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Abstract: Flavonoids are a structurally diverse class of natural products that have been found to have
a range of beneficial activities in humans. However, the clinical utilisation of these molecules has
been limited due to their low solubility, chemical stability, bioavailability and extensive intestinal
metabolism in vivo. Recently, the view has been formed that site-specific modification of flavonoids
by methylation and/or glycosylation, processes that occur in plants endogenously, can be used to
improve and adapt their biophysical and pharmacokinetic properties. The traditional source of
flavonoids and their modified forms is from plants and is limited due to the low amounts present
in biomass, intrinsic to the nature of secondary metabolite biosynthesis. Access to greater amounts
of flavonoids, and understanding of the impact of modifications, requires a rethink in terms of
production, more specifically towards the adoption of plant biosynthetic pathways into ex planta
synthesis approaches. Advances in synthetic biology and metabolic engineering, aided by protein
engineering and machine learning methods, offer attractive and exciting avenues for ex planta
flavonoid synthesis. This review seeks to explore the applications of synthetic biology towards
the ex planta biosynthesis of flavonoids, and how the natural plant methylation and glycosylation
pathways can be harnessed to produce modified flavonoids with more favourable biophysical and
pharmacokinetic properties for clinical use. It is envisaged that the development of viable alternative
production systems for the synthesis of flavonoids and their methylated and glycosylated forms will
help facilitate their greater clinical application.

Keywords: flavonoids; pharmacokinetics; anticancer compounds; ex planta synthesis

1. Introduction

Flavonoids are one the most abundant and broadly distributed families of biologically
active plant natural products (PNP). Chemically, flavonoids have a C6-C3-C6 skeleton,
with two phenyl aromatic rings (A and B) along with a heterocyclic ring (C-ring). Based on
the substitution of the basic skeleton and B-ring attachment, flavonoids have been split into
several subclasses, for example, flavanones, flavones, flavonols, flavan-3-ols, isoflavones,
and isoflavanones (Figure 1) [1]. Over 15,000 flavonoids have been identified to date, from
many plant families, mainly from legumes.

The role of isoflavones as chemopreventive compounds has been well-established. A
number of epidemiological studies, along with retrospective meta-analysis and prospective
observational studies, have established that flavonoids possess anticancer activities [2–5].
As well as these, flavonoids possess a range of pharmacological effects as well as antimicro-
bial, antioxidant and cardioprotective properties [6]. Structural similarities with estrogen
hormone and resulting interactions with cellular signaling cascades make flavonoids an
interesting class to be pursued for drug discovery [7].

Several flavonoids have been analysed for their anticancer activities, both in vitro and
in vivo, including daidzein, quercetin, silymarin, luteolin, kaempferol, and apigenin [8].
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These compounds are active against prostate, colorectal, breast, thyroid, lung and ovar-
ian cancer, including others [9]. Flavonoids mediate their function in multiple ways:
(i) by preventing the development of new cancer cells, (ii) by restraining the carcinogens
from reaching their activation sites, (iii) by the reduction in toxicity of some compounds
by preventing their metabolism [10]. The underlying mechanisms by which flavonoids
mediate their function has been well-established for multiple pathways.

Figure 1. Basic flavonoid backbone and structure of most common sub-classes.

Interest in flavonoids production is growing, which is reflected by their 16.5% projected
CAGR, increasing the current market from USD 1.9 billion in 2019 to USD 3.5 billion by
2025 [11]. Although the role of flavonoids in the prevention of cancer has been well
established, their low availability, issues in isolation and purification of a specific targeted
compound, and limited understanding regarding absorption and intestinal metabolism
have held back the development of flavonoids as approved drugs for clinical use [10].
It is well known that post-synthesis modifications, such as methylation, glycosylation,
phosphorylation and alkylation, all impact pharmacokinetics (PK) and pharmacodynamics
(PD). Plants already utilise this chemical space and these modified compounds may be the
answer to the challenges facing the clinical usage of flavonoids. These modifications, which
are otherwise difficult to access from traditional synthetic chemistry, can be accessed by
applying synthetic biology methodologies and metabolic engineering to produce flavonoids
in microorganisms.

2. Pharmacokinetic Challenges of Flavonoids

Many pharmacological functions are associated with flavonoids; however, a num-
ber of problems are holding back their development as approved drugs for clinical use
and, to some extent, further research studies (Table 1). Some of them are their low solu-
bility, bioavailability and, to some extent, low yield in host plants, which are discussed
in the following sections; however, certain others, like issues in purification from plant
sources, and problems in conducting reliable epidemiological studies, have been discussed
elsewhere [10].

The absorption and metabolism of flavonoids have been extensively studied in the
last two decades. Generally, the PK profile (i.e., absorption, distribution, metabolism,
excretion and toxicity) of flavonoids is not optimal and varies considerably across different
classes [21]. Flavonoids generally possess low bioavailability when orally administered
which significantly decreases their chance of attaining effective concentration in vivo [22].
The reasons for this are their low solubility, poor oral absorption, and extensive hepatic
metabolism by phase-I and II enzymes [23].
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Table 1. Chemical and biophysical properties, and challenges of flavonoids in planta production.
Table 2. Examples of de novo flavonoids biosynthesis in microbes.

Properties Flavonoid Characteristics

Solubility
Low intestinal absorption making it difficult to
attain pharmacologically effective concentration
in-vivo

[12]

Chemical stability Difficulties in extraction and long-term storage [13]

Metabolic stability
Hepatic, intestinal
Intestinal Microflora

Different substitutions on basic skeleton results
in lower activity, and inertness which finally
leads to excretion
Intestinal microflora also results in flavonoids
degradation (by hydrolysis, reduction and
ring fission)

[10,14]

In-planta production constraints

Yield

Very low yield of plant secondary metabolites
relative to biomass
Agricultural and resource constraints to produce
sufficient plant biomass

[15,16]

Purity

Heterogeneous mixtures difficult to assign a
particular function to a specific molecule
Isolation and identification of a particular
compound is difficult

[17,18]

Biosynthesis
Regulatory and bioengineering challenges in
genetic engineering to increase yield in-planta,
Seasonal variations in yield and composition

[19]

Isolation and extraction

Loss in activity due to degradation and
alteration in chemical structure
Production of too much waste during
extraction process

[20]

Intestinal metabolism also affects the absorption of flavonoids via chemical reactions
occurring in epithelial cells of the small intestine and/or mediated by the intestinal micro-
biota [14]. Flavonoids are substrates for glucuronidation, O-methylation and sulfation in
small-intestine epithelial cells and these chemical modifications decrease the bioactivity of
flavonoids, meaning that these metabolites are excreted [24]. For example, following oral
administration in rats, only 20% of quercetin was absorbed in the intestine; the rest was de-
composed to CO2 as well as excreted in the feces. On the other hand, the absorbed quercetin
was also excreted out of the body within 48 h [25]. Quercetin has a low stability profile,
as it is degraded within 6 h of incubation under normal physiological conditions (Hanks’
Balanced Salt solution, pH 7.4) [26]. Furthermore, when the unabsorbed flavonoids reach
the colon, they undergo degradation into different metabolites by intestinal microflora,
mostly via hydrolysis, reduction or ring fission [27–30].

