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Abstract:
Introduction: Diabetes mellitus (DM) is a global health concern associated with impaired glucose metabolism and
postprandial  hyperglycaemia.  Acarbose,  an  α-amylase  and  α-glucosidase  inhibitor,  is  widely  used  but  causes
gastrointestinal side effects. This study explores anthraquinone-based compounds as potential alternatives with fewer
adverse effects. Compounds with different substituents are selected to investigate the effect of structural variations
on  their  interactions  with  the  key  carbohydrate  digestive  enzymes  in  silico,  their  physicochemical  and
cheminformatics  profiles.

Methods:  Fourteen  anthraquinone  derivatives  were  investigated  using  web  tools  and  in  silico  methods.  ADME
properties, drug-likeness, toxicity, and bioactivity were predicted using SwissADME, ADMETlab, ProTox 3.0, and
MolPredictX tools.  Molecular docking was conducted using AutoDock Vina to test  their  binding affinities with α-
amylase (PDB: 1B2Y) and α-glucosidase (PDB: 5NN8).

Results: All compounds followed Lipinski’s Rule of Five and exhibited binding affinities similar to acarbose. AQ12
and AQ13 demonstrated the strongest interaction with α-amylase, while AQ8 and AQ14 showed potent binding to α-
glucosidase. AQ14 formed the highest number of hydrophobic bonds, enhancing binding stability. Most compounds
inhibited  key  catalytic  residues,  such  as  His  305  in  α-amylase  and  Asp  518  in  α-glucosidase.  AQ9  exhibited  low
predicted toxicity and favourable ADME properties.

Discussion: The results support existing evidence of anthraquinones as promising antidiabetic agents, where few
compounds  with  different  structural  variations  display  strong  inhibitory  potential  against  α-amylase  and  α-
glucosidase,  with  binding  interactions  comparable  to  acarbose.

Conclusion: This study identifies AQ7, AQ9, and AQ12 to have valuable inhibitory potential against α-amylase and α-
glucosidase,  supporting  their  role  as  antidiabetic  drugs.  They  demonstrated  strong  binding  and  favourable
pharmacological  properties;  however  further  optimization  and  enhancement  is  required  .
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1. INTRODUCTION
DM,  a  metabolic  disorder  characterized  by  elevated

blood glucose levels due to impaired glucose metabolism,
is  a  major  global  health  concern.  As  of  2024,  it  has
affected an estimated 589 million individuals aged 20 to
79  worldwide  [1,  2].  DM  leads  to  chronic  complications
such  as  retinopathy,  inflammatory  diseases,  neuropathy,
nephropathy, and delayed wound healing [1]. Researchers
have been actively investigating strategies and developing
new  drugs  to  manage  blood  glucose  levels  and  prevent
acute and chronic complications of DM.

Limiting  the  rate  of  glucose  absorption  is  a  simple
strategy for preventing post-prandial hyperglycaemia for
several years [3]. These glucose spikes can be minimized
by  consuming  a  low-carbohydrate  diet  and  adding  an  α-
glucosidase and amylase inhibitor that inhibits the break-
down of oligosaccharides, polysaccharides, and glycogen
into glucose and maltose,  respectively [4].  Acarbose is  a
known inhibitor of both these enzymes. Nevertheless, as it
prevents carbohydrate digestion, acarbose has led to gas-
trointestinal  side  effects  such  as  bloating,  diarrhea,  and
abdominal discomfort that affect the compliance of using
it  among diabetic  individuals  for  long-term management
[5].  Therefore,  scientists  have  been  aiming  to  discover
alternatives  to  acarbose  with  fewer  adverse  effects.

Anthraquinones  are  a  subclass  of  polyketides  within
the  quinone  family,  which  is  characterized  by  a  core
structure of three fused benzene rings with ketone groups
at  the  9,10-carbon  [6].  Among  their  diverse  therapeutic
applications, anthraquinones have shown promising poten-
tial  in  treating  diabetes  mellitus,  primarily  due  to  their
ability  to  inhibit  key  carbohydrate-hydrolysing  enzymes
such as α-amylase and α-glucosidase. Beyond enzyme inhi-
bition,  some  anthraquinones  have  been  reported  to  en-
hance  insulin  sensitivity  and  promote  glucose  uptake,
which is essential for maintaining glucose homeostasis [6,
7].  Thus  anthraquinone-based  compounds  are  conse-
quently being explored as potential alternatives to conven-
tional diabetic drugs like acarbose.

