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Abstract: In this study, 12 flavonoid glycosides were selected based on virtual screening and the
literature, and Quercimeritrin was selected as the best selective inhibitor of α-glucosidase through
in vitro enzyme activity inhibition experiments. Its IC50 value for α-glucosidase was 79.88 µM, and
its IC50 value for α-amylase >250 µM. As such, it could be used as a new selective inhibitor of
α-glucosidase. The selective inhibition mechanism of Quercimeritrin on the two starch-digesting
enzymes was further explored, and it was confirmed that Quercimeritrin had a strong binding
affinity for α-glucosidase and occupied the binding pocket of α-glucosidase through non-covalent
binding. Subsequently, animal experiments demonstrated that Quercimeritrin can effectively control
postprandial blood glucose in vivo, with the same inhibitory effect as acarbose but without side
effects. Our results, therefore, provide insights into how flavone aglycones can be used to effectively
control the rate of digestion to improve postprandial blood glucose levels.

Keywords: flavonoid glycosides; α-glucosidase; α-amylase; selective inhibitor

1. Introduction

In the treatment of obesity and diabetes, the control of postprandial blood glucose has
attracted widespread attention, given the close link between postprandial blood glucose
and diabetic complications [1]. The control of postprandial blood glucose mainly involves
controlling starch-digesting enzymes, which mainly include salivary amylase, an amylase
secreted by the pancreas, and α-glucosidase [2,3]. Currently, clinically used drugs (includ-
ing acarbose, voglibose, and miglitol) mainly inhibit α-amylase and α-glucosidase [4,5].
However, it is precisely because of the severe inhibition of these two enzymes that large
amounts of starch are not digested. Most undigested starch can lead to a wide range of
gastrointestinal side effects, such as intestinal bloating caused by microbial fermentation of
starch in the colon [6]. Therefore, to enhance the application of starch-digesting-enzyme
inhibitors and improve the medication experience of patients, the development of new
inhibitors must address the serious drawbacks of current clinical drugs [7].

During starch digestion, α-amylase cleaves starch molecules into small maltose
oligosaccharides, whereas α-glucosidase digests α-amylase products into glucose as the
final digestive product [8]. To solve the side effects of current starch-digesting-enzyme
inhibitors and ensure the effective control of postprandial blood glucose, we adopted the
method of regulating the inhibitory effect of inhibitors on two digestive enzymes so that
the inhibitors selectively inhibit α-glucosidase [9]. This allows the starch to be digested
slowly but completely before it enters the colon, thus avoiding the side effects of large
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amounts of undigested starch. At the same time, it also helps control the sharp rise in blood
sugar after meals.

At present, some compounds with selective inhibitory activity toward α-glucosidase
have been reported (such as apigenin and quercetin), but the obtained compounds generally
have a weak inhibitory effect on α-glucosidase selection [10,11]. Flavonoid glycosides are a
class of natural organic compounds widely found in nature, belonging to flavonoids [12].
Flavonoids mostly exist in plants in the form of glycosides. Flavonoid glycosides are widely
distributed in nature and have a series of important physiological activities, including
inhibition of starch digestion enzymes [13]. Hua et al. found by studying the inhibitory
effect of flavonoids on starch-digesting enzymes in Lu’an GuaPian tea that kaempferol
monoglycoside can selectively inhibit α-glucosidase [14]. Flavonoid glycosides can bind
noncovalently to active site residues of enzymes and have variable structural properties, so
they have the potential for the selective inhibition of α-glucosidase [14]. In addition, the
literature has shown that extracts of Astragalus creticus, containing quercimeritrin among
other secondary metabolites, demonstrated antioxidant potential and good inhibition of
α-glucosidase enzyme [15]. Recent studies showed that other flavones, tricetin and genkwanin,
exhibited α-glucosidase and α-amylase inhibitory activities, respectively [16,17], while linarin
could prevent the action of α-glucosidase and α-amylase enzymes [18]. However, the
existence of more potent selective inhibitors of flavone glycosides and the structural re-
quirements for selective inhibition of α-amylase and α-glucosidase by flavonoid glycosides
are unclear. We are currently only able to summarize some basic structural requirements
from studies investigating the inhibition of α-amylase or α-glucosidase by flavone glyco-
sides alone. It is known that the presence of theOH group at the A5 position and the double
bond between C2 and C3 of the C ring are the structural basis for inhibiting α-glucosidase,
and that the substitution of different glycosidic groups on the AB ring has different effects
on the inhibition of α-amylase and α-glucosidase [10,19].

Therefore, we adopted virtual docking technology and combined it with previous
studies to screen out flavonoid glycosides with inhibitory potential. Through experimental
screening, we expected to find the best selective inhibitor of α-glucosidase. Exploring the
structural characteristics of α-glucosidase selective inhibitors and the inhibitory mechanism
of selective inhibition can guide the search for more extensive α-glucosidase selective
inhibitors. Our findings provide insights into how flavonoid glycosides can be applied to
eliminate existing inhibitor side effects and effectively control postprandial blood sugar.

2. Materials and Methods
2.1. Materials

Isovitexin, Trifolin, Avicularin, Apigetrin, Quercetagitrin, Epicatechin gallate, Catechin
gallate, Quercimeritrin, Quercituron, Quercitrin, Hyperoside, and Oroxin A were obtained
from Purify Inc. (Chengdu, China), and the α-glucosidase (EC 232-604-7, lyophilized
powder, ≥100 units/mg protein) isolated from Saccharomyces cerevisiae and α-amylase (EC
232-565-6, powder, ≥5 units/mg solid) isolated from porcine pancreas were purchased
from Sigma-Aldrich Co. (St. Louis, MI, USA). The other reagents used in this experiment
are analytically pure reagents purchased from Sigma-Aldrich Co. (St. Louis, MI, USA)
unless specified otherwise.

2.2. Virtual Screening

Autodock Vina was used to conduct virtual screening of the self-built flavonoid
glycosides’ library.

Additionally, 2QMJ and 1CXW were selected from the protein database as the crystal
structures for α-glucosidase and α-amylase docking. The scoring results were obtained
by docking the compounds with α-glucosidase and α-amylase, respectively, and the com-
pounds were sorted and selected.
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2.3. In Vitro α-Glucosidase Activity Assay

The in vitro α-glucosidase activity assay was determined using spectrophotometry,
as previously reported, with only minor modifications [20]. In phosphate buffer with a
pH of 6.8, 0.5 U/mL of α-glucosidase and the appropriate quantity of p-nitrophenyl-D-
glucopyranoside (pNGP) were produced. All test chemicals, including the standard drug
acarbose, were dissolved in DMSO to form a 10 mM mother liquor. Gradient dilution with a
phosphate-buffered solution was used to create sample solutions of various concentrations.
First, different concentrations of compound (10 µL), an enzyme solution (40 µL), and
potassium phosphate buffer (100 µL) were pre-incubated in 96-well plates at 37 ◦C for
10 min. Then, 50 µL of the substrate (pNGP, 0.6 mM) was added to each microwell, and
incubated at 37 ◦C for 20 min, and the change in enzyme activity was detected by measuring
the absorbance at 405 nm. Acarbose and DMSO were utilized as standard and control
inhibitors, respectively.

The enzymatic inhibitory activity of the tested compounds was calculated using the
following formula:

Inhibition % = [(Abs control−Abs sample)/Abs control]× 100

The IC50 values of the tested compounds were calculated using nonlinear fitting (logit
method).

2.4. In Vitro α-Amylase Activity Assay

The in vitro α-glucosidase activity assay was determined using spectrophotometry, as
previously reported, with only minor modifications [21]. A total of 5 U/mL of α-amylase
and the appropriate quantity of 2-chloro-4-nitrophenyl α-D-maltotrioside (G3-CNP) were
produced. All test chemicals, including the standard drug acarbose, were dissolved in
DMSO to form 10 mM mother liquor. Gradient dilution with a phosphate-buffered solution
was used to create sample solutions of various concentrations. First, different concentrations
of compound (10 µL), an enzyme solution (40 µL), and potassium phosphate buffer (100 µL)
were pre-incubated in 96-well plates at 37 ◦C for 10 min. Then, 50 µL of the substrate
(pNαGP, 0.6 mM) was added to each microwell and incubated at 37 ◦C for 20 min, and the
change in enzyme activity was detected by measuring the absorbance at 405 nm. Acarbose
and DMSO were utilized as standard and control inhibitors, respectively.

The enzymatic inhibitory activity of the tested compounds was calculated using the
following formula:

Inhibition % = [(Abs control−Abs sample)/Abs control]× 100

The IC50 values of the tested compounds were calculated using nonlinear fitting
(logit method).