Surprisingly, the PK profile of flavonoids is also compromised in planta due to envi-
ronmental factors like light, temperature, oxygen exposure, pH and ultraviolet radiation.
Light exposure, specifically UV light, can alter the biosynthesis of flavonoids in host plants.
For example, the antioxidant activity of total flavonoids isolated from plant Halia bara
was optimum at a wavelength of 310 umolm−2s−1 and any variation in this wavelength
results in reduced biosynthesis and bioactivity of flavonoids [31]. Temperature also plays
an important role in the extraction and shelf-life of flavonoids. For instance, the optimal
temperature for the extraction and purification of flavonoids from pericarp tissue of litchi
fruit is 45–60 ◦C, and other temperatures result in significant yield loss and degradation [32].
As environmental factors are difficult to control and manage, it is impossible to predict the
yield and biological activity of flavonoids present in plant extracts.
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Flavonoids are present in very minute quantities (micro/milligram per kg of plant
biomass) in plant hosts. Therefore, continuous extraction from plant sources, on the one
hand, strains an already vulnerable agriculture sector and, on the other hand, might result
in price hikes due to unstable supply and demand issues [17]. Flavonoids are commonly
available as a plant extract that is a mixture of many plant natural products, therefore
making it difficult to link a particular pharmacological effect with a specific flavonoid
compound [10]. The presence of multiple secondary metabolites in crude mixture also
makes it difficult to isolate and identify a compound of interest. Along with this, isolation
and purification methods are costly, hazardous and multistage processes that further
decrease the final yield [18]. Taking all these factors into account, it becomes very difficult
to predict the final yield, and sometimes makes it impossible to maintain a sustainable
supply of required compounds on the market [33]. Therefore, the extraction of flavonoids
from plant sources is time-consuming, cost-inefficient, gives very low yield and produces
much waste.

Chemical stability, PK issues and low availability are significant obstacles to the
clinical development of flavonoids as effective chemopreventive therapy, because the
required in vivo level is almost impossible to achieve, even with high oral doses [34,35].
However, there is hope, as a few reports have shown that certain substitutions for flavonoid,
i.e., methylation, glycosylation, can improve the PK profile of flavonoids. The roles of
methylation and glycosylation are further explained in the following paragraphs and,
in the next section, we will shed light on synthetic biology approaches that can help to
improve/solve the issues of bioavailability and pharmacokinetics faced by flavonoids.

3. Flavonoids Derivative with Improved PK Characteristics

The chemical structure of flavonoids generally, and different substitutions of the basic
skeleton specifically, define chemical stability and bioavailability. It is now widely accepted
that the substitution of basic flavonoid skeleton has a strong influence on the absorption,
distribution and metabolism of flavonoids [36,37].

4. Methylated Flavonoids

Methylation, the addition of a methyl group to a substrate, controls several important
functions of cells, from gene regulation through epigenetics to maintaining cellular energy
status [38]. Depending upon the site, methylated flavonoids are divided into two types:
O-methylated flavonoids, ones that obtain a methyl group through hydroxyl group and C-
methylated flavonoids, in which the methyl group is directly bound to C atoms of the basic
skeleton (Figure 2). Both the O-methylation and C-methylation reactions are catalysed by
their respective O-methyltransferases (OMT) and C-methyltransferases (CMT). The methyl
group is usually donated by an electrophilic S-adenosyl-L-methionine (SAM) through a
biomolecular nuclear substitution (SN2) reaction [38,39]. Catechol-OMT, a caffeic acid
methyltransferase, is the first SAM-dependent methyltransferase to be crystallized and
represented a critical milestone in drug research [40].

The role of methylation in improving the metabolic stability of flavonoids has been
documented [41]. O-methylated flavonoids have better bioavailability because of its
better absorption and increased permeability across membranes [42–44]. In one study,
over 8–10-fold better intestinal absorption was documented for methylated flavonoids
compared with their non-methylated parent molecules [42]. Methylation is considered to be
the main reason behind for the absorption and improved stability. The improved metabolic
stability is mainly based on the hypothesis that the blocking of flavonoid-free hydroxyl
groups can help in reducing the conjugation reaction by glucuronidation and sulfation, the
primary factors responsible for the poor bioavailability and stability of flavonoids [45]. The
case of galangin and its methylated derivatives is another interesting example in support
of this hypothesis, where it was reported that nearly 90% of galangin was metabolised
by glucuronidation and sulfation within 1 h of incubation [46]. On the other hand, the
methylated derivatives, 3′,4′-dimethoxyflavone, showed great resistance to metabolism and
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5,7-dimethoxyflavone remained relatively unaffected, showing the improved metabolic
stability of methylated flavonoids [46].

Figure 2. Diagrammatic representation of methylated flavonoids (schematic flavonoid is a hypotheti-
cal compound used to show all hydroxyl positions accessible for methylation).

Methylated derivatives of flavonoids usually show higher bioactivity, and the site
as well as extent of methylation play an important role. B-ring methylation appears to
have greater anti-cancer potential, where a study of over 30 different flavonoids showed
that methylation of 4-C of the B-ring is linked with higher potency [47]. For example,
hesperetin is a stronger inhibitor as compared with the eriodictyol, diosmetin is more
active than luteolin, acacetin is a strong inhibitor than apigenin and kaempferide is more
potent than kaempferol when tested against breast cancer resistance protein (BCRP) in the
BCRP-transduced human-leukemia K562 cells [47]. This phenomenon is also observed
with methylated forms of chrysin and apigenin, which showed 10 and 8 times more po-
tency against oral squamous carcinoma than their non-methylated parent compounds [48].
Similarly, nobiletin and tangeretin (polymethoxylated isoflavones) have shown higher
proliferative inhibition among many Ougan flavonoids [49]. The authors have concluded
that 3′-O-methylation is also linked with the enhanced anti-proliferative function of no-
biletin. Similarly, a comparatively more methylated flavonoid 3′,4′,7-trimethoxyflavone has
a stronger inhibitory effect on BCRP as compared with less methylated acacetin, which is
one of the strongest BCRP inhibitor flavonoid [47,50]. These are few examples highlighting
methylated flavonoids as more stable, potent and bioavailable chemotherapeutic agents
compared to their non-methylated analogs.

5. Glycosylated Flavonoids

Glycosylation affects physicochemical properties, immunogenicity, and PK/PD char-
acteristics of chemical compounds [51,52]. The glycosylation of flavonoids to form O-, or
C-linked glycosides is viewed as a general route to address issues of poor solubility, stabil-
ity, and toxicity and, further, is an area of intense research [53,54]. Glycosylated flavonoids
are categorised as O-glycosides or C-glycosides based on the type of glycosidic bond with
the flavonoid basic skeleton (Figure 3). In case of O-glycosides, the sugar moiety is attached
to the basic skeleton via hydroxyl bond (commonly at 3-C and 7-C hydroxyl positions),
and, in the case of C-glycoside, the sugar molecule is linked to the flavonoid basic skeleton
by their respective carbon atoms (commonly at C-6 and C-8 positions) [55]. Generally,
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O-glycosylation is common in flavones and flavanols sub-classes and C-glycosylation is
common in flavones sub-class [54].