Based  on  a  diverse  range  of  functional  group  substi-
tutions  14  anthraquinone  derivatives  were  selected  for
this study .  In a previous study,  it  was noted that anthr-
aquinones with different structures and substituents, such
as  emodin,  chrysophanol,  aloe-emodin,  physcion,  and
rhein, exerted antidiabetic effects through diverse mecha-
nisms  [8].  Thus,  the  selection  of  14  derivatives  in  this
study aimed to identify the effect of structural diversity on
the bioactivity  of  anthraquinones.  This  enables  a  deeper
understanding  of  how  different  substituents  influence
enzyme binding, pharmacokinetics, and therapeutic poten-
tial.

2. MATERIALS AND METHODS

2.1. Preparation of Compounds
A total of 14 compounds were selected, tabulated, and

coded from AQ1 to AQ14 (Fig. 1).  The structure of acar-
bose is depicted in Fig. (2).  SMILES data were obtained
from  the  PubChem  database  for  the  physicochemical,

ADME  (absorption,  distribution,  metabolism,  and  excre-
tion),  drug-likeness  properties,  toxicity  and  biological
activity prediction (Table S1). Their structures were also
retrieved from the PubChem database in Structural Data
File  (SDF)  format  and  converted  to  Protein  Data  Bank
(PDB) format using Open Babel software [9].  The lowest
energy conformations were identified using an Amsterdam
Modelling  Suite  (AMS)  conformer  generator  and  were
used  for  molecular  docking  [10].

2.2.  Physicochemical,  ADME,  and  Drug-likeness
Properties

Using the SMILES of each anthraquinone recorded in
Table  S1,  SwissADME  and  ADMETlab  tools  were  emp-
loyed  for  investigating  physicochemical  and  pharmaco-
kinetic properties, including molecular weight, hydrogen
bond donors (HBD) and hydrogen bond acceptors (HBA),
topological polar surface area (tPSA), lipophilicity (LogP),
solubility (LogS), P-glycoprotein (P-gp) substrates, enzyme
inhibitors  and  bioavailability  above  30%  (F-30)  and
Lipinski’s rule of five [11]. Drug-likeness scores were also
generated using the MolSoft online tool [12].

2.3. Prediction of Toxicity
The toxicity of each compound was predicted using the

Protox  3.0  tool,  where  organ  toxicities  such  as  hepa-
toxicity, neurotoxicity, nephrotoxicity, respiratory toxicity,
and  cardiotoxicity  were  included.  The  predicted  median
lethal  dose  (LD50)  and  toxicity  class  (1  to  6,  1  being  the
most toxic and 6 being the least toxic) were recorded [13].

2.4. Additional Biological Target Prediction
The  SwissTargetPrediction  tool  was  used  to  provide

quantitative probabilities for the bioactivity properties of
all shortlisted anthraquinones [14].

2.5. Preparation of Protein Structures
The  3D  crystal  structures  of  α-amylase  (PDB:  1B2Y)

and α-glucosidase (PDB: 5NN8) enzymes complexed with
the native inhibitor acarbose, which served as a positive
control, were downloaded from RCSB, Protein Data Bank
in a PDB format, and visualized in Biovia Discovery Studio
Visualizer36 V25.1.0.24284 [15]. During preparation, the
water molecules and heteroatoms were removed. Further,
the  protein  structures  were  subjected  to  energy  minimi-
zation using Swiss-PDB Viewer (SPDBV) 4.10. The missing
atoms in the structures were checked and resolved [16].

