Galande, S.; Daf, S.; Mohod, K.; Varma, A.K. Elucidating Molecular Interactions of
Natural Inhibitors with HPV-16 E6 Oncoprotein through Docking Analysis. Genomics Inform. 2014, 12, 64–70.
[CrossRef] [PubMed]

100. Masuda, S.; Maeda-Yamamoto, M.; Usui, S.; Fujisawa, T. ‘Benifuuki’ green tea containing o-methylated
catechin reduces symptoms of Japanese cedar pollinosis: A randomized, double-blind, placebo-controlled
trial. Allergol. Int. 2014, 63, 211–217. [CrossRef] [PubMed]

http://dx.doi.org/10.7774/cevr.2018.7.1.37
http://www.ncbi.nlm.nih.gov/pubmed/29399578
http://dx.doi.org/10.1016/j.bbrc.2007.10.191
http://www.ncbi.nlm.nih.gov/pubmed/17996734
http://dx.doi.org/10.4103/2231-4040.143036
http://www.ncbi.nlm.nih.gov/pubmed/25364695
http://dx.doi.org/10.1021/jm060817o
http://www.ncbi.nlm.nih.gov/pubmed/17228868
http://dx.doi.org/10.1016/j.fct.2014.08.012
http://www.ncbi.nlm.nih.gov/pubmed/25193263
http://dx.doi.org/10.3390/molecules23051125
http://www.ncbi.nlm.nih.gov/pubmed/29747413
http://dx.doi.org/10.1080/09168451.2014.993356
http://www.ncbi.nlm.nih.gov/pubmed/25559894
http://dx.doi.org/10.1111/jcmm.13179
http://www.ncbi.nlm.nih.gov/pubmed/28402019
http://dx.doi.org/10.1021/jp0550762
http://www.ncbi.nlm.nih.gov/pubmed/16471901
http://dx.doi.org/10.1007/s10529-011-0845-8
http://www.ncbi.nlm.nih.gov/pubmed/22350287
http://dx.doi.org/10.1371/journal.pone.0110089
http://www.ncbi.nlm.nih.gov/pubmed/25303676
http://dx.doi.org/10.12688/f1000research.12301.2
http://www.ncbi.nlm.nih.gov/pubmed/29333236
http://dx.doi.org/10.1371/journal.pone.0106339
http://www.ncbi.nlm.nih.gov/pubmed/25188400
http://dx.doi.org/10.1371/journal.pone.0166477
http://www.ncbi.nlm.nih.gov/pubmed/27829022
http://dx.doi.org/10.1007/s12539-016-0157-8
http://www.ncbi.nlm.nih.gov/pubmed/26969331
http://dx.doi.org/10.5808/GI.2014.12.2.64
http://www.ncbi.nlm.nih.gov/pubmed/25031569
http://dx.doi.org/10.2332/allergolint.13-OA-0620
http://www.ncbi.nlm.nih.gov/pubmed/24561771


Molecules 2018, 23, 2020 27 of 28

101. Leichsenring, A.; Backer, I.; Furtmuller, P.G.; Obinger, C.; Lange, F.; Flemmig, J. Long-Term Effects of
(−)-Epigallocatechin Gallate (EGCG) on Pristane-Induced Arthritis (PIA) in Female Dark Agouti Rats.
PLoS ONE 2016, 11, e0152518. [CrossRef] [PubMed]

102. Singh, A.K.; Umar, S.; Riegsecker, S.; Chourasia, M.; Ahmed, S. Regulation of Transforming Growth Factor
beta-Activated Kinase Activation by Epigallocatechin-3-Gallate in Rheumatoid Arthritis Synovial Fibroblasts:
Suppression of K(63) -Linked Autoubiquitination of Tumor Necrosis Factor Receptor-Associated Factor 6.
Arthritis Rheumatol. 2016, 68, 347–358. [CrossRef] [PubMed]

103. Fechtner, S.; Singh, A.; Chourasia, M.; Ahmed, S. Molecular insights into the differences in anti-inflammatory
activities of green tea catechins on IL-1beta signaling in rheumatoid arthritis synovial fibroblasts.
Toxicol. Appl. Pharmacol. 2017, 329, 112–120. [CrossRef] [PubMed]