Figure 3. Diagrammatic representation of glycosylated flavonoids (schematic flavonoid is a hypo-
thetical compound used to show all hydroxyl positions accessible for glycosylation).

Flavonoid glycosides are generally soluble in water and alcohol; however, a few
flavonoids, such as rutin and hesperidin, are sparingly soluble. Conversely, aglycans (non-
glycosylated parent flavonoid) usually dissolve in non-polar solvents [56]. As well as this,
glycosylation increases the chemical stability of flavonoids in vitro. For instance, Srivastava
and Gupta have reported that Chamomile glycosides (dominantly apigenin-7-O-glucoside)
were highly stable in their solutions under a range of storage conditions (temperature, pH
and solvent) [13]. Improvement in stability is a desirable clinical characteristic, and thus
glycosylated flavonoids are viewed with great promise.

Anti-BCRP activity has also been observed for a few glycosylated flavonoids, for
example, apigenin-7-glucoside and luteolin-4′-O-glucoside and the possible reason for this
might be their better water-solubility and higher absorption [57]. In another study, it was
documented that glycosylated flavonoid (daidzin), when ingested in pure form, has higher
systemic bioavailability and plasma concentration compared with non-glycosylated parent
flavonoid (daidzein) in healthy men [58]. Thus, glycosylation improves the bioavailability
of flavonoids, and helps them to retain their native skeleton, which results in a higher
inhibitory effect; therefore, such findings are viewed with great importance [57,58]. On the
other hand, aglycans, being insoluble in water, are difficult to administer and, therefore,
glycosylated flavonoids are better options.

On the other hand, in some cases, glycosylated flavonoids tend to show more vari-
able bioavailability than their aglycans [59,60]. This was explained by the literature on
the flavonoid quercetin, where different glycosides show varied absorption rates and
absorption sites, with quercetin-4′-O-glucoside having metabolites which are five times
more available compared to the metabolites of quercetin-3-O-rutinoside [61]. Similarly, not
all glycosylated flavonoids have shown higher anti-BCRP activity compared with their
aglycans, which indicates that glycosylation has variable effects [57]. Therefore, the basic
skeleton of flavonoids, as well as the specific sites of attachment and type of sugar unit,
play a role in determining the possible pharmacological outcome and, to keep the effects of
glycosylation simple to understand, we have mainly considered glucosylated flavonoids
as examples.
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6. Glycosylation Biosynthetic Pathways

Glycosylation reactions of flavonoids are carried out by enzymes like glycosyltrans-
ferases (GT) and glycosylhydrolases (GH), comprising GH13 and GH70 families [62]. At
present, there are 114 GT families (Crazy database, February 2021) and, because of their
large inventory of receptors and donors, they are preferred to GH. While the utilisation of
relatively simple sugars like sucrose makes GH enzymes preferable for simple changes,
such as those targeting pharmacokinetics, further understanding and streamlining of donor
and receptor data is required for widespread GH applications [62]. A study conducted
by Ye et al. led to the characterisation of 11 glycotransferases, which can not only effi-
ciently glycosylate flavonoids, but also chalcones, triterpenoids and licorice compounds,
widening the scope of enzymatic synthesis of natural products for various applications [63].
With C-glycosides synthesis, C-glycosyltransferases are an important tool, as synthetic
approaches still struggle with the synthesis of bis-C-glycosides, which are the main interest
for potential pharmaceutical applications [55].

7. Chemical Synthesis of Flavonoids and Flavonoid Derivative

Due to the immense potential of flavonoid, chemical synthesis methods have been
explored since the beginning of 20th century, aided by the rapid development of new
protocols. In fact, the first synthetic flavonoid glycoside, anthocyanin, was synthesized in
1926 by Robertson and Robinson, which is a 3-O-Glycoside of anthocyanidins [64]. Since
then, many subsequent chemical glycosylation methods have developed and they all can be
categorized into two different types, based on their approach, as tactic-I and tactic-II. With
the tactic-I approach, a sugar moiety is directly attached to the desired flavonoid and tactic-
II involves the development of flavonoid moiety after the establishment of glycosidic bonds.
Many protocols have been developed since then, such as Koenigs-Knoor, PTC-Protocol or
the recent Kondo et al. methods; however, they all have drawbacks, such as low yield, the
requirement for hazardous and expensive reagents and constant coupling, decoupling and
protective steps, making the synthesis elaborate and expensive [65,66]. Even with all these
shortcomings, synthetic approaches have yet to come up with approaches to form complex
glycosides and glycoside with unusual bonds.

8. Synthetic Biology and Flavonoids

Flavonoid biosynthesis pathways, like other plant secondary metabolites, are very
complex and operate under a tight multi-level regulation. The biosynthesis of particular
flavonoids depends not only upon pathway-specific enzymes but also on their interac-
tion with other, competing partners; therefore, the genetic engineering of native hosts is
difficult [33,67]. Realizing these issues, efforts were made to replicate the biosynthetic
pathways of a particular flavonoid into well-characterized hosts such as Escherichia coli
and Saccharomyces cerevisiae [68]. The successful synthesis of artemisinic acid by E. coli and
S. cerevisiae was a huge breakthrough, paving the way to the use of microbial systems as
an alternative synthetic platform for the synthesis of plant natural products [69]. With
recent developments in synthetic biology and metabolic engineering, and the potential
these disciplines have, it is envisaged that the issues which have slowed down flavonoid
drug discovery will be addressed in the near future (Figure 4).

In the following, recent developments in synthetic biology and metabolic engineering
approaches are discussed, which will directly or indirectly help us to synthesize flavonoids
(and derivatives) with an improved PK profile.
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Figure 4. Microbial systems, cell-free systems and cell-free glycosylation approaches are used to
synthesize flavonoids with an improved PK profile. To produce commercially viable titer, rate and
yield (TRY), machine-learning approaches like DeepCRISPR and sgRNA can help in the genetic
engineering of microbial systems and gene regulatory network (GRN) analysis tools can help in
the construction of new metabolic pathways. Similarly, protein engineering approaches can also
help flavonoid biosynthesis through reproposing enzymes for better activity and stability, as well
as by de novo synthesis of enzymes for the production of new-to-nature flavonoid derivatives.
Abbreviations: CNNC; convolutional neural network for coexpression, GripDL; gene regulatory
interaction prediction via deep learning, NHEJ; non-homologous end joining, HDR; homology
directed recombination.

9. Microbial Systems for Production of Flavonoids

Modern metabolic engineering approaches focus on the (re)construction of metabolic
pathways in suitable microbial hosts [70]. This can be done either by importing the
complete pathway from the host plant to a microbial chassis or by the introduction of
more efficient natural or engineered enzymes, and, in recent years, de novo enzymes have
also been added to make a pathway more efficient [71]. The construction of complete
in vivo enzyme cascades is desirable because they exclude the need for the addition of
costly pathway intermediates, as these cascades rely on hosts’ synthesized biomolecules,
cofactors and coenzymes.