2.5. Inhibition Kinetic Analysis

To further investigate the inhibitory kinetics of Quercimeritrin, α-glucosidase and
α-amylase activities were determined at different substrate concentrations [20]. The reac-
tions of a series of compounds with substrates pNαPG and G3-CNP were tested using the
Lineweaver–Burk expression in Equation (1) to calculate the maximum velocity (Vmax)
and Michaelis–Menten constant (Km) values [22].

1
v
=

Km
Vmax

1
[S]

+
1

Vmax
, (1)

where Vmax and Km are the maximum velocity of the enzyme and the Michaelis–Menten
constant without inhibitor, respectively. [S] is the concentrations of the substrate
and inhibitor.
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2.6. Fluorescence Quenching Experiment

Based on the previously described techniques, the fluorescence quenching experiment
was somewhat modified [23]. Quercimeritrin solutions of various concentrations (1.0 mL,
0–200 mM) were used to titrate the α-glucosidase (1.0 mL, 2 U/mL) and α-amylase (1.0 mL,
2 U/mL), which were then left to equilibrate for 5 min before fluorescence measurement.
The reaction solution’s fluorescence intensity was measured in a quartz colorimetric dish
using a fluorescence spectrometer (F-7100, Tokyo, Japan) at wavelengths ranging from
295 to 500 nm (emission wavelength) and 280 nm (excitation wavelength) at various
temperatures (305.15, 310.15, and 315.15 K) (1.0 cm path length). The 5.0 nm excitation and
emission slit widths were predetermined.

At the same time, the changes of microenvironment of fluorophore of tyrosine (Tyr)
and tryptophan (Trp) residues were detected. The synchronous fluorescence spectra of
260–320 nm were determined by setting the excitation and emission wavelength intervals
to 15 nm and 60 nm, respectively.

2.7. Molecular Docking Simulation

In this experiment, AutoDock Vina was used for molecular docking. The first step was
to prepare the protein crystal structure. Additionally, 2QMJ and 1CXW were selected from
the protein database as the crystal structures for α-glucosidase and α-amylase docking,
and the protein crystal structure was treated by removing water molecules and adding
hydrogen atoms. The second step is small molecule preparation. ChemBiodraw Ultra 14.0
(Waltham, MA, USA) was used to map the three-dimensional structure of quercetin and
minimize the energy of the small molecule. In the third step, a docking box is generated for
the center, and AutoDock Vina is used for docking. Ten posturing positions were generated
during the docking process, and the posturing with the highest Glide score was selected to
study the interaction between quercetin, α-glucosidase, and α-amylase.

2.8. Molecular Dynamics Study

Molecular dynamics (MD) simulation was performed in the Yinfo cloud comput-
ing platform utilizing AmberTools 20 packets (https://cloud.yinfotek.com/ (accessed on
1 September 2023). The force fields of AMBER ff19SB and GAFF [24] were applied to
α-glucosidase proteins and compounds, respectively. The OPC water model employs a
truncated octahedral water box with a border of 10 Å. A periodic boundary was used
to simulate a neutralized net charge of 0.15 M NaCl in a solvent environment. Then,
to eliminate false atomic connections, two steepest dips of class 10,000 and 10,000 and
conjugate gradient dips were produced. Following initial optimization, the system was
able to integrate 200 ps NPT and 1 ns NPT with balance. Utilizing Langevin dynamics
next, the temperature was kept at 300 K, the collision frequency at 1 ps–1, the Monte Carlo
barometric regulator at 1 ps, and the pressure at 1 atm. In the end, 40 ns MD was created
in NVT integration without limitations. The trajectory was examined using the CPPTRAJ
module [25].

2.9. Postprandial Blood Glucose Level Measurement

db/db mice and C57BL/6J mice were purchased f0rom Beijing Zhishan Health Medi-
cal Research Institute. The animal testing procedure was approved by Beijing Huayuan
Times Technology Co., Ltd Ethics Committee on the Management and Welfare of Lab-
oratory Animals. (Ethics review batch number: HYSD2023-04) and strictly follows the
local and national codes of ethics. All mice were placed in a control chamber at 25 ◦C and
60% relative humidity with a light/dark period of 12/12 h. During this period, all mice
had free access to normal feed and water. After 1 week of feeding, db/db mice were ran-
domly divided into four groups (10 mice per group): normal saline (model group, model),
100 mg/kg acarbose (positive control group, PC), 100 mg/kg Quercimeritrin (low-dose
group, LD), 200 mg/kg Quercimeritrin (high-dose group, HD), and C57BL/6J was used as
blank controls (normal). After fasting for one night, the BC group, PC group, HD group,

https://cloud.yinfotek.com/
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LD group, and blank control group were given 10 mL normal saline/kg, 100 mg acarbose
normal saline/kg, 100 mg Quercimeritrin normal saline/kg, and 200 mg Quercimeritrin
normal saline/kg, respectively. All mice were given starch (2 g/kg) orally 60 min after
treatment [21]. Blood samples were taken from the caudal vein and blood glucose was
measured after 0, 30, 60, and 120 min. The area under the curve (AUC) was calculated
using the trapezoidal rule.

2.10. Statistical Analysis

All the results of this experiment were performed three times, and the results were
expressed as the mean ± SD. The data were analyzed using one-way analysis of variance
using GraphPad Prism 9.0 software. p < 0.05 was considered statistically significant.

3. Results and Discussion
3.1. Structural Properties of Compounds That Selectively Inhibit Starch-Digesting Enzymes

In this paper, the selective inhibition structural characteristics of 12 flavone aglycones
on two starch-digesting enzymes were studied. The basic structural characteristics of
flavone aglycones are shown in the upper left corner of Figure 1, mainly the glycosylated
polyhydroxy or polymethoxy derivatives of 2-phenyl benzopyrane. The differences in
geometry and chemical properties of flavonoid glycosides lead to different inhibitory effects
and selectivity on α-glucosidase and α-amylase [26]. The active pocket of α-glucosidase
presents a “narrow and deep” shape, mainly acting on the −1, +1 glycan site, whereas the
active pocket of α-amylase presents a “wide and shallow” shape, and the active pocket of
α-amylase is larger, mainly acting on a total of 5 glycan sites from −3 to 2. Thus, there are
differences between the two enzymes in terms of the geometry of the active pocket [27]. In
addition, there are differences in the chemical properties of α-glucosidase and α-amylase
active pockets, which are the basis for our selective inhibition of enzymes through the
adjustment of the structural properties of compounds [28].
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Figure 1 shows the maximum inhibitory properties (%) of the 12 different flavonoid
glycoside structures on the two starch-digesting enzymes at a concentration of 500 µM.
Quercimeritrin and Hyperoside have the same molecular weight; the difference is only that
the glycoside group is transferred from the A7 position to the C3 position, resulting in a
decrease in the inhibitory activity of Hyperoside in both enzymes, indicating that the glyco-
sylation at the C3 position is not conducive to the inhibition of the two enzymes, whereas
glycosylation at the A7 position is more conducive to the improvement of enzyme inhibitory
activity than OH. By measuring kaempferol 3-O-β-D-glucosyl-(1-2)-b-D-galactoside and
rhamnetin, Milella et al. found that the glycan group at the 3-position of the C ring is not
conducive to the inhibition of α-amylase compared with theOH group [29]. The inhibitory
effect of Quercimeritrin on α-amylase was significantly higher than that of Hyperoside,
and it can be seen from the number of OH on the AB ring that the increase in OH number
is beneficial to enhancing the inhibitory effect of compounds on α-amylase. Similarly, in
the study of the structure law of irisolidone, irigenin, and iridin A on α-amylase inhibition,
it was found that when the number ofOH groups in the A ring and B ring increased, the
inhibitory effect of the compound on α-amylase was enhanced [30]. The inhibitory effect
of Apigetrin and Oroxin A on α-amylase was significantly higher than that of Quercimer-
itrin and Hyperoside, and it can be seen from the structure that OH at the A6 position
can significantly increase the affinity of the compound for α-amylase. By exploring the
inhibitory effect of flavonoids on porcine pancreatic α-amylase, studies found that the
presence ofOH groups at positions 6 and 7 of the A ring and position 4 of the B ring
enhanced the inhibitory effect of α-amylase, whereas the glycan moieties on the flavonoid
structure reduced their ability to inhibit α-amylase [30,31]. The inhibitory activity of Cate-
chin gallate and Epicatechin gallate is higher among many compounds, indicating that the
introduction of galloyl groups enhances the α-amylase inhibitory activity of compounds,
and cis- and trans-isomers have an effect on the inhibitory properties of compounds. The
same conclusion was reached in the study by Desseaux, where the presence of gallic acyl
groups led to a modest reduction in the value of the inhibitory constant (Ki) [32].