2.6. Molecular Docking Studies
Molecular docking was performed on two major hydro-

lyzing  enzymes  of  carbohydrates  using  the  14  anthra-
quinone structures using AutoDock Vina software (Scripps
Research Institute, USA). The protein was loaded into the
AutoDock  tool,  polar  hydrogen  residues  and  Kollman
atomic charges were added, and radii were assigned and
saved  as  PDBQT.  All  bonds  in  compounds  were  kept
flexible.  All  calculations  were  set  for  fixed  protein  and
flexible  ligand  docking  using  the  Lamarckian  Genetic
Algorithm (LGA) method. Grid boxes were set based on the
center  of  the  native  ligand  of  both  α-glucosidase  and  α-
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amylase, and their XYZ coordinates include X: 107.640 Y:
-29.892 Z: 1.991 Å and X: 102.640 Y: 9.850 Z: 29.741 Å,
respectively, with a grid size of 40. Command prompt was
used to run the Vina, and the best conformation out of ten
runs  with  the  lowest  docked  energy  was  analyzed  for  a
protein-ligand  complex  of  each  phytoconstituent.  The

average affinity for the best poses was taken as the final
affinity  value.  The  interactions  of  α-glucosidase  and  α-
amylase protein-ligand conformations, including hydrogen
and  hydrophobic  bonds,  and  their  interacting  residues
were analyzed using BIOVIA Discovery Studio Visualizer
[15].

Fig. (1). 2D structures of the anthraquinone derivatives.
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Fig. (2). 2D structure of acarbose.

3. RESULTS

3.1.  Physicochemical,  ADME,  and  Drug-likeness
Properties

As shown in Table 1, all compounds satisfied Lipinski’s
Rule  of  Five,  indicating  good  potential  for  oral  bioavail-
ability. The total polar surface area (tPSA) values ranged
from 34.14 to 99.72 Å, with hydroxylated compounds (e.g.,
AQ8,  AQ9)  and  sulfonated  compounds  (e.g.,  AQ14)  exhi-
biting the highest values. High tPSA values can enhance
solubility but may limit membrane permeability. Hydroxyl-
rich  derivatives  such  as  quinizarin  (AQ8)  and  alizarin
(AQ9)  also  demonstrated  the  highest  hydrogen  bond
acceptor (HBA) and donor (HBD) counts, contributing to
solubility yet potentially hindering passive diffusion. AQ14,
being  sulfonated,  showed  both  high  tPSA and  molecular
weight, which may reduce passive absorption while poten-
tially  offering  targeted  solubility  and  transport  benefits.
Conversely, chlorinated compounds like AQ3 and AQ6 had
low HBD counts and higher LogP values, indicating better
membrane permeability.

LogP values, indicating lipophilicity, ranged from 1.64
to 3.77 across most compounds, which is within the ideal
range  for  passive  membrane  diffusion.  AQ12,  however,
exceeded  this  range  significantly  (LogP  =  5.62).  Distri-
bution coefficients (LogD) for all compounds were within
the  acceptable  range  (1–5),  reflecting  balanced  hydro-
philic/lipophilic profiles suitable for systemic distribution
(Table 2).

Solubility  analysis  (LogS)  revealed  that  most  com-
pounds  had  poor  aqueous  solubility  (LogS  <  –5),  except
AQ13  and  AQ14,  which  showed  better  solubility  with
values  of  –3.47  and  –3.69,  respectively.  Poor  solubility
remains  a  limiting  factor  for  many  anthraquinone  deri-
vatives  and  may  require  formulation  strategies  for  en-
hancement  (Table  2).

Caco-2  cell  permeability,  an  indicator  of  intestinal
absorption,  was  below the  optimal  threshold  (>4.70)  for
all  compounds,  suggesting  limited  passive  intestinal  up-
take. However, most compounds were predicted to be non-
inhibitors and non-substrates of P-gp, which is favourable
for reducing efflux-related resistance and improving intra-
cellular drug concentrations. Bioavailability, measured as
F-20  and  F-30  (bioavailability  above  20%  and  30%,
respectively),  was  predicted  to  be  high  for  most  comp-
ounds. AQ2, AQ8, AQ9, and AQ12 stood out with favour-
able absorption potential (Table 2).

In terms of distribution, plasma protein binding (PPB)
was  very  high  across  all  compounds  (94–99%),  implying
reduced levels of free, pharmacologically active drugs in
systemic circulation but potentially longer half-life due to
reservoir  effects.  Blood-brain  barrier  (BBB)  penetration
was achieved only by a few compounds, notably AQ3, AQ4,
AQ5, AQ6, AQ10, and AQ11, suggesting selective central
nervous  system  (CNS)  exposure.  The  volume  of  distri-
bution  (VD)  was  above  the  threshold  (>0.07  L/kg)  for
nearly  all  compounds,  with  particularly  high  VD  values
observed  for  AQ12  (2.646)  and  AQ14  (1.01),  suggesting
extensive tissue distribution (Table 2).
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Table 1. Physical characterization and fulfilment of Lipinski’s rule of five of the 14 selected compounds.