Numerous impressive examples of microbial engineering to produce flavonoids in
microbes have been reported in recent years (Table 2). The de novo synthesis of naringenin
in S. cerevisiae [72], and E. coli [73] strains separately, or in co-culture [74], synthesis of
resokaempferol and fistin by S. cerevisiae [75] and the production of naringenin, eriodictyol
and taxifolin by Yarrowia lipolytica [76] are a few interesting examples. However, there are
many challenges associated with linking cellular growth to heterologous product synthesis
and, therefore, most of the time, it is difficult to achieve viable titer, rate and yield (TRY) [77].
Expanding on the range of suitable microbial hosts, and co-culturing approaches to manage
the load on a single strain are few exciting areas, which are viewed with great promise,
regarding their ability to help obtain the industrially acceptable TRY.
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Table 2. Examples of de novo flavonoids biosynthesis in microbes.

Scheme Compound
Host

Organism
Precursors

Titer or Productivity
(mg/L) Approaches Reference

Initial Final

Flavanones

Pinocembrin E. coli Glucose 102.0 165.3

Managing precursors
balance in prokaryotic cell

to achieve highest
possible yield

[78]

Naringenin E. coli D-glucose 90.59 100.64

Engineering primary
metabolism to increase
heterologous synthesis

of flavonoids

[73]

Naringenin Y. lipolytica Xylose 239.1 715.3

Engineering xylose
metabolism to increase
heterologous synthesis

of flavonoids

[79]

Eriodictyol Streptomyces
albus Sucrose - 0.002

Exploration of new host
for industrial production

of flavonoids
[80]

Flavones

Apigenin S. albus Sucrose - 0.08
Exploration of new host
for industrial production

of flavonoids
[80]

Chrysin E. coli Phenylalanine - 9.4
Functional expression of

plant enzymes in
prokaryotic system

[81]

Scutellarein E. coli L-tyrosine 47.1 106.5

Expression of plant P450
enzyme and precursor

balancing in
prokaryotic system

[82]

Flavonols

Kaempferol S. cerevisiae
Sucrose

and
glycerol

86 200

Co-culturing for
management of metabolic

burden and
gene expression

[83]

Quercetin S. albus Sucrose - 0.1
De novo synthesis of

flavonoids in industrial
actinomycetes

[84]

Galangin E. coli Phenylalanine - 1.1
Functional expression of

plant enzymes in
prokaryotic system

[81]

Isoflavanones

Genistin E. coli Genistein - 75.9
Bioconversion of

isoflavonoids into their
glycosylated forms

[85]

4′-O-
methyl

daidzein
E. coli Daidzein 49.4 102.8

Enzyme screening and
precursor management for

synthesis of
flavonoid derivatives

[86]

4′-O-
methyl

genistein
E. coli Genistein 25.7 46.8

Enzyme screening and
precursor management for

synthesis of
flavonoid derivatives

[86]
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10. Cell-Free Metabolic Engineering Approaches for Production of Flavonoids

Synthetic biology efforts are mostly associated with living organisms; however, the rise
in cell free systems as a new platform for synthetic biology has been seen in recent decades.
Due to its inherent nature, cell-free metabolic engineering (CFME) provides an open
reaction environment, can aid metabolic engineering in various ways, and has been adopted
by the research community to probe metabolic pathways [87]. Cell-free systems can speed
up the design, build, test and learn cycle by helping in the (re)construction of biosynthetic
pathways in vitro and offer a number of advantages, such as substrate diffusion across the
cell membrane, toxicity issues, and issues associated with the expression of heterologous
genes and precise control over reaction conditions [88]. Cell-free systems are very simple
in their approach, as lysates (or (semi-)purified proteins) from different hosts (plants,
microbes, etc.) are combined in a mix-and-match approach, which makes it possible to
introduce or skip any enzyme of the pathway, to obtain any product of interest.

Cell-free metabolic engineering is developing into a powerful approach to produce
complex natural product biomolecules, and has successfully been used for the synthesis of
flavonoids. Recently, Ying Zhang et al. demonstrated the in vitro biosynthesis of naringenin
using a cell-free system, where they were able to produce 11.22 mg/L of product in a three-
hour incubation [89]. The reported method required multiple rounds of optimisation and
included optimising the enzyme ratio, substrate concentration, co-factor concentration and
reaction conditions. Such freedom to adjust the enzyme ratio per their catalytic rate makes
CFME attractive for flavonoid biosynthesis because it allows us to balance the optimum
concentration of the slowest enzymes (tyrosine ammonia lyase, 4-coumeryl CoA and
chalcone synthase) of the flavonoid pathway in accordance with need [76]. Additionally,
the ability to fine-tune the reaction environment to control the side products is also an
advantage of cell-free systems as the formation of side products in a heterologous host,
due to the promiscuous activity of the host’s enzymes, is always an difficult-to-solve
issue [90]. Thus, it is easy to trace the overaccumulation or utilization of intermediates and
the formation of side products in a CFME system as compared with a living cell.

Cell-free systems offer multiple advantages, and can sometimes can be used along with
cell-based systems to synthesize complex molecules [91], optimize metabolic pathways,
for molecular sensing and to implement genetic networks [92]. However, cell-free systems
are not economically feasible at present as compared with cell-based systems, as the cost
of in vitro protein synthesis is very high [93]. Efforts are also underway to further reduce
the cost of cell-free reactions and the development of a protocol by Kovtun et al. for high-
throughput protein expression, using Leishmania cell-free lysate, is a significant progress
towards the economic feasibility of CFME [94].

11. Cell-Free Glycosylation Approaches

The limited availability and challenges in the synthesis of structurally homogenous
glycosylated natural products has restricted our understanding of the glycosylation process
as well as its applications in biotechnology. Unlike DNA and protein biosynthesis, glyco-
sylation is not a template-driven process; instead, it is carried by a series of glycosylation
reactions catalysed by specific glycosyltransferase (GT) enzymes, localized at different
subcellular locations [95]. The glycosylation process is highly complex, a defining factor
for cell viability, and is tightly regulated inside a living cell. Small variations in the gly-
cosylation network severely decrease cell fitness, and all these factors further complicate
glyco-engineering efforts in living cells [96]. Following the emergence of CFME as a new
production platform, methods for the investigation and manipulation of glycosylation of
biomolecules out-side the living cell have been developed, leading to a new field known as
cell-free synthetic glycobiology [93]. Although still nascent, cell-free synthetic glycobiology
is helping to understand the mechanism of glycosylation reactions and has enabled the
synthesis of homogeneous glycosylated flavonoids.