104. Ognjenovic, J.; Stojadinovic, M.; Milcic, M.; Apostolovic, D.; Vesic, J.; Stambolic, I.; Atanaskovic-Markovic, M.;
Simonovic, M.; Velickovic, T.C. Interactions of epigallo-catechin 3-gallate and ovalbumin, the major allergen
of egg white. Food Chem. 2014, 164, 36–43. [CrossRef] [PubMed]

105. Vesic, J.; Stambolic, I.; Apostolovic, D.; Milcic, M.; Stanic-Vucinic, D.; Cirkovic Velickovic, T. Complexes of
green tea polyphenol, epigalocatechin-3-gallate, and 2S albumins of peanut. Food Chem. 2015, 185, 309–317.
[CrossRef] [PubMed]

106. Xing, J.; Li, R.; Li, N.; Zhang, J.; Li, Y.; Gong, P.; Gao, D.; Liu, H.; Zhang, Y. Anti-inflammatory effect of
procyanidin B1 on LPS-treated THP1 cells via interaction with the TLR4-MD-2 heterodimer and p38 MAPK
and NF-kappaB signaling. Mol. Cell. Biochem. 2015, 407, 89–95. [CrossRef] [PubMed]

107. Shraberg, J.; Rick, S.W.; Rannulu, N.; Cole, R.B. A study of procyanidin binding to Histatin 5 using
Electrospray Ionization Tandem Mass Spectrometry (ESI-MS/MS) and molecular simulations. Phys. Chem.
Chem. Phys. 2015, 17, 12247–12258. [CrossRef] [PubMed]

108. Nokthai, P.; Lee, V.S.; Shank, L. Molecular modeling of peroxidase and polyphenol oxidase: Substrate
specificity and active site comparison. Int. J. Mol. Sci. 2010, 11, 3266–3276. [CrossRef] [PubMed]

109. Fukuhara, N.; Kawabata, T. HOMCOS: A server to predict interacting protein pairs and interacting sites by
homology modeling of complex structures. Nucleic Acids Res 2008, 36, W185–W189. [CrossRef] [PubMed]

110. Hurlburt, B.K.; Offermann, L.R.; McBride, J.K.; Majorek, K.A.; Maleki, S.J.; Chruszcz, M. Structure and
function of the peanut panallergen Ara h 8. J. Biol. Chem. 2013, 288, 36890–36901. [CrossRef] [PubMed]

111. Mauge, C.; Granier, T.; d’Estaintot, B.L.; Gargouri, M.; Manigand, C.; Schmitter, J.M.; Chaudiere, J.; Gallois, B.
Crystal structure and catalytic mechanism of leucoanthocyanidin reductase from Vitis vinifera. J. Mol. Biol.
2010, 397, 1079–1091. [CrossRef] [PubMed]

112. Casanal, A.; Zander, U.; Munoz, C.; Dupeux, F.; Luque, I.; Botella, M.A.; Schwab, W.; Valpuesta, V.;
Marquez, J.A. The strawberry pathogenesis-related 10 (PR-10) Fra a proteins control flavonoid biosynthesis
by binding to metabolic intermediates. J. Biol. Chem. 2013, 288, 35322–35332. [CrossRef] [PubMed]

113. Li, C.; Li, M.; Chen, P.; Narayan, S.; Matschinsky, F.M.; Bennett, M.J.; Stanley, C.A.; Smith, T.J. Green
tea polyphenols control dysregulated glutamate dehydrogenase in transgenic mice by hijacking the ADP
activation site. J. Biol. Chem. 2011, 286, 34164–34174. [CrossRef] [PubMed]

114. Skrzypczak-Jankun, E.; Zhou, K.; Jankun, J. Inhibition of lipoxygenase by (−)-epigallocatechin gallate: X-ray
analysis at 2.1 A reveals degradation of EGCG and shows soybean LOX-3 complex with EGC instead. Int. J.
Mol. Med. 2003, 12, 415–420. [CrossRef] [PubMed]

115. Robertson, I.M.; Li, M.X.; Sykes, B.D. Solution structure of human cardiac troponin C in complex with
the green tea polyphenol, (−)-epigallocatechin 3-gallate. J. Biol. Chem. 2009, 284, 23012–23023. [CrossRef]
[PubMed]