Compound Chemical Name tPSA (Å) LogP HBA HBD Molecular Weight (MW/mol) Lipinski's Rule of 5

AQ1 1-(methylamino)anthraquinone 46.17 2.31 2 1 237.25 Yes

AQ2 1,4-diaminoanthraquinone 86.18 1.64 2 2 238.24 Yes

AQ3 1,5-dichloroanthraquinone 34.14 3.77 2 0 277.1 Yes

AQ4 1-chloroanthraquinone 34.14 3.12 2 0 242.66 Yes

AQ5 2-chloroanthraquinone 34.14 3.12 2 0 242.66 Yes

AQ6 1,8-dichloroanthraquinone 34.14 3.77 2 0 277.1 Yes

AQ7 2-hydroxyanthraquinone 54.37 2.17 3 1 224.21 Yes

AQ8 1,4-dihydroxyanthraquinone (quinizarin) 74.6 1.87 4 2 240.21 Yes

AQ9 1,2-dihydroxyanthraquinone (alizarin) 74.6 1.87 4 2 240.21 Yes

AQ10 Anthraquinone 34.14 2.46 2 0 208.21 Yes

AQ11 2-methylanthraquinone 34.14 2.77 2 0 222.24 Yes

AQ12 2-tert-butylanthraquinone 34.14 3.76 2 0 264.32 Yes

AQ13 Anthraquinone-2-carboxylic acid 71.44 2.16 4 1 252.22 Yes

AQ14 Sodium anthraquinone-2-sulfonate 99.72 2.45 5 0 328.27 Yes
Note: tPSA: Topological polar surface area; LogP: Lipid permeability; HBA: Hydrogen bond acceptors; HBD: Hydrogen bond donors.

Table  2.  Physiochemical  properties,  absorption,  and  distribution  prediction  scores  of  anthraquinone
derivatives.

Compound

Physicochemical Property Absorption (>0.5) Distribution

LogS (>-4) LogD (1-5) LogP (0-3)
Caco-2
(>4.70)

P-gp
Inhibitor

P-gp
Substrate

F-20 F-30 PPB
BBB

(≥0.1)
VD (>0.07

L/kg)

AQ1 -6.158 3.552 3.972 -4.655 +++ --- --- - 95.50% -- 0.341

AQ2 -6.226 2.963 3.284 -5.019 +++ --- --- + 81% --- 0.791

AQ3 -5.68 3.436 3,686 -4.491 +++ --- --- -- 98.50% ++ 0.11

AQ4 -5.41 3.311 3.48 -4.393 +++ --- --- -- 98.10% - 0.116

AQ5 -5.855 3.398 3.913 -4.245 +++ --- --- --- 98.50% + 0.002

AQ6 -5.764 3.451 3.724 -4.64 +++ --- --- --- 98.80% ++ 0.126

AQ7 -5.884 3.134 3.329 -4.661 ++ --- --- -- 94.80% --- 0.249

AQ8 -5.832 3.338 3.743 -4.674 ++ --- --- ++ 95.80% --- 0.62

AQ9 -5.058 2.688 2.768 -4.77 +++ --- --- ++ 97.20% --- -0.371

AQ10 -5.247 3.036 3.171 -4.223 +++ --- --- - 95.40% -- 0.211

AQ11 -5.872 3.525 3.897 -4.294 +++ --- --- -- 97.70% -- 0.261

AQ12 -6.516 4.38 5.622 -4.626 +++ --- --- + 98.40% --- 2.646

AQ13 -3.472 1.919 2.823 -4.61 +++ --- --- -- 98.90% --- -0.909

AQ14 -3.687 1.941 2.008 -4.44 +++ --- --- --- 97.30% --- 1.01
Note:  LogS:  solubility;  LogD:  distribution  coefficient;  LogP:  lipid  permeability;  Caco-2:  human  epithelial  cell  line  Caco-2;  P-gp:  P  glycoprotein;  F-20:
bioavailability above 20%; F-30: bioavailability above 30%; PPB: plasma protein binding; BBB: blood-brain barrier; VD: volume of distribution. The cut-off
values are provided in parentheses.