Many enzyme cascades and biochemical pathways have been established in the
cell-free format for the synthesis of natural products [97]. As mentioned above, clinical
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evaluation and utility of flavonoids is limited due to their PK issues and the modification
of flavonoids with sugar moiety is a universal way of circumventing these limitations [95].
Therefore, Leloir type glycosyltransferases (GTs), along with different types of glycosyl
donors, are characterized for glycosylation reactions in vitro. For instance, OleD from
Streptomyces antibiotics and YjiC from many Bacillus species are most commonly used for
cell-free glycosylation of small molecules, and these enzymes can accept a diverse set of
NDP-sugars as glycosyl donors and have promiscuous substrate specificity [98–100]. In a
pilot-scale cell-free reaction study, a purified OleD has performed the glycosylation of more
than 100 small molecules, including flavonoids and alkaloids [99]. Similarly, Sohng and
co-workers have demonstrated the glycosylation of 23 structurally diverse flavonoids (with
a high ~80–100% conversion rate) by a purified YjiC of Bacillus licheniformis [100]. Many
other GTs have been characterized along with OleD and YijC, which are multi-functional
GTs capable of synthesizing O-, N-, and S-glycosidic linkages [93,101]. Cell-free synthetic
glycobiology is an active area of research focused on the development of GT assembly lines
for the synthesis of specific glycan structures and it is helped by protein engineering and
chemical approaches and, recently, by synthetic biology and metabolic engineering.

A novel mass spectrometry based high-throughput screening (MS-HTS) technique
has been developed for the characterization of enzymes produced through cell-free protein
synthesis (CFPS) lysate [102]. The platform, known as glycosylation sequence characteri-
zation and optimization by rapid expression and screening (GlycoSCORES), uses E. coli
CFPS with self-assembled monolayers for matrix-assisted desorption/ionization (SAMDI)
mass spectrometer and was used to investigate the enzyme’s substrate specificity using
3480 unique peptides and 13,903 unique reaction conditions, finally revealing the optimal
glycosylation sequence [102]. Recently, the system has been extended to the analysis of
intact glycoproteins, which will help in the identification and characterization of glycosyla-
tion enzymes [103]. This system can help in the characterization of other enzymes involved
in the biosynthesis of novel flavonoid derivatives, and can help in future studies.

12. Enzyme Engineering Approaches for Flavonoids Derivatives

The selection of appropriate enzymes is an important step for the manipulation or
construction of a metabolic pathway in native or heterologous host. The field of enzyme
engineering has also made significant progress and enhanced the substrate scope, selectivity
and activity and, quite interestingly, enzymes with non-natural activities have also been
added to the tool box [104].

Enzyme engineering can help synthetic biology and metabolic engineering in two
ways. By making the preset enzymes more efficient, enzyme engineering can help in the
microbial biosynthesis of flavonoids and, through creating de novo enzymes, it can help in
the synthesis of novel flavonoids. The development of artificial metalloenzymes (ArMs),
specifically, P450 class enzymes, is a notable example. Recently, an ArM that contains an
iridium porphyrin complex has been assembled in the terpene-producing E. coli strain and
the synthesis of unnatural terpenoids was achieved [105]. The use of ArM in artificially
constructed biosynthetic pathways in a microbial host expressing natural and artificial
enzymes is an exciting opportunity to produce new-to-nature products in vivo. On one
hand, this approach can be used to substitute the C-H bond with other functional groups by
using the engineered P450 enzymes and, on the other hand, a new-to-nature core structure
can be synthesized by engineering the central pathway enzymes.

Enzyme compartmentalization, to mimic nature’s systems of colocalization of en-
zymes in space, is an intensive area of research in protein engineering as it has multiple
advantages [106–108]. It can help to control the generation of by-products through sub-
strate channeling so that heterologous compounds do not mix with endogenous enzymatic
machinery, and is beneficial for toxic or labile molecules [109,110]. However, a few recent
studies demonstrated that diffusion is not a limiting factor; therefore, substrate channeling
is unlikely to improve conversion rates as expected [111,112]. There is certainly a need for
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more evidence and in-depth analysis to design experiments so that the real situation can
be made clear and compared with others to derive better conclusions.

In vitro prototyping and the rapid optimization of biosynthetic enzymes (iPROBE) is
another interesting avenue that can help in the synthesis of novel flavonoid derivatives.
There is no need for large-scale DNA assembly or the metabolic engineering of living
cells, so many enzymes and enzyme combinations and cofactor requirements and optimal
conditions can be tested in a short period of time [113]. It can also help to find a synergy
between the enzyme sets in the context of a full biosynthetic pathway. Therefore, it becomes
very easy to create multiple cell-free biosynthesis units that can be assembled in a mix-and-
match fashion and many pathways can be analysed.

13. Machine Learning

An exciting avenue for synthetic biology and metabolic engineering is the implemen-
tation of machine learning algorithms to help understand the metabolic and regulatory
networks of host organisms to optimise existing pathways and develop new synthetic
routes [114,115].

For modeling gene regulatory networks (GRN), the convolutional neural network
(CNN) is a popular machine learning method due to the availability of relevant datasets,
reliable prediction and excellent performance in learning unique features linked with
biological sequences [116]. Recently, “Convolutional Neural Network for Coexpression
(CNNC)” was developed for single-cell expression data analysis as well as to predict sub-
cellular interactions and relationships [117]. Similarly, another CNN-based method “Gene
regulatory interaction prediction via Deep Learning (GripDL)” was developed for the
analysis of spatial expression patterns [118]. CNN also helps in reliable gene annotation,
for example, DeepRibo, a CNN and recurrent neural-network-based tool, trained with
ribosome binding-patterns and profiling-information, can reliably predict gene-annotation
in prokaryotes [119]. Similarly, DeepEC uses three independent CNNs and can reliably
predict the enzyme commission number using protein sequence as an input [120]. The
availability of accurate information about the GRN and gene annotations can directly
help synthetic biology and metabolic engineering in the selection of appropriate host and
efficient enzymes.

The reconstruction of a metabolic pathway in a heterologous host is always a difficult
task, and is therefore aided by machine learning approaches [121,122]. Recently, a method
that integrates three different neural networks with a Monte Carlo tree search algorithm
(3N-MCTS) has been developed, which can help in the identification of synthetic routes
for the synthesis of a specific target chemical from simple precursors [123]. Following
this, machine learning can also help to explore protein sequence variants, not only for
the selection of the most efficient enzymes but also in protein engineering, specifically
directed evolution approaches for the creation of enzymes with required properties [124].
Following this, machine learning can also help in fine-tuning the gene expression and flux
optimization, specifically through genetic modifications using the CRISPR/Cas system.
The DeepCRISPR and sgRNA scorer for the prediction of off-target effects and activity
of sgRNA, respectively, are especially aided by machine learning [125,126]. In this way,
machine learning helps synthetic biology in bottom-up and top-down metabolic engineer-
ing approaches for designing efficient microbial systems for the synthesis of any product
of interest.