Hyperoside, Trifolin, Avicularin, and Quercitrin all introduced glycosidyl groups at
position C3, but their inhibitory activity on α-glucosidase was lower than that of other
compounds at position C3OH, suggesting that the presence ofOH groups at C3 is more
favorable than the presence of glycoside groups, and glycosylation at the A7 position is
conducive to the enhancement of enzyme inhibitory activity. In addition, the inhibitory
activity (%) of these three compounds on α-glucosidase was Hyperoside > Quercitrin >
Avicularin > Trifolin, indicating that OH at the B5′ position was beneficial to the enhance-
ment of inhibitory activity, and galactoside in the C3 position was more favorable than the
presence of rhamnose and arabinofuranoside. When Silva et al. studied the flavonoids
isolated in Saccharomyces cerevisiae, they found that the presence of theOH group at the
3-position of the C ring was more conducive to α-glucosidase inhibition activity [33]. In
addition, the presence of theOH group at the B5′ position seemed to increase the inhibitory
effect of α-glucosidase [34]. Flores-Bocanegra et al. also found that the type of glycoside
group seemed to affect inhibitory activity, as glucoside isoquercetin (glucoside) was more
active than hypericin (galactoside) and quercetin (rhamnoside) [19].

Among the 12 compounds, the glucosidase inhibitory activity of Apigetrin, Quercetag-
itrin, Quercimeritrin, Catechin gallate, and Epicatechin gallate was higher than that of acarbose,
but only Apigetrin and Quercimeritrin showed selective inhibition of glucosidase. According
to the purpose of our experiment, Quercimeritrin was mainly used to inhibit glucosidase, and
Quercimeritrin was finally selected as a selective inhibitor for a follow-up study.

In general, for flavonoid glycosides, glycosylation at the A7 position (especially the
substitution of glucoside groups) can significantly enhance the inhibitory effect of the
compounds on α-glucosidase. The OH group at the A6 position can enhance the inhibition
of α-amylase and weaken the inhibitory effect of α-glucosidase. TheOH groups at the B4′

and B5′ positions are closely related to the inhibition of α-glucosidase, but the OH group at
the B4′ position is not conducive to the inhibition of amylase, whereas the OH group at
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the B5′ position increases the inhibition activity of α-amylase. Among many compounds,
quercetin is the most suitable compound for selective inhibition of α-glucosidase. Its
inhibitory effect on α-amylase is much lower than that of acarbose, and it has a strong
inhibitory activity for α-glucosidase.

3.2. Inhibition Kinetics of Compounds on Starch-Digesting Enzymes

The findings demonstrated that Quercimeritrin had a stronger inhibitory impact on
α-glucosidase than it did on α-amylase, demonstrating that it had a selective inhibitory
effect on α-glucosidase. In addition, the IC50 value of Quercimeritrin on α-glucosidase
was much lower than that of acarbose, and the IC50 value of Quercimeritrin on α-amylase
was much higher than that of acarbose, indicating that Quercimeritrin can effectively
reduce the side effects of existing glucosidase inhibitors compared with acarbose while
controlling postprandial blood glucose [28]. To further determine the kinetic mechanism of
Quercimeritrin inhibiting α-glucosidase and α-amylase, the Lineweaver–Burk diagram was
used for kinetic analysis. In the Lineweaver–Burk diagram (Figure 2e), all lines intersect
in the negative direction of the Y-axis, Vmax remains constant, and Km decreases with
increasing Quercimeritrin concentration. Hence, it is assumed that Quercimeritrin inhibits
α-glucosidase by competitive inhibition [35]. This indicates that Quercimeritrin inhibits
glucosidase by interfering with the amino acid residues in the enzyme activity pocket,
causing steric hindrance and reducing enzyme activity. Other flavonoid glycosides, such
as PG3G and M3A, have also been reported to inhibit α-glucosidase competitively [26].
Interestingly, Quercimeritrin also showed competitive inhibition in the inhibition mode
of amylase, but its Km value for α-amylase was much higher than that for α-glucosidase,
indicating that Quercimeritrin had a higher affinity for α-glucosidase. This finding was
also consistent with the results of IC50 experiments [36].

Foods 2023, 12, x FOR PEER REVIEW 7 of 16 
 

 

and B5′ positions are closely related to the inhibition of α-glucosidase, but the OH group 
at the B4′ position is not conducive to the inhibition of amylase, whereas the OH group at 
the B5′ position increases the inhibition activity of α-amylase. Among many compounds, 
quercetin is the most suitable compound for selective inhibition of α-glucosidase. Its in-
hibitory effect on α-amylase is much lower than that of acarbose, and it has a strong in-
hibitory activity for α-glucosidase. 

3.2. Inhibition Kinetics of Compounds on Starch-Digesting Enzymes 
The findings demonstrated that Quercimeritrin had a stronger inhibitory impact on 

α-glucosidase than it did on α-amylase, demonstrating that it had a selective inhibitory 
effect on α-glucosidase. In addition, the IC50 value of Quercimeritrin on α-glucosidase was 
much lower than that of acarbose, and the IC50 value of Quercimeritrin on α-amylase was 
much higher than that of acarbose, indicating that Quercimeritrin can effectively reduce 
the side effects of existing glucosidase inhibitors compared with acarbose while control-
ling postprandial blood glucose [28]. To further determine the kinetic mechanism of Quer-
cimeritrin inhibiting α-glucosidase and α-amylase, the Lineweaver–Burk diagram was 
used for kinetic analysis. In the Lineweaver–Burk diagram (Figure 2e), all lines intersect 
in the negative direction of the Y-axis, Vmax remains constant, and Km decreases with 
increasing Quercimeritrin concentration. Hence, it is assumed that Quercimeritrin inhibits 
α-glucosidase by competitive inhibition [35]. This indicates that Quercimeritrin inhibits 
glucosidase by interfering with the amino acid residues in the enzyme activity pocket, 
causing steric hindrance and reducing enzyme activity. Other flavonoid glycosides, such 
as PG3G and M3A, have also been reported to inhibit α-glucosidase competitively [26]. 
Interestingly, Quercimeritrin also showed competitive inhibition in the inhibition mode 
of amylase, but its Km value for α-amylase was much higher than that for α-glucosidase, 
indicating that Quercimeritrin had a higher affinity for α-glucosidase. This finding was 
also consistent with the results of IC50 experiments [36]. 

 
Figure 2. Inhibitory effect of acarbose and Quercimeritrin on α-glucosidase and αamylase. (a) IC50 
value of acarbose inhibited α-glucosidase, (b) IC50 value of acarbose inhibited α-amylase, (c) IC50 
value of Quercimeritrin inhibited α-glucosidase, (d) IC50 value of Quercimeritrin inhibited α-amyl-
ase, (e) Lineweaver−Burk plots of Quercimeritrin on α-glucosidase, and (f) Lineweaver−Burk plots 
of Quercimeritrin on α-amylase. 

Figure 2. Inhibitory effect of acarbose and Quercimeritrin on α-glucosidase and αamylase. (a) IC50

value of acarbose inhibited α-glucosidase, (b) IC50 value of acarbose inhibited α-amylase, (c) IC50

value of Quercimeritrin inhibited α-glucosidase, (d) IC50 value of Quercimeritrin inhibited α-amylase,
(e) Lineweaver−Burk plots of Quercimeritrin on α-glucosidase, and (f) Lineweaver−Burk plots of
Quercimeritrin on α-amylase.
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3.3. Enzyme and Quercimeritrin Affinity Verification

The varied inhibitory effects of Quercimeritrin imply that these compounds have
different binding affinities for the two groups of starch-digesting enzymes. In this paper,
the tryptophan fluorescence quenching method was used to characterize the degree of
affinity between compounds and enzymes [37]. First, it is necessary to determine whether
the compound interacts with the two enzymes. The endogenous fluorescence caused by Trp
and Tyr residues at around 340 nm is what gives α-glucosidase and α-amylase their highest
fluorescence intensity. Therefore, the binding degree can be determined by measuring the
effect of the compound on the emission spectra of the two enzymes [38]. Figure 3 shows
that with the increase in Quercimeritrin concentration, the fluorescence intensity of the two
enzymes decreases significantly, indicating that Quercimeritrin can quench the intrinsic
fluorescence of the two enzymes and bind to them. However, by comparing the effects of
Quercimeritrin with the same concentration on enzyme fluorescence, it can be seen that
Quercimeritrin has a greater effect on the fluorescence quenching value of α-glucosidase,
which also indicates that Quercimeritrin is more compatible with α-glucosidase.
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The quenching mechanism of Quercimeritrin was further investigated to better com-
prehend how it interacts with the two enzymes [23]. By determining the quenching constant,
it is possible to discriminate between dynamic and static protein fluorescence quenching
caused by compounds [39]. Because the quenching agent reacts with fluorescent groups to
create nonfluorescent substances, static quenching occurs. With the increase in temperature,
the binding of the complex is unstable, so the quenching constant decreases. The drop
in fluorescence intensity brought on by the interaction of the quencher and the fluores-
cence group is what causes dynamic quenching. When the collision between the quencher
and the fluorescence group intensifies as the temperature rises, the quenching constant
rises [35]. The quenching mechanism of the enzyme was further studied using the Stern–
Volmer equation:

F0

F
= 1 + Kqτ0[Q] = 1 + Ksv[Q], (2)



Foods 2023, 12, 3415 9 of 16

where Kq is the bimolecular quenching constant, F0 represents the fluorescence intensity
of starch-digesting enzymes in the absence of inhibitors, F represents the fluorescence
intensity of starch-digesting enzymes in the presence of inhibitors, and τ0 is the lifetime of
the fluorophore in protein (about 10−8 s). [Q] is the concentration of Quercimeritrin as a
quenching agent, and Ksv is the Stern–Volmer quenching constant.

The Stern–Volmer diagrams (Figure 3c–f) are used to calculate Ksv at the three temper-
atures (300.15, 305.15, and 310.15 K) shown in Supplementary Table S3. Ksv displays the
inhibition of the quenching agent on the biofluorescence of the receptor [40]. As can be seen
from Supplementary Table S3, with the increase in temperature, the Ksv value increases
from 0.17 to 0.21 × 105 L/mol (Quercimeritrin-α-glucosidase) and 0.13 to 0.18 × 105 L/mol
(Quercimeritrin-α-amylase). The higher the Ksv value, the stronger the quenching inhibi-
tion of α-glucosidase, indicating that Quercimeritrin is more tightly bound to α-glucosidase
and has stronger quenching inhibition than α-amylase. Subsequently, according to the Ksv
value, the Kq value can be calculated using Equation (2). The results of Supplementary
Table S3 show that the Kq value is much greater than 2.0× 1010 L/mol (dynamic quenching
maximum collision constant). Thus, it can be determined that the quenching caused by
Quercimeritrin is due to the formation of a ground state complex rather than dynamic
collisions. The static quenching mechanism is the main reason to control the fluorescence
quenching process [41].

3.4. Binding Sites and Binding Constants

In order to further determine the binding constant (Ka) and number of binding sites
(n) of the inhibitor binding to the enzyme, the following formula is used to calculate:

log
(F0 − F)

F
= logKa + nlog[Q]. (3)

where Ka is the binding constant, n is the number of binding sites, F0 represents the
fluorescence intensity of starch-digesting enzymes in the absence of inhibitors, F represents
the fluorescence intensity of starch-digesting enzymes in the presence of inhibitors, and [Q]
is the concentration of the Quercimeritrin.

According to the double logarithmic equation (Equation (3)), the binding constant (Ka)
and the number of binding sites (n) were calculated (Supplementary Table S3), indicating
that the binding constant of Quercimeritrin with α-glucosidase (0.41 ± 0.06 × 105 /M,
310.15 K) was greater than that with α-amylase (0.26 ± 0.01 × 105 /M, 310.15 K), show-
ing that the binding forces of Quercimeritrin and α-amylase were stronger than that of
α-amylase [42]. Meanwhile, n is approximately equal to 1, indicating that Quercimeritrin
has only one binding site for both α-amylase and α-glucosidase. In addition, the fluores-
cence spectrum of Quercimeritrin and the two enzymes did not exhibit a redshift at the
340 nm emission peak (Figure 3a,b), indicating that the flavonoid compounds were located
close to tryptophan residues and could cause fluorescence quenching without altering the
structure of the enzymes [42]. Similar conclusions were also obtained in the study on the
mechanism of phloretin’s inhibition of α-glucosidase. The maximum emission wavelength
of α-glucosidase was redshifted, and the spatial structure of the enzyme was changed
by the inhibitor, leading to a more polar and exposed microenvironment of amino acid
residue [43].

3.5. Thermodynamic Parameters and Binding Forces

By calculating the thermodynamic parameters of the quenching process, the binding
affinity and the main force of the reaction process were evaluated [44]. The thermodynamic
parameters are calculated using the Van ’t Hoff equation:

ln Ka = −
4H
RT

+
4S
R

. (4)



Foods 2023, 12, 3415 10 of 16

4G = 4H − T4 S. (5)

where Ka is the binding constant, R is the universal gas constant, and T represents the
test temperature (300.15 K, 305.15 K, 310.15 K). The thermodynamic parameters ∆H, ∆S,
and ∆G represent enthalpy change, entropy change, and free energy change, respectively.
The thermodynamic parameters of Quercimeritrin and the two enzymes at different tem-
peratures were calculated (Supplementary Table S4), where ∆G < 0 indicates that the
binding of Quercimeritrin to the two enzymes is a spontaneous process. The ∆G value of
the interaction between Quercimeritrin and α-glucosidase is smaller than that between
Quercimeritrin and α-amylase, which also indicates that Quercimeritrin is more likely to
interact with α-glucosidase than α-amylase. The interaction forces in the reaction process
can be roughly divided into four types: hydrophobic interaction, hydrogen bonding, elec-
trostatic interaction, and van der Waals interaction [45]. According to the theory, if the
thermodynamic calculation gets a ∆H < 0, ∆S < 0 indicates that the main binding force
of the inhibitor and enzyme is hydrophobic interaction, while ∆H < 0, ∆S < 0 indicates
that the inhibitor–enzyme interaction is mainly achieved via hydrogen bonds and van der
Waals forces [44,46]. From Supplementary Table S4, it can be observed that both ∆H < 0 and
∆S < 0 values for the binding of Quercimeritrin with the two enzymes are negative. This
indicates that the main forces of the binding process are hydrogen bonding and van der
Waals forces, which are related to multiple hydroxyl groups in Quercimeritrin molecular
structure and protein molecules. Additionally, it also suggests that the binding process is
primarily thermally driven, resulting in an exothermic reaction [47].

3.6. Synchronous Fluorescence Spectra

Synchronous fluorescence spectra can be used to reflect the changes of conformation
and microenvironment near protein fluorophores. When ∆λ is set at 15 nm and 60 nm, it can
represent the changes of Tyr and Trp residues, respectively. The synchronous fluorescence
quenching ratio (RSFQ) is calculated using the following formula:

RSQF = 1− F/F0

As shown in the Supplementary Figure S2, with the increase in Quercimeritrin con-
centration, the synchronous fluorescence intensity of α-glucosidase at ∆λ = 15 nm and
∆λ = 60 nm gradually decreased, and the maximum absorption peak of Trp residue showed
a significant redshift, while the maximum absorption peak of Tyr residue remains relatively
unchanged. This indicates that the inhibitor interacts with α-glucosidase and changes the
polarity of the microenvironment near Trp residues but has little effect on the hydrophobic
microenvironment near Tyr. The RSFQ graph reflects the extent of protein quenching
performed by the inhibitor, further confirming that the inhibitor indeed has a stronger
impact on Trp [44]. By comparing the RSFQ diagram of the two enzymes, it can be observed
that the quenching degree of α-glucosidase by the inhibitor is higher than that of α-amylase
regardless of Trp or Tyr.

In general, the affinity of Quercimeritrin for α-glucosidase was much greater than that
for α-amylase, which was consistent with the results of the inhibition experiments of the
two enzymes in the previous paper, which strongly supported the selective inhibition of the
Quercimeritrin for the two digestive enzymes. The high binding affinity of Quercimeritrin
to α-glucosidase may be due to the differences in the chemical properties of the activity
pockets of the two enzymes [48].