Drug-likeness scores were calculated using the Molsoft
online tool,  with an ideal  range of  0 to 2,  as depicted in
Fig.  (3).  None of  the anthraquinone derivatives  met  this
threshold, likely due to high molecular weights, excessive
lipophilicity,  rigid  aromatic  frameworks,  or  suboptimal
hydrogen  bonding  characteristics.  However,  compounds

with scores closer to the lower end (more negative) were
considered better candidates for lead optimization. AQ13
showed  the  most  favourable  score  (–0.06),  followed  by
AQ7 (–0.14), AQ5 (–0.30), and AQ9 (–0.35). Notably, AQ13
and  AQ9  also  demonstrated  strong  binding  profiles,
making  them  top  candidates  for  further  refinement.
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Fig. 3 contd.....
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Fig. 3 contd.....
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Fig. (3). Drug-likeness scores of anthraquinones. Cut-off value ranges from 0 to 2.

Table 3. Metabolism, excretion, and toxicity prediction scores of anthraquinone compounds.

Compound

Metabolism (>0.5) Excretion Toxicity (< 0.5)

1A2 3A4 2C9 2C19 2D6
t1/2 CL(ml/min/kg) hERG LD50 (mg/kg) FDAMDD

I S I S I S I S I S

AQ1 +++ +++ -- --- --- --- ++ ++ --- --- 0.936 6.33 0.192 5000 0.256
AQ2 --- +++ +++ --- ++ --- --- +++ -- --- 2.536 4.226 0.088 5790 0.257
AQ3 +++ +++ --- --- --- --- ++ --- --- --- 1.045 4.177 0.185 1000 0.291
AQ4 +++ +++ --- --- --- --- --- -- -- --- 1.188 5.159 0.174 1000 0.273
AQ5 +++ +++ --- -- -- --- -- - ++ --- 1.109 5.573 0.264 1000 0.301
AQ6 +++ +++ --- --- --- --- --- ++ --- --- 0.982 5.06 0.187 1000 0.287
AQ7 +++ +++ + --- -- --- -- -- ++ --- 1.023 10.875 0.15 7000 0.371
AQ8 +++ +++ --- --- --- --- --- -- --- --- 1.514 12.07 0.042 5000 0.277
AQ9 +++ +++ --- --- --- --- --- --- --- --- 1.66 12.248 0.08 7000 0.316

AQ10 +++ +++ -- --- --- --- --- ++ ++ --- 1.97 6.847 0.165 5000 0.26
AQ11 +++ +++ ++ --- + --- -- + +++ --- 1.596 7.31 0.175 2795 0.282
AQ12 +++ - --- -- ++ --- +++ --- ++ --- 0.49 7.087 0.272 2795 0.548
AQ13 +++ + --- --- -- +++ - --- +++ --- 1.791 1.162 0.095 900 0.238
AQ14 +++ +++ --- --- --- --- --- -- -- --- 1.357 3.76 0.145 2357 0.555

Note: I – Inhibitor, S - Substrate, t1/2 - Half-life, CL - Clearance, hERG - hERG potassium channel, LD50 - Lethal Dose, FDAMDD - Maximum recommended daily
dose, For the classification endpoints, the prediction probability values are transformed into six symbols: 0-0.1 (---), 0.1-0.3 (--), 0.3-0.5 (-), 0.5-0.7 (+), 0.7-0.9
(++), and 0.9-1.0 (+++).

3.2. Prediction of Toxicity
The  toxicological  assessment  indicated  low  to  mode-

rate  hERG  inhibition  (cardiotoxicity  risk)  for  most  com-
pounds,  with  AQ5  and  AQ12  showing  slightly  higher
values (Table 3). Median lethal dose (LD50) values ranged
from 900 to 7000 mg/kg, with AQ13 being the most toxic
and  AQ7/AQ9  being  the  least  in  comparison.  FDA  maxi-
mum  recommended  daily  dose  (FDAMDD)  predictions

were  acceptable  for  most  compounds,  with  AQ12  and
AQ14  showing  higher  tolerable  limits.