14. Conclusions

Flavonoids are an important natural repository for drug discovery, but ready access is
limited from the low yields in plants, and their use has been further constrained by stability,
bioavailability, and pharmacokinetics in vivo. Synthetic biology and metabolic engineering
offer solutions to both the low availability of flavonoids in plants, and their challenging
in vivo pharmacokinetic properties. Using these methods, the synthesis of flavonoids and
their methylated and/or glycosylated forms can be transferred into ex planta production,
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either using microorganisms or using cell-free biosynthesis. Additionally, the application of
protein engineering techniques and machine-learning algorithms can also provide greater
insights into ex planta flavonoid production and yield. A number of flavonoids were
successfully produced using microbial hosts in recent years, demonstrating the utility of
the approach.

Key to the future of flavonoids in the clinical setting is the understanding and opti-
misation of their properties for improved efficacy, stability, bioavailability and pharma-
cokinetics. Recent advances in genome sequencing, coupled with bioinformatics, have
provided ready access to data for the identification of endogenous plant methylation and
glycosylation enzyme genes, which can then be integrated into ex planta flavonoid biosyn-
thesis pathways. It is this integration of different flavonoid modification enzymes that it
is envisaged will open the landscape for the optimisation of flavonoid biophysical and
pharmacokinetic properties.

The possible applications of synthetic biology are exciting and almost limitless, but to
achieve this, greater insight into how microbial and cell-free systems function is required.
Together with this, efforts to use the cheaper and more sustainable substrates such as
agricultural leftovers and waste streams will significantly reduce the overall cost as well as
potentially increase the productivity. The successful synthesis of flavonoids in a sufficient
quantity for research and commercial space will prove groundbreaking for the development
of flavonoids as effective drugs.

Author Contributions: M.S., C.N.C., S.R.S. and P.K. conceived, designed and wrote the initial draft
of this review article. S.R.S. and P.K. reviewed and edited the manuscript. All authors have read and
approved the contents of this manuscript.

Funding: The project and APC funding has been supported by ExPlanta Pty Ltd. towards Bio-
Synthesis of Isoflavones-Formononetin (FMN) Proof of Concept study.

Acknowledgments: M.S. acknowledges the University of Western Australia for UIFS and UPA
scholarships. P.K. is supported by the University of Western Australia with additional research
funding from ExPlanta Pty Ltd. towards Bio-Synthesis of Isoflavones-Formononetin (FMN) Proof of
Concept project.

Conflicts of Interest: There is no conflict of interest.

References
1. Ross, J.A.; Kasum, C.M. Dietary Flavonoids: Bioavailability, Metabolic Effects, and Safety. Annu. Rev. Nutr. 2002, 22, 19–34.

[CrossRef] [PubMed]
2. Gates, M.A.; Vitonis, A.F.; Tworoger, S.S.; Rosner, B.; Titus-Ernstoff, L.; Hankinson, S.E.; Cramer, D.W. Flavonoid Intake and

Ovarian Cancer Risk in a Population-based Case-control Study. Int. J. Cancer 2009, 124, 1918–1925. [CrossRef]
3. Gates, M.A.; Tworoger, S.S.; Hecht, J.L.; De Vivo, I.; Rosner, B.; Hankinson, S.E. A Prospective Study of Dietary Flavonoid Intake

and Incidence of Epithelial Ovarian Cancer. Int. J. Cancer 2007, 121, 2225–2232. [CrossRef] [PubMed]
4. Lei, L.; Yang, Y.; He, H.; Chen, E.; Du, L.; Dong, J.; Yang, J. Flavan-3-Ols Consumption and Cancer Risk: A Meta-Analysis of

Epidemiologic Studies. Oncotarget 2016, 7, 73573. [CrossRef] [PubMed]
5. Rodríguez-García, C.; Sánchez-Quesada, C.; Gaforio, J.J. Dietary Flavonoids as Cancer Chemopreventive Agents: An Updated

Review of Human Studies. Antioxidants 2019, 8, 137. [CrossRef]
6. Kumar, S.; Pandey, A.K. Chemistry and Biological Activities of Flavonoids: An Overview. Sci. World, J. 2013, 2013. [CrossRef]
7. Jiang, D.; Rasul, A.; Batool, R.; Sarfraz, I.; Hussain, G.; Mateen Tahir, M.; Qin, T.; Selamoglu, Z.; Ali, M.; Li, J. Potential Anticancer

Properties and Mechanisms of Action of Formononetin. BioMed Res. Int. 2019, 2019. [CrossRef]
8. Sudhakaran, M.; Sardesai, S.; Doseff, A.I. Flavonoids: New Frontier for Immuno-Regulation and Breast Cancer Control. Antioxi-

dants 2019, 8, 103. [CrossRef]
9. Ye, Q.; Liu, K.; Shen, Q.; Li, Q.; Hao, J.; Han, F.; Jiang, R.-W. Reversal of Multidrug Resistance in Cancer by Multi-Functional

Flavonoids. Front. Oncol. 2019, 9, 487. [CrossRef]
10. Amawi, H.; Ashby, C.R.; Tiwari, A.K. Cancer Chemoprevention through Dietary Flavonoids: What’s Limiting? Chin. J. Cancer

2017, 36, 1–13. [CrossRef]
11. At 16.5 % of CAGR Soy Isoflavones Market Size Will Rise and Expected to Cross 3510.4 Million USD in 2025. Available online:

https://www.business-newsupdate.com/soy-isoflavones-market-63008 (accessed on 31 March 2021).
12. Chen, C.-Y.O.; Milbury, P.E.; Blumberg, J.B. Polyphenols in Almond Skins after Blanching Modulate Plasma Biomarkers of

Oxidative Stress in Healthy Humans. Antioxidants 2019, 8, 95. [CrossRef] [PubMed]

http://doi.org/10.1146/annurev.nutr.22.111401.144957
http://www.ncbi.nlm.nih.gov/pubmed/12055336
http://doi.org/10.1002/ijc.24151
http://doi.org/10.1002/ijc.22790
http://www.ncbi.nlm.nih.gov/pubmed/17471564
http://doi.org/10.18632/oncotarget.12017
http://www.ncbi.nlm.nih.gov/pubmed/27634884
http://doi.org/10.3390/antiox8050137
http://doi.org/10.1155/2013/162750
http://doi.org/10.1155/2019/5854315
http://doi.org/10.3390/antiox8040103
http://doi.org/10.3389/fonc.2019.00487
http://doi.org/10.1186/s40880-017-0217-4
https://www.business-newsupdate.com/soy-isoflavones-market-63008
http://doi.org/10.3390/antiox8040095
http://www.ncbi.nlm.nih.gov/pubmed/30974789


Biomolecules 2021, 11, 754 14 of 18

13. Srivastava, J.K.; Gupta, S. Extraction, Characterization, Stability and Biological Activity of Flavonoids Isolated from Chamomile
Flowers. Mol. Cell. Pharmacol. 2009, 1, 138. [CrossRef] [PubMed]

14. Gee, J.M.; DuPont, M.S.; Day, A.J.; Plumb, G.W.; Williamson, G.; Johnson, I.T. Intestinal Transport of Quercetin Glycosides in Rats
Involves Both Deglycosylation and Interaction with the Hexose Transport Pathway. J. Nutr. 2000, 130, 2765–2771. [CrossRef]
[PubMed]