3.7. Molecular Docking and Molecular Dynamics Simulation (MD)

Quercimeritrin was characterized by inhibition kinetics and fluorescence quenching
experiments to have a stronger affinity with α-glucosidase than with α-amylase, thus
producing a stronger inhibitory effect. Therefore, molecular docking and MD methods were
applied to explore further the interaction mechanism of Quercimeritrin with α-glucosidase
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and compare it with α-amylase to find the difference in the mechanism. First, using
molecular modeling, the inhibitory mechanism of Quercimeritrin on the α-glucosidase
and α-amylase was investigated. This mechanism is mainly based on steric hindrance, in
which inhibitors dock in the active pocket of α-glucosidases and interact with the amino
acid residues of the active pocket, resulting in steric hindrance to the binding of other
substrates [49]. The calculation results, in this case, support the thermodynamic finding
that the glycosyl scaffold of the compound is positioned toward the core of the binding
pocket and interacts closely with important residues at the active site, thereby blocking
the catalytic process to help produce inhibition (Figure 3b). From the overall score results
(Supplementary Table S5), the intermolecular energy is predicted to be −81.17 kcal/mol, in
which the hydrogen bond and van der Waals force energies are −53.93 kcal/mol, and the
electrostatic energy is −27.24 kcal/mol, indicating that hydrogen bonding dominates the
intermolecular binding process.

Figure 4a,b shows the active pocket structure, the shape of the Quercimeritrin molecule,
and the associated amino acid residues, and Figure 4c shows the interaction of the com-
pound with α-glucosidase to better show how Quercimeritrin and α-glucosidase interact.
The results showed that Quercimeritrin formed a hydrophobic interaction with some amino
acid residues after entering the catalytic site of α-glucosidase, as shown in Figure 4b. In
addition, there were hydrogen bonds around Quercimeritrin and amino acid residues
ARG202, ASP203, ASP327, TRP406, ASP443, and ASP542. These hydrogen bonds show
another important interaction between ligands and proteins. The docking of Quercimer-
itrin with α-amylase was also performed. The results (Supplementary Figure S3) showed
that Quercimeritrin could dock in the active pocket of α-amylase, but its docking score
was much lower than that of α-glucosidase (Supplementary Table S5). In conclusion, the
interaction between Quercimeritrin and α-glucosidase was strong, which enabled it to
firmly occupy the active pocket of the enzyme and reduce the enzyme activity through
steric hindrance, providing an inhibitory effect.

Foods 2023, 12, x FOR PEER REVIEW 11 of 16 
 

 

and α-amylase was investigated. This mechanism is mainly based on steric hindrance, in 
which inhibitors dock in the active pocket of α-glucosidases and interact with the amino 
acid residues of the active pocket, resulting in steric hindrance to the binding of other 
substrates [49]. The calculation results, in this case, support the thermodynamic finding 
that the glycosyl scaffold of the compound is positioned toward the core of the binding 
pocket and interacts closely with important residues at the active site, thereby blocking 
the catalytic process to help produce inhibition (Figure 3b). From the overall score results 
(Supplementary Table S5), the intermolecular energy is predicted to be −81.17 kcal/mol, 
in which the hydrogen bond and van der Waals force energies are −53.93 kcal/mol, and 
the electrostatic energy is −27.24 kcal/mol, indicating that hydrogen bonding dominates 
the intermolecular binding process. 

Figure 4a,b shows the active pocket structure, the shape of the Quercimeritrin mole-
cule, and the associated amino acid residues, and Figure 4c shows the interaction of the 
compound with α-glucosidase to better show how Quercimeritrin and α-glucosidase in-
teract. The results showed that Quercimeritrin formed a hydrophobic interaction with 
some amino acid residues after entering the catalytic site of α-glucosidase, as shown in 
Figure 4b. In addition, there were hydrogen bonds around Quercimeritrin and amino acid 
residues ARG202, ASP203, ASP327, TRP406, ASP443, and ASP542. These hydrogen bonds 
show another important interaction between ligands and proteins. The docking of Quer-
cimeritrin with α-amylase was also performed. The results (Supplementary Figure S3) 
showed that Quercimeritrin could dock in the active pocket of α-amylase, but its docking 
score was much lower than that of α-glucosidase (Supplementary Table S5). In conclusion, 
the interaction between Quercimeritrin and α-glucosidase was strong, which enabled it to 
firmly occupy the active pocket of the enzyme and reduce the enzyme activity through 
steric hindrance, providing an inhibitory effect. 

 
Figure 4. The way the compound binds to glucosidase. (a) An overall diagram of the hydrophobic 
pocket and active site interaction of the compound with α-glucosidase, and (b) three-dimensional 
binding of the compound with α-glucosidase. Labeled key residues, hydrogen bonds formed be-
tween ligands, and key residues (purple) are shown as dotted or solid lines. Blue compounds rep-
resent inhibitors, and purple represents amino acid residues. 

Subsequently, MD simulation was used to analyze the substance (Quercimeritrin) 
that exhibited the strongest inhibitory activity with the α-glucosidase complex and the 
free α-glucosidase. The dynamic stability and structural alterations of the complex sys-
tems were assessed by looking at the radius of gyration (Rg), root-mean-square 

Figure 4. The way the compound binds to glucosidase. (a) An overall diagram of the hydrophobic
pocket and active site interaction of the compound with α-glucosidase, and (b) three-dimensional
binding of the compound with α-glucosidase. Labeled key residues, hydrogen bonds formed between
ligands, and key residues (purple) are shown as dotted or solid lines. Blue compounds represent
inhibitors, and purple represents amino acid residues.

Subsequently, MD simulation was used to analyze the substance (Quercimeritrin) that
exhibited the strongest inhibitory activity with the α-glucosidase complex and the free
α-glucosidase. The dynamic stability and structural alterations of the complex systems
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were assessed by looking at the radius of gyration (Rg), root-mean-square fluctuation
(RMSF), and root-mean-square deviation (RMSD) of the protein backbone. All three of
those compound systems’ RMSD values fluctuated around 1.2, indicating a comparatively
stable system (Figure 5a). The majority of the residues had RMSF values under 2, indicating
similar internal flexibility and fairly stable structures (Figure 5b). When compared with the
free α-glucosidase, there was a significant fluctuation in the residues of ARG202–ASP203,
ILE364–ASN372, ASP443–ASP452, LYS543–ALA545, and SER825–ASN832 residues for the
complex of Quercimeritrin with the enzyme. These results suggested that the amino acids
had more adaptable structures or that these regions were important for carrying out certain
protein activities. This part of the wave peptide is exactly consistent with the amino acid of
the above molecule to produce hydrogen bonds, indicating that Quercimeritrin interacts
with α-glucosidase, forming an enzyme–substrate complex that causes inhibition. The term
“radius of gyration” (Rg) refers to how compact a protein structure is. A more stable protein
is indicated by a lower value. It was discovered that Quercimeritrin and α-glucosidase
complex had a smaller Rg than free α-glucosidase. Because Quercimeritrin formed a more
stable system and had a lower Rg value, it was more likely to bind with α-glucosidase and
demonstrate substantial inhibitory action (Figure 5d).
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In summary, molecular docking and MD experiments have demonstrated that
Quercimeritrin can dock in the active pockets of enzymes and generate intermolecular
forces with some amino acid residues. These interactions allow enzymes and Quercimer-
itrin to form more stable and compact structures, preventing other substrates from binding
to enzymes and, thus, inhibiting enzyme activity.

3.8. Quercimeritrin Effect on Postprandial Blood Glucose in Mice

We subsequently examined the impact of Quercimeritrin on blood glucose levels in an
in vivo starch load test to confirm if the inhibitory effect of Quercimeritrin on α-glucosidase
was the same as that of in vitro investigations. α-Amylase hydrolyzes starch into maltose,
and α-glucosidase hydrolyzes maltose into glucose, causing postprandial blood sugar to
rise. As a result, blood glucose levels following oral maltose indirectly reflect the activity
of α-glucosidase and/or α-amylase. According to Figure 6a, blood sugar levels in starch-
fed mice increased gradually over the first 0.5 h, peaking at 1 h, before decreasing and
eventually approaching fasting blood glucose levels. The hypoglycemic ability of the LD
group was similar to that of the acarbose group, whereas the postprandial blood glucose
level of the HD group of treated mice was significantly lower than that of the control and
acarbose groups (Figure 6a).
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Figure 6. Blood glucose levels in diabetic mice after administration. (a) Blood glucose con-
centration in mice after oral administration of starch. normal saline (model group, model),
100 mg/kg acarbose (positive control group, PC), 100 mg/kg Quercimeritrin (low -dose group, LD),
200 mg/kg Quercimeritrin (high-dose group, HD), and C57BL/6J was used as blank controls (normal).
(b) The corresponding AUC after oral administration of starch in mice. Data are represented as
means ± SEM (n = 10), * p < 0.05 vs. model, ** p < 0.01 vs. model.