116. Miyata, M.; Sato, T.; Kugimiya, M.; Sho, M.; Nakamura, T.; Ikemizu, S.; Chirifu, M.; Mizuguchi, M.;
Nabeshima, Y.; Suwa, Y.; et al. The crystal structure of the green tea polyphenol (−)-epigallocatechin
gallate-transthyretin complex reveals a novel binding site distinct from the thyroxine binding site.
Biochemistry 2010, 49, 6104–6114. [CrossRef] [PubMed]

http://dx.doi.org/10.1371/journal.pone.0152518
http://www.ncbi.nlm.nih.gov/pubmed/27023113
http://dx.doi.org/10.1002/art.39447
http://www.ncbi.nlm.nih.gov/pubmed/26473505
http://dx.doi.org/10.1016/j.taap.2017.05.016
http://www.ncbi.nlm.nih.gov/pubmed/28532672
http://dx.doi.org/10.1016/j.foodchem.2014.05.005
http://www.ncbi.nlm.nih.gov/pubmed/24996302
http://dx.doi.org/10.1016/j.foodchem.2015.04.001
http://www.ncbi.nlm.nih.gov/pubmed/25952873
http://dx.doi.org/10.1007/s11010-015-2457-4
http://www.ncbi.nlm.nih.gov/pubmed/26037075
http://dx.doi.org/10.1039/C4CP05586A
http://www.ncbi.nlm.nih.gov/pubmed/25893227
http://dx.doi.org/10.3390/ijms11093266
http://www.ncbi.nlm.nih.gov/pubmed/20957092
http://dx.doi.org/10.1093/nar/gkn218
http://www.ncbi.nlm.nih.gov/pubmed/18442990
http://dx.doi.org/10.1074/jbc.M113.517797
http://www.ncbi.nlm.nih.gov/pubmed/24253038
http://dx.doi.org/10.1016/j.jmb.2010.02.002
http://www.ncbi.nlm.nih.gov/pubmed/20138891
http://dx.doi.org/10.1074/jbc.M113.501528
http://www.ncbi.nlm.nih.gov/pubmed/24133217
http://dx.doi.org/10.1074/jbc.M111.268599
http://www.ncbi.nlm.nih.gov/pubmed/21813650
http://dx.doi.org/10.3892/ijmm.12.4.415
http://www.ncbi.nlm.nih.gov/pubmed/12964012
http://dx.doi.org/10.1074/jbc.M109.021352
http://www.ncbi.nlm.nih.gov/pubmed/19542563
http://dx.doi.org/10.1021/bi1004409
http://www.ncbi.nlm.nih.gov/pubmed/20565072


Molecules 2018, 23, 2020 28 of 28

117. Urusova, D.V.; Shim, J.H.; Kim, D.J.; Jung, S.K.; Zykova, T.A.; Carper, A.; Bode, A.M.; Dong, Z.
Epigallocatechin-gallate suppresses tumorigenesis by directly targeting Pin1. Cancer Prev. Res. 2011,
4, 1366–1377. [CrossRef] [PubMed]

118. Kowalinski, E.; Zubieta, C.; Wolkerstorfer, A.; Szolar, O.H.; Ruigrok, R.W.; Cusack, S. Structural analysis of
specific metal chelating inhibitor binding to the endonuclease domain of influenza pH1N1 (2009) polymerase.
PLoS Pathog. 2012, 8, e1002831. [CrossRef] [PubMed]

© 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1158/1940-6207.CAPR-11-0301
http://www.ncbi.nlm.nih.gov/pubmed/21750208
http://dx.doi.org/10.1371/journal.ppat.1002831
http://www.ncbi.nlm.nih.gov/pubmed/22876177
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	CMDA of Catechin-Protein Interaction 
	Interaction of Catechins and Cancer-Related Proteins 
	Interaction between Catechins and Proteins Related to Neurodegenerative Diseases 
	Interaction of Catechins and MetS-Related Proteins 
	Interaction of Catechins with Proteins Related to Infectious Diseases 
	Interaction of Catechins with Proteins Related to Immunological Disorders 
	Miscellaneous 

	X-ray Crystallographic Analysis (XCA) of Protein-Catechin Complexes 
	XCA of (+)-Catechin-and EC-Protein Complexes 
	XCA of EGC-Protein Complex 
	XCA of EGCG-Protein Complexes 

	Characteristics of Catechin-Protein Binding Interaction Revealed by XCA 
	Conclusions 
	References