15. Zhou, J.; Du, G.; Chen, J. Novel Fermentation Processes for Manufacturing Plant Natural Products. Curr. Opin. Biotechnol. 2014,
25, 17–23. [CrossRef] [PubMed]

16. Hossain, M.A.; Mizanur Rahman, S.M. Isolation and Characterisation of Flavonoids from the Leaves of Medicinal Plant
Orthosiphon Stamineus. Arab. J. Chem. 2015, 8, 218–221. [CrossRef]

17. Egert, S.; Rimbach, G. Which Sources of Flavonoids: Complex Diets or Dietary Supplements? Adv. Nutr. 2011, 2, 8–14. [CrossRef]
18. Zhu, Y.; Liu, Y.; Zhan, Y.; Liu, L.; Xu, Y.; Xu, T.; Liu, T. Preparative Isolation and Purification of Five Flavonoid Glycosides and One

Benzophenone Galloyl Glycoside from Psidium Guajava by High-Speed Counter-Current Chromatography (HSCCC). Molecules
2013, 18, 15648–15661. [CrossRef]

19. Falcone Ferreyra, M.L.; Rius, S.; Casati, P. Flavonoids: Biosynthesis, Biological Functions, and Biotechnological Applications.
Front. Plant. Sci. 2012, 3. [CrossRef]

20. Stobiecki, M.; Kachlicki, P. Isolation and Identification of Flavonoids. In The Science of Flavonoids; Springer: New York, NY, USA,
2006; pp. 47–69. ISBN 978-0-387-28821-5.

21. Yu, C.-P.; Shia, C.-S.; Tsai, S.-Y.; Hou, Y.-C. Pharmacokinetics and Relative Bioavailability of Flavonoids between Two Dosage
Forms of Gegen-Qinlian-Tang in Rats. Evid. Based Complement. Alternat. Med. 2012, 2012. [CrossRef]

22. Cai, X.; Fang, Z.; Dou, J.; Yu, A.; Zhai, G. Bioavailability of Quercetin: Problems and Promises. Curr. Med. Chem. 2013, 20,
2572–2582. [CrossRef]

23. Mauludin, R.; Müller, R.H.; Keck, C.M. Kinetic Solubility and Dissolution Velocity of Rutin Nanocrystals. Eur. J. Pharm. Sci. 2009,
36, 502–510. [CrossRef] [PubMed]

24. Heim, K.E.; Tagliaferro, A.R.; Bobilya, D.J. Flavonoid Antioxidants: Chemistry, Metabolism and Structure-Activity Relationships.
J. Nutr. Biochem. 2002, 13, 572–584. [CrossRef]

25. Ueno, I.; Nakano, N.; Hirono, I. Metabolic Fate of [14C] Quercetin in the ACI Rat. Jpn. J. Exp. Med. 1983, 53, 41–50.
26. Boulton, D.W.; Walle, U.K.; Walle, T. Fate of the Flavonoid Quercetin in Human Cell Lines: Chemical Instability and Metabolism.

J. Pharm. Pharmacol. 1999, 51, 353–359. [CrossRef] [PubMed]
27. Olthof, M.R.; Hollman, P.C.; Buijsman, M.N.; Van Amelsvoort, J.M.; Katan, M.B. Chlorogenic Acid, Quercetin-3-Rutinoside and

Black Tea Phenols Are Extensively Metabolized in Humans. J. Nutr. 2003, 133, 1806–1814. [CrossRef]
28. Aura, A.-M.; Martin-Lopez, P.; O’Leary, K.A.; Williamson, G.; Oksman-Caldentey, K.-M.; Poutanen, K.; Santos-Buelga, C. In Vitro

Metabolism of Anthocyanins by Human Gut Microflora. Eur. J. Nutr. 2005, 44, 133–142. [CrossRef]
29. Gonthier, M.-P.; Verny, M.-A.; Besson, C.; Rémésy, C.; Scalbert, A. Chlorogenic Acid Bioavailability Largely Depends on Its

Metabolism by the Gut Microflora in Rats. J. Nutr. 2003, 133, 1853–1859. [CrossRef]
30. Kim, D.-H.; Jung, E.-A.; Sohng, I.-S.; Han, J.-A.; Kim, T.-H.; Han, M.J. Intestinal Bacterial Metabolism of Flavonoids and Its

Relation to Some Biological Activities. Arch. Pharm. Res. 1998, 21, 17–23. [CrossRef]
31. Ghasemzadeh, A.; Jaafar, H.Z.; Rahmat, A.; Wahab, P.E.M.; Halim, M.R.A. Effect of Different Light Intensities on Total Phenolics

and Flavonoids Synthesis and Anti-Oxidant Activities in Young Ginger Varieties (Zingiber Officinale Roscoe). Int. J. Mol. Sci.
2010, 11, 3885–3897. [CrossRef]

32. Ruenroengklin, N.; Zhong, J.; Duan, X.; Yang, B.; Li, J.; Jiang, Y. Effects of Various Temperatures and PH Values on the Extraction
Yield of Phenolics from Litchi Fruit Pericarp Tissue and the Antioxidant Activity of the Extracted Anthocyanins. Int. J. Mol. Sci.
2008, 9, 1333–1341. [CrossRef]

33. Preedy, V.R. Isoflavones: Chemistry, Analysis, Function and Effects; Royal Society of Chemistry: London, UK, 2012; ISBN 1-84973-419-4.
34. Gawande, S.; Kale, A.; Kotwal, S. Effect of Nutrient Mixture and Black Grapes on the Pharmacokinetics of Orally Administered (-)

Epigallocatechin-3-gallate from Green Tea Extract: A Human Study. Phytother. Res. Int. J. Devoted Pharmacol. Toxicol. Eval. Nat.
Prod. Deriv. 2008, 22, 802–808. [CrossRef]

35. Nunes, T.; Almeida, L.; Rocha, J.-F.; Falcão, A.; Fernandes-Lopes, C.; Loureiro, A.I.; Wright, L.; Vaz-da-Silva, M.; Soares-da-Silva,
P. Pharmacokinetics of Trans-resveratrol Following Repeated Administration in Healthy Elderly and Young Subjects. J. Clin.
Pharmacol. 2009, 49, 1477–1482. [CrossRef] [PubMed]

36. Kim, Y.S.; Ryu, Y.B.; Curtis-Long, M.J.; Yuk, H.J.; Cho, J.K.; Kim, J.Y.; Kim, K.D.; Lee, W.S.; Park, K.H. Flavanones and Rotenoids
from the Roots of Amorpha Fruticosa, L. That Inhibit Bacterial Neuraminidase. Food Chem. Toxicol. 2011, 49, 1849–1856. [CrossRef]
[PubMed]

37. Carvalho, O.V.; Botelho, C.V.; Ferreira, C.G.T.; Ferreira, H.C.C.; Santos, M.R.; Diaz, M.A.N.; Oliveira, T.T.; Soares-Martins, J.A.P.;
Almeida, M.R.; Júnior, A.S. In Vitro Inhibition of Canine Distemper Virus by Flavonoids and Phenolic Acids: Implications of
Structural Differences for Antiviral Design. Res. Vet. Sci. 2013, 95, 717–724. [CrossRef] [PubMed]