The changes in blood glucose in mice were expressed as an area under the glucose curve
(AUC). As shown in Figure 6b, acarbose (100 mg/kg) reduced the glucose AUC of diabetic
mice by 20.31% (43.0 mmol/(L*h)), 19.0% (43.7 mmol/(L*h)) for Quercimeritrin (100 mg/kg),
and 24.5% (40.7 mmol/(L*h)) for Quercimeritrin (200 mg/kg). These results indicate that
Quercimeritrin can significantly inhibit postprandial hyperglycemia in diabetic mice at the
in vivo level, which is consistent with the results of in vitro inhibition experiments.

4. Conclusions

In this study, we investigated the inhibitory activities of 12 flavonoid glycosides on
α-amylase and α-glucosidase and found that some flavonoid glycosides with specific
structures could meet the need for selective inhibition of the two starch-digesting enzymes.
The glycoside group at A7 and the OH groups at B5′ and B4′ are conducive to the inhibition
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of α-glucosidase. TheOH groups at A6, C3, B4′, and B5′ are favorable for the inhibition of
α-amylase. In addition, in vitro and in vivo experiments jointly verified that Quercimeritrin
can be used as a highly effective selective inhibitor of α-glucosidase. Its selective inhibition
mechanism is as follows: Quercimeritrin has a higher affinity for α-glucosidase and interacts
with amino acid residues in the active pocket of α-glucosidase through noncovalent bonds
(mainly hydrogen bonds), resulting in conformational changes of the enzyme to form
an enzyme–Quercimeritrin complex, which plays an inhibitory role. In the future, in
addition to developing more effective selective inhibitors, we need to determine how to
apply selective inhibitors of α-glucosidase to achieve slow but complete digestion of starch,
eliminating the side effects of existing inhibitors while smoothly controlling postprandial
blood glucose.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/foods12183415/s1, Table S1: α-Glucosidase and α-amylase
inhibitory efficacy; Table S2: Vmax and Km values of Quercimeritrin inhibiting α-amylase and
α-glucosidase; Table S3: Quenching constants (Ksv), binding constants (Ka), and thermodynamic
parameters of Quercimeritrin with α-glucosidase and α-amylase interaction at different temperatures;
Table S4: The thermodynamic parameters ∆H, ∆S, and ∆G of Quercimeritrin with α-glucosidase and
α-amylase interaction at different temperatures; Table S5: Molecular docking scores of inhibitor and
acarbose; Table S6: Virtual screening result. Figure S1: (a,b) Fluorescence spectra of α-glucosidase and
α-amylase in the presence of Quercimeritrin at various concentrations (300.15 K); (c,d) Fluorescence
spectra of α-glucosidase and α-amylase in the presence of Quercimeritrin at various concentrations
(305.15 K); (e,f) Fluorescence spectra of α-glucosidase and α-amylase in the presence of Quercimeritrin
at various concentrations (310.15 K); Figure S2: Synchronous fluorescence spectra of α-glucosidase
and α-amylase with Quercimeritrin at ∆λ = 15 nm and ∆λ = 60 nm (a,b,d,e), the corresponding plot
of the ratios of synchronous fluorescence quenching (RSFQ) (c,f); Figure S3: The way the compound
binds to glucosidase. (a) An overall diagram of the hydrophobic pocket and active site interac-
tion of the compound with α-glucosidase, (b) three-dimensional binding of the compound with
α-glucosidase. Labeled key residues, hydrogen bonds formed between ligands and key residues
(purple), and π–π interactions (green) are shown as dotted or solid lines.

Author Contributions: F.G.: Investigation, Data curation, Formal analysis, Writing—original draft.
J.A.: Resources, Software. M.W.: Data curation, Formal analysis. W.Z.: Methodology, Valida-
tion. C.C.: Methodology, Validation. X.M.: Supervision, S.L.: Conceptualization, Funding acquisi-
tion, Project administration. P.W.: Conceptualization, Funding acquisition, Project administration,
Writing—review and editing. F.R.: Conceptualization, Funding acquisition, Project administra-
tion, Writing—review and editing. All authors have read and agreed to the published version
of the manuscript.

Funding: This work was supported by the National Key R&D Program of China (2021YFD2101000/
2021YFD2101001).

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Ethics Committee of Beijing Huayuan Times Technology Co., Ltd.
Ethics Committee on the Management and Welfare of Laboratory Animals (protocol code HYSD2023-
04 and 2023-03-31).

Data Availability Statement: The datasets generated for this study are available on request to the
corresponding author.

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

References
1. Bello, N.A.; A Pfeffer, M.; Skali, H.; McGill, J.B.; Rossert, J.; A Olson, K.; Weinrauch, L.; E Cooper, M.; de Zeeuw, D.; Rossing, P.;

et al. Retinopathy and clinical outcomes in patients with type 2 diabetes mellitus, chronic kidney disease, and anemia. BMJ Open
Diabetes Res. Care 2014, 2, e000011. [CrossRef] [PubMed]

2. Patel, H.; Royall, P.G.; Gaisford, S.; Williams, G.R.; Edwards, C.H.; Warren, F.J.; Flanagan, B.M.; Ellis, P.R.; Butterworth, P.J.
Structural and enzyme kinetic studies of retrograded starch: Inhibition of alpha-amylase and consequences for intestinal digestion
of starch. Carbohydr. Polym. 2017, 164, 154–161. [CrossRef]

https://www.mdpi.com/article/10.3390/foods12183415/s1
https://doi.org/10.1136/bmjdrc-2013-000011
https://www.ncbi.nlm.nih.gov/pubmed/25452859
https://doi.org/10.1016/j.carbpol.2017.01.040


Foods 2023, 12, 3415 15 of 16

3. Butterworth, P.J.; Warren, F.J.; Ellis, P.R. Human alpha-amylase and starch digestion: An interesting marriage. Starch-Starke 2011,
63, 395–405. [CrossRef]

4. Patil, P.; Mandal, S.; Tomar, S.K.; Anand, S. Food protein-derived bioactive peptides in management of type 2 diabetes. Eur. J.
Nutr. 2015, 54, 863–880. [CrossRef]

5. Krentz, A.J.; Bailey, C.J. Oral antidiabetic agents—Current role in type 2 diabetes mellitus. Drugs 2005, 65, 385–411. [CrossRef]
[PubMed]

6. Shahidpour, S.; Panahi, F.; Yousefi, R.; Nourisefat, M.; Nabipoor, M.; Khalafi-Nezhad, A. Design and synthesis of new antidiabetic
alpha-glucosidase and alpha-amylase inhibitors based on pyrimidine-fused heterocycles. Med. Chem. Res. 2015, 24, 3086–3096.
[CrossRef]

7. Kumar, R.V.; Sinha, V.R. Newer insights into the drug delivery approaches of alpha-glucosidase inhibitors. Expert Opin. Drug
Deliv. 2012, 9, 403–416. [CrossRef]

8. Prpa, E.J.; Bajka, B.H.; Ellis, P.R.; Butterworth, P.J.; Corpe, C.P.; Hall, W.L. A systematic review ofin vitrostudies evaluating
the inhibitory effects of polyphenol-rich fruit extracts on carbohydrate digestive enzymes activity: A focus on culinary fruits
consumed in Europe. Crit. Rev. Food Sci. Nutr. 2021, 61, 3783–3803. [CrossRef]

9. Etxeberria, U.; de la Garza, A.L.; Campión, J.; Martínez, J.A.; I Milagro, F. Antidiabetic effects of natural plant extracts via
inhibition of carbohydrate hydrolysis enzymes with emphasis on pancreatic alpha amylase. Expert Opin. Ther. Targets 2012, 16,
269–297. [CrossRef]

10. Lim, J.; Zhang, X.; Ferruzzi, M.G.; Hamaker, B.R. Starch digested product analysis by HPAEC reveals structural specificity of
flavonoids in the inhibition of mammalian alpha-amylase and alpha-glucosidases. Food Chem. 2019, 288, 413–421. [CrossRef]

11. Li, K.; Yao, F.; Xue, Q.; Fan, H.; Yang, L.; Li, X.; Sun, L.; Liu, Y. Inhibitory effects against alpha-glucosidase and alpha-amylase of
the flavonoids-rich extract from Scutellaria baicalensis shoots and interpretation of structure-activity relationship of its eight
flavonoids by a refined assign-score method. Chem. Cent. J. 2018, 12, 82. [CrossRef]

12. Proença, C.; Ribeiro, D.; Freitas, M.; Fernandes, E. Flavonoids as potential agents in the management of type 2 diabetes through
the modulation of alpha-amylase and alpha-glucosidase activity: A review. Crit. Rev. Food Sci. Nutr. 2022, 62, 3137–3207.
[CrossRef]

13. Petrussa, E.; Braidot, E.; Zancani, M.; Peresson, C.; Bertolini, A.; Patui, S.; Vianello, A. Plant Flavonoids-Biosynthesis, Transport
and Involvement in Stress Responses. Int. J. Mol. Sci. 2013, 14, 14950–14973. [CrossRef] [PubMed]

14. Hua, F.; Zhou, P.; Wu, H.-Y.; Chu, G.-X.; Xie, Z.-W.; Bao, G.-H. Inhibition of alpha-glucosidase and alpha-amylase by flavonoid
glycosides from Lu’an GuaPian tea: Molecular docking and interaction mechanism. Food Funct. 2018, 9, 4173–4183. [CrossRef]
[PubMed]

15. Ghaffari, M.A.; Chaudhry, B.A.; Uzair, M.; Imran, M.; Haneef, M.; Ashfaq, K. Biological and phytochemical investigations of
crude extracts of Astragalus creticus. Pak. J. Pharm. Sci. 2021, 34, 403–409.

16. El Menyiy, N.; Aboulaghras, S.; Bakrim, S.; Moubachir, R.; Taha, D.; Khalid, A.; Abdalla, A.N.; Algarni, A.S.; Hermansyah, A.;
Ming, L.C.; et al. Genkwanin: An emerging natural compound with multifaceted pharmacological effects. Biomed. Pharmacother.
2023, 165, 115159. [CrossRef] [PubMed]

17. Wu, S.; Tian, L. A new flavone glucoside together with known ellagitannins and flavones with anti-diabetic and anti-obesity
activities from the flowers of pomegranate (Punica granatum). Nat. Prod. Res. 2019, 33, 252–257. [CrossRef]

18. Chenafa, H.; Mesli, F.; Daoud, I.; Achiri, R.; Ghalem, S.; Neghra, A. In silico design of enzyme alpha-amylase and alpha-glucosidase
inhibitors using molecular docking, molecular dynamic, conceptual DFT investigation and pharmacophore modelling. J. Biomol.
Struct. Dyn. 2022, 40, 6308–6329. [CrossRef]

19. Flores-Bocanegra, L.; Pérez-Vásquez, A.; Torres-Piedra, M.; Bye, R.; Linares, E.; Mata, R. alpha-Glucosidase Inhibitors from
Vauquelinia corymbosa. Molecules 2015, 20, 15330–15342. [CrossRef] [PubMed]

20. Xu, Y.; Rashwan, A.K.; Ge, Z.; Li, Y.; Ge, H.; Li, J.; Xie, J.; Liu, S.; Fang, J.; Cheng, K.; et al. Identification of a novel alpha-
glucosidase inhibitor from Melastoma dodecandrum Lour. fruits and its effect on regulating postprandial blood glucose. Food
Chem. 2023, 399, 133999. [CrossRef]

21. Sun, H.; Wang, D.; Song, X.; Zhang, Y.; Ding, W.; Peng, X.; Zhang, X.; Li, Y.; Ma, Y.; Wang, R.; et al. Natural Prenylchalconaringenins
and Prenylnaringenins as Antidiabetic Agents: Alpha-Glucosidase and alpha-Amylase Inhibition and in Vivo Antihyperglycemic
and Antihyperlipidemic Effects. J. Agric. Food Chem. 2017, 65, 1574–1581. [CrossRef]

22. Lin, S.; Zhang, G.; Liao, Y.; Pan, J.; Gong, D. Dietary Flavonoids as Xanthine Oxidase Inhibitors: Structure-Affinity and
Structure-Activity Relationships. J. Agric. Food Chem. 2015, 63, 7784–7794. [CrossRef] [PubMed]

23. Liu, Y.; Zhu, J.; Yu, J.; Chen, X.; Zhang, S.; Cai, Y.; Li, L. A new functionality study of vanillin as the inhibitor for alpha-glucosidase
and its inhibition kinetic mechanism. Food Chem. 2021, 353, 129448. [CrossRef]

24. Wang, Q.Q.; Cheng, N.; Yi, W.B.; Peng, S.M.; Zou, X.Q. Synthesis, nitric oxide release, and alpha-glucosidase inhibition of nitric
oxide donating apigenin and chrysin derivatives. Bioorganic Med. Chem. 2014, 22, 1515–1521. [CrossRef] [PubMed]

25. Roe, D.R.; Cheatham, T.E., III. PTRAJ and CPPTRAJ: Software for Processing and Analysis of Molecular Dynamics Trajectory
Data. J. Chem. Theory Comput. 2013, 9, 3084–3095. [CrossRef] [PubMed]

26. Xie, L.; Mo, J.; Ni, J.; Xu, Y.; Su, H.; Xie, J.; Chen, W. Structure-based design of human pancreatic amylase inhibitors from the
natural anthocyanin database for type 2 diabetes. Food Funct. 2020, 11, 2910–2923. [CrossRef]

https://doi.org/10.1002/star.201000150
https://doi.org/10.1007/s00394-015-0974-2
https://doi.org/10.2165/00003495-200565030-00005
https://www.ncbi.nlm.nih.gov/pubmed/15669880
https://doi.org/10.1007/s00044-015-1356-2
https://doi.org/10.1517/17425247.2012.663080
https://doi.org/10.1080/10408398.2020.1808585
https://doi.org/10.1517/14728222.2012.664134
https://doi.org/10.1016/j.foodchem.2019.02.117
https://doi.org/10.1186/s13065-018-0445-y
https://doi.org/10.1080/10408398.2020.1862755
https://doi.org/10.3390/ijms140714950
https://www.ncbi.nlm.nih.gov/pubmed/23867610
https://doi.org/10.1039/C8FO00562A
https://www.ncbi.nlm.nih.gov/pubmed/29989631
https://doi.org/10.1016/j.biopha.2023.115159
https://www.ncbi.nlm.nih.gov/pubmed/37481929
https://doi.org/10.1080/14786419.2018.1446009
https://doi.org/10.1080/07391102.2021.1882340
https://doi.org/10.3390/molecules200815330
https://www.ncbi.nlm.nih.gov/pubmed/26307962
https://doi.org/10.1016/j.foodchem.2022.133999
https://doi.org/10.1021/acs.jafc.6b05445
https://doi.org/10.1021/acs.jafc.5b03386
https://www.ncbi.nlm.nih.gov/pubmed/26285120
https://doi.org/10.1016/j.foodchem.2021.129448
https://doi.org/10.1016/j.bmc.2014.01.038
https://www.ncbi.nlm.nih.gov/pubmed/24508143
https://doi.org/10.1021/ct400341p
https://www.ncbi.nlm.nih.gov/pubmed/26583988
https://doi.org/10.1039/C9FO02885D


Foods 2023, 12, 3415 16 of 16

27. Li, C.; Begum, A.; Numao, S.; Park, K.H.; Withers, S.G.; Brayer, G.D. Acarbose rearrangement mechanism implied by the
kinetic and structural analysis of human pancreatic alpha-amylase in complex with analogues and their elongated counterparts.
Biochemistry 2005, 44, 3347–3357. [CrossRef]

28. Lim, J.; Ferruzzi, M.G.; Hamaker, B.R. Structural requirements of flavonoids for the selective inhibition of alpha-amylase versus
alpha-glucosidase. Food Chem. 2022, 370, 130981. [CrossRef]

29. Milella, L.; Milazzo, S.; De Leo, M.; Saltos, M.B.V.; Faraone, I.; Tuccinardi, T.; Lapillo, M.; De Tommasi, N.; Braca, A. alpha-
Glucosidase and alpha-Amylase Inhibitors from Arcytophyllum thymifolium. J. Nat. Prod. 2016, 79, 2104–2112. [CrossRef]

30. Ibrahim, S.; Al-Ahdal, A.; Khedr, A.; Mohamed, G. Antioxidant alpha-amylase inhibitors flavonoids from Iris germanica rhizomes.
Rev. Bras. De Farmacogn.-Braz. J. Pharmacogn. 2017, 27, 170–174. [CrossRef]

31. Tundis, R.; Bonesi, M.; Sicari, V.; Pellicanò, T.M.; Tenuta, M.C.; Leporini, M.; Menichini, F.; Loizzo, M.R. Poncirus trifoliata
(L.) Raf.: Chemical composition, antioxidant properties and hypoglycaemic activity via the inhibition of alpha-amylase and
alpha-glucosidase enzymes. J. Funct. Foods 2016, 25, 477–485. [CrossRef]

32. Desseaux, V.; Stocker, P.; Brouant, P.; Ajandouz, E.H. The Mechanisms of Alpha-Amylase Inhibition by Flavan-3-Ols and the
Possible Impacts of Drinking Green Tea on Starch Digestion. J. Food Sci. 2018, 83, 2858–2865. [CrossRef]