38. Wen, L.; Jiang, Y.; Yang, J.; Zhao, Y.; Tian, M.; Yang, B. Structure, Bioactivity, and Synthesis of Methylated Flavonoids. Ann. N. Y.
Acad. Sci. 2017, 1398, 120–129. [CrossRef] [PubMed]

http://doi.org/10.4255/mcpharmacol.09.18
http://www.ncbi.nlm.nih.gov/pubmed/20098626
http://doi.org/10.1093/jn/130.11.2765
http://www.ncbi.nlm.nih.gov/pubmed/11053519
http://doi.org/10.1016/j.copbio.2013.08.009
http://www.ncbi.nlm.nih.gov/pubmed/24484876
http://doi.org/10.1016/j.arabjc.2011.06.016
http://doi.org/10.3945/an.110.000026
http://doi.org/10.3390/molecules181215648
http://doi.org/10.3389/fpls.2012.00222
http://doi.org/10.1155/2012/308018
http://doi.org/10.2174/09298673113209990120
http://doi.org/10.1016/j.ejps.2008.12.002
http://www.ncbi.nlm.nih.gov/pubmed/19130880
http://doi.org/10.1016/S0955-2863(02)00208-5
http://doi.org/10.1211/0022357991772367
http://www.ncbi.nlm.nih.gov/pubmed/10344638
http://doi.org/10.1093/jn/133.6.1806
http://doi.org/10.1007/s00394-004-0502-2
http://doi.org/10.1093/jn/133.6.1853
http://doi.org/10.1007/BF03216747
http://doi.org/10.3390/ijms11103885
http://doi.org/10.3390/ijms9071333
http://doi.org/10.1002/ptr.2372
http://doi.org/10.1177/0091270009339191
http://www.ncbi.nlm.nih.gov/pubmed/19797536
http://doi.org/10.1016/j.fct.2011.04.038
http://www.ncbi.nlm.nih.gov/pubmed/21571029
http://doi.org/10.1016/j.rvsc.2013.04.013
http://www.ncbi.nlm.nih.gov/pubmed/23664014
http://doi.org/10.1111/nyas.13350
http://www.ncbi.nlm.nih.gov/pubmed/28436044


Biomolecules 2021, 11, 754 15 of 18

39. Zou, X.-W.; Liu, Y.-C.; Hsu, N.-S.; Huang, C.-J.; Lyu, S.-Y.; Chan, H.-C.; Chang, C.-Y.; Yeh, H.-W.; Lin, K.-H.; Wu, C.-J.; et al.
Structure and Mechanism of a Nonhaem-Iron SAM-Dependent C-Methyltransferase and Its Engineering to a Hydratase and an
O-Methyltransferase. Acta Crystallogr. D Biol. Crystallogr. 2014, 70, 1549–1560. [CrossRef]

40. SAM (Dependent) I AM: The S-Adenosylmethionine-Dependent Methyltransferase Fold. Curr. Opin. Struct. Biol. 2002, 12,
783–793. [CrossRef]

41. Koirala, N.; Thuan, N.H.; Ghimire, G.P.; Thang, D.V.; Sohng, J.K. Methylation of Flavonoids: Chemical Structures, Bioactivities,
Progress and Perspectives for Biotechnological Production. Enzyme Microb. Technol. 2016, 86, 103–116. [CrossRef]

42. Wen, X.; Walle, T. Methylated Flavonoids Have Greatly Improved Intestinal Absorption and Metabolic Stability. Drug Metab.
Dispos. Biol. Fate Chem. 2006, 34, 1786–1792. [CrossRef]

43. Surichan, S.; Androutsopoulos, V.P.; Sifakis, S.; Koutala, E.; Tsatsakis, A.; Arroo, R.R.J.; Boarder, M.R. Bioactivation of the Citrus
Flavonoid Nobiletin by CYP1 Enzymes in MCF7 Breast Adenocarcinoma Cells. Food Chem. Toxicol. Int. J. Publ. Br. Ind. Biol. Res.
Assoc. 2012, 50, 3320–3328. [CrossRef]

44. Wei, G.-J.; Hwang, L.S.; Tsai, C.-L. Absolute Bioavailability, Pharmacokinetics and Excretion of 5, 7, 3′, 4′-Tetramethoxyflavone in
Rats. J. Funct. Foods 2014, 7, 136–141. [CrossRef]

45. Walle, T.; Wen, X.; Walle, U.K. Improving Metabolic Stability of Cancer Chemoprotective Polyphenols. Expert Opin. Drug Metab.
Toxicol. 2007, 3, 379–388. [CrossRef] [PubMed]

46. Wen, X.; Walle, T. Methylation Protects Dietary Flavonoids from Rapid Hepatic Metabolism. Xenobiotica 2006, 36, 387–397.
[CrossRef] [PubMed]

47. Katayama, K.; Masuyama, K.; Yoshioka, S.; Hasegawa, H.; Mitsuhashi, J.; Sugimoto, Y. Flavonoids Inhibit Breast Cancer Resistance
Protein-Mediated Drug Resistance: Transporter Specificity and Structure–Activity Relationship. Cancer Chemother. Pharmacol.
2007, 60, 789–797. [CrossRef]

48. Walle, T.; Ta, N.; Kawamori, T.; Wen, X.; Tsuji, P.A.; Walle, U.K. Cancer Chemopreventive Properties of Orally Bioavailable
Flavonoids—Methylated versus Unmethylated Flavones. Biochem. Pharmacol. 2007, 73, 1288–1296. [CrossRef]

49. Zhang, J.; Wu, Y.; Zhao, X.; Luo, F.; Li, X.; Zhu, H.; Sun, C.; Chen, K. Chemopreventive Effect of Flavonoids from Ougan (Citrus
Reticulata Cv. Suavissima) Fruit against Cancer Cell Proliferation and Migration. J. Funct. Foods 2014, 10, 511–519. [CrossRef]

50. Fan, X.; Bai, J.; Zhao, S.; Hu, M.; Sun, Y.; Wang, B.; Ji, M.; Jin, J.; Wang, X.; Hu, J. Evaluation of Inhibitory Effects of Flavonoids on
Breast Cancer Resistance Protein (BCRP): From Library Screening to Biological Evaluation to Structure-Activity Relationship.
Toxicol. In Vitro 2019, 61, 104642. [CrossRef]

51. Varki, A. Biological Roles of Glycans. Glycobiology 2017, 27, 3–49. [CrossRef]
52. Varki, A.; Cummings, R.D.; Esko, J.D.; Stanley, P.; Hart, G.W.; Aebi, M.; Darvill, A.G.; Kinoshita, T.; Packer, N.H.; Prestegard, J.H.

Essentials of Glycobiology [Internet]; Cold Spring Harbor Laboratory Press: Long Island, NY, USA, 2015.
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