33. Silva, E.; Lobo, J.; Vinther, J.; Borges, R.; Staerk, D. High-Resolution alpha-Glucosidase Inhibition Profiling Combined with
HPLC-HRMS-SPE-NMR for Identification of Antidiabetic Compounds in Eremanthus crotonoides (Asteraceae). Molecules 2016,
21, 782. [CrossRef]

34. Meng, Y.; Su, A.; Yuan, S.; Zhao, H.; Tan, S.; Hu, C.; Deng, H.; Guo, Y. Evaluation of Total Flavonoids, Myricetin, and Quercetin
from Hovenia dulcis Thunb. As Inhibitors of alpha-Amylase and alpha-Glucosidase. Plant Foods Hum. Nutr. 2016, 71, 444–449.
[CrossRef]

35. Wang, H.; Wang, J.; Liu, Y.; Ji, Y.; Guo, Y.; Zhao, J. Interaction mechanism of carnosic acid against glycosidase (alpha-amylase and
alpha-glucosidase). Int. J. Biol. Macromol. 2019, 138, 846–853. [CrossRef] [PubMed]

36. Ye, C.; Zhang, R.; Dong, L.; Chi, J.; Huang, F.; Dong, L.; Zhang, M.; Jia, X. alpha-Glucosidase inhibitors from brown rice bound
phenolics extracts (BRBPE): Identification and mechanism. Food Chem. 2022, 372, 131306. [CrossRef] [PubMed]

37. Chen, Y.; Barkley, M.D. Toward understanding tryptophan fluorescence in proteins. Biochemistry 1998, 37, 9976–9982. [CrossRef]
[PubMed]

38. Ghisaidoobe, A.B.T.; Chung, S.J. Intrinsic Tryptophan Fluorescence in the Detection and Analysis of Proteins: A Focus on Forster
Resonance Energy Transfer Techniques. Int. J. Mol. Sci. 2014, 15, 22518–22538. [CrossRef] [PubMed]

39. Shi, J.-H.; Pan, D.-Q.; Wang, X.-X.; Liu, T.-T.; Jiang, M.; Wang, Q. Characterizing the binding interaction between antimalarial
artemether (AMT) and bovine serum albumin (BSA): Spectroscopic and molecular docking methods. J. Photochem. Photobiol.
B-Biol. 2016, 162, 14–23. [CrossRef]

40. Naeeminejad, S.; Darban, R.A.; Beigoli, S.; Saberi, M.R.; Chamani, J. Studying the interaction between three synthesized
heterocyclic sulfonamide compounds with hemoglobin by spectroscopy and molecular modeling techniques. J. Biomol. Struct.
Dyn. 2017, 35, 3250–3267. [CrossRef]

41. Danesh, N.; Sedighi, Z.N.; Beigoli, S.; Sharifi-Rad, A.; Saberi, M.R.; Chamani, J. Determining the binding site and binding affinity
of estradiol to human serum albumin and holo-transferrin: Fluorescence spectroscopic, isothermal titration calorimetry and
molecular modeling approaches. J. Biomol. Struct. Dyn. 2018, 36, 1747–1763. [CrossRef]

42. Cui, Y.; Liang, G.; Hu, Y.-H.; Shi, Y.; Cai, Y.-X.; Gao, H.-J.; Chen, Q.-X.; Wang, Q. Alpha-Substituted Derivatives of Cinnamaldehyde
as Tyrosinase Inhibitors: Inhibitory Mechanism and Molecular Analysis. J. Agric. Food Chem. 2015, 63, 716–722. [CrossRef]

43. Gong, T.; Yang, X.; Bai, F.; Li, D.; Zhao, T.; Zhang, J.; Sun, L.; Guo, Y. Young apple polyphenols as natural alpha-glucosidase
inhibitors: In vitro and in silico studies. Bioorganic Chem. 2020, 96, 103625. [CrossRef]

44. Qin, Y.; Chen, X.; Xu, F.; Gu, C.; Zhu, K.; Zhang, Y.; Wu, G.; Wang, P.; Tan, L. Effects of hydroxylation at C3′ on the B ring and
diglycosylation at C3 on the C ring on flavonols inhibition of alpha-glucosidase activity. Food Chem. 2023, 406, 135057. [CrossRef]
[PubMed]

45. Ross, P.D.; Subramanian, S. Thermodynamics of Protein Association Reactions—Forces Contributing to Stability. Biochemistry
1981, 20, 3096–3102. [CrossRef] [PubMed]

46. Wu, X.; Ding, H.; Hu, X.; Pan, J.; Liao, Y.; Gong, D.; Zhang, G. Exploring inhibitory mechanism of gallocatechin gallate on
a-amylase and a-glucosidase relevant to postprandial hyperglycemia. J. Funct. Foods 2018, 48, 200–209. [CrossRef]

47. Yang, J.; Wang, X.; Zhang, C.; Ma, L.; Wei, T.; Zhao, Y.; Peng, X. Comparative study of inhibition mechanisms of structurally
different flavonoid compounds on alpha-glucosidase and synergistic effect with acarbose. Food Chem. 2021, 347, 129056. [CrossRef]

48. Sim, L.; Willemsma, C.; Mohan, S.; Naim, H.Y.; Pinto, B.M.; Rose, D.R. Structural Basis for Substrate Selectivity in Human
Maltase-Glucoamylase and Sucrase-Isomaltase N-terminal Domains. J. Biol. Chem. 2010, 285, 17763–17770. [CrossRef] [PubMed]

49. Rasouli, H.; Hosseini-Ghazvini, S.M.; Adibi, H.; Khodarahmi, R. Differential alpha-amylase/alpha-glucosidase inhibitory
activities of plant-derived phenolic compounds: A virtual screening perspective for the treatment of obesity and diabetes. Food
Funct. 2017, 8, 1942–1954. [CrossRef]

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

https://doi.org/10.1021/bi048334e
https://doi.org/10.1016/j.foodchem.2021.130981
https://doi.org/10.1021/acs.jnatprod.6b00484
https://doi.org/10.1016/j.bjp.2016.10.001
https://doi.org/10.1016/j.jff.2016.06.034
https://doi.org/10.1111/1750-3841.14353
https://doi.org/10.3390/molecules21060782
https://doi.org/10.1007/s11130-016-0581-2
https://doi.org/10.1016/j.ijbiomac.2019.07.179
https://www.ncbi.nlm.nih.gov/pubmed/31356939
https://doi.org/10.1016/j.foodchem.2021.131306
https://www.ncbi.nlm.nih.gov/pubmed/34638069
https://doi.org/10.1021/bi980274n
https://www.ncbi.nlm.nih.gov/pubmed/9665702
https://doi.org/10.3390/ijms151222518
https://www.ncbi.nlm.nih.gov/pubmed/25490136
https://doi.org/10.1016/j.jphotobiol.2016.06.025
https://doi.org/10.1080/07391102.2016.1252283
https://doi.org/10.1080/07391102.2017.1333460
https://doi.org/10.1021/jf505469k
https://doi.org/10.1016/j.bioorg.2020.103625
https://doi.org/10.1016/j.foodchem.2022.135057
https://www.ncbi.nlm.nih.gov/pubmed/36459800
https://doi.org/10.1021/bi00514a017
https://www.ncbi.nlm.nih.gov/pubmed/7248271
https://doi.org/10.1016/j.jff.2018.07.022
https://doi.org/10.1016/j.foodchem.2021.129056
https://doi.org/10.1074/jbc.M109.078980
https://www.ncbi.nlm.nih.gov/pubmed/20356844
https://doi.org/10.1039/C7FO00220C

	Introduction 
	Materials and Methods 
	Materials 
	Virtual Screening 
	In Vitro -Glucosidase Activity Assay 
	In Vitro -Amylase Activity Assay 
	Inhibition Kinetic Analysis 
	Fluorescence Quenching Experiment 
	Molecular Docking Simulation 
	Molecular Dynamics Study 
	Postprandial Blood Glucose Level Measurement 
	Statistical Analysis 

	Results and Discussion 
	Structural Properties of Compounds That Selectively Inhibit Starch-Digesting Enzymes 
	Inhibition Kinetics of Compounds on Starch-Digesting Enzymes 
	Enzyme and Quercimeritrin Affinity Verification 
	Binding Sites and Binding Constants 
	Thermodynamic Parameters and Binding Forces 
	Synchronous Fluorescence Spectra 
	Molecular Docking and Molecular Dynamics Simulation (MD) 
	Quercimeritrin Effect on Postprandial Blood Glucose in Mice 

	Conclusions 
	References