3.3. Biological Target Prediction
Biological  target  prediction  using  SwissTarget-

Prediction revealed that enzymes, particularly oxidoreduc-
tases, were the most frequent predicted targets. AQ9 and
AQ13  showed  the  broadest  range  of  predicted  inter-
actions, while AQ4 and AQ6 demonstrated narrower target
specificity. The bioactivity scores are recorded in Fig. (4).
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3.4.  In  Silico  Docking  Study  with  α-amylase  and  α-
glucosidase

Molecular  docking  studies  provided  insights  into  the
binding interactions and affinities of the compounds with
α-amylase (Table 4). Acarbose, used as a reference ligand,
demonstrated the strongest binding with a binding energy
of –9.2 kcal/mol and the highest number of total contacts
(24),  including 13 hydrogen bonds. Among the test com-
pounds,  AQ12 and  AQ13 exhibited  the  best  binding  affi-
nities  (both  –9.0  kcal/mol),  each  forming  two  hydrogen
bonds  alongside  van  der  Waals  (VDW)  and  hydrophobic
interactions. AQ2, AQ9, and AQ14 also showed promising
binding  energies  (–8.5  kcal/mol),  forming  multiple  hyd-
rogen bonds (3–5). Key residues involved in binding across
multiple  compounds  included  His  305,  Gln  63,  and  Trp
58/59, indicating their importance in the active or binding
site.  The  involved  residues  and  binding  pose  of  the  top
four protein-ligand complexes with the highest number of 
interactions with α-amylase are displayed in Fig. (5A-D),
while the others are displayed in Fig. (S1).

In the subsequent docking comparison as displayed in
Table  5,  acarbose  showed  the  strongest  affinity  (–8.35
kcal/mol),  forming  eight  hydrogen  bonds  with  α-
glucosidase  followed  by  AQ8  (–7.7  kcal/mol),  AQ13,  and
AQ14  (–7.4  kcal/mol),  with  AQ14  displaying  the  highest
number of total contacts (17) and extensive hydrophobic
interactions  with  α-glucosidase.  Frequent  binding  site
residues  included  Arg  600,  Asp  282,  Met  519,  Trp  481,
and Phe 649. Some compounds, such as AQ12, AQ3, AQ5,
and AQ6, showed moderate binding affinities (–7.2 to –6.0
kcal/mol), with interaction profiles dominated by VDW and
hydrophobic  interactions  rather  than  hydrogen  bonding.
AQ4  demonstrated  the  lowest  binding  affinity  (–5.9
kcal/mol) with minimal interactions. The involved residues
and binding pose of the top four protein-ligand complexes
with the highest number of interactions with α-glucosidase
are  displayed  in  Fig.  (6A-D),  while  the  others  are
displayed  in  Fig.  (S2).

Table  4.  Number  and  type  of  interactions  of  anthraquinones  and  interacting  amino  acid  residues  with  α-
amylase, ranked based on binding energies, beginning with the lowest, with acarbose in the last row.

Compounds
Total

Contacts
Energy

(Kcal/mol)
H Bonds Van der Waals Hydrophobic Interactions

AQ12 13 -9.0 2 (His 305, Gln 63)
8 (Trp 58, Asp 300, Ala 198, His 299, Leu

162, Asp 197, Leu 165, Thr 163)
3 (Trp 59 -2, Tyr 62)

AQ13 10 -9.0 2 (His 305, Gln 63)
5 (His 101, Trp 58, Tyr 62, Asp 197, Thr

163)
3 (Trp 59 -2, Leu 165)

AQ8 10 -8.8 2 (His 305, Gln 63)
5 (Trp 58, Leu 165, His 101, Tyr 62, Asp

197)
2 (Trp 59)

AQ2 11 -8.5
5 (Tyr 62 -2, Gln 63, His 305,

Asp 300)
4 (Thr 163, Leu 165, His 101, Trp 58) 2 (Trp 59)

AQ9 12 -8.5 3 (His 305, Asp 300, Gln 63)
5 (His 299, Trp 58, His 101, Leu 165, Thr

163)
3 (Trp 59 -2, Tyr 62)

AQ14 13 -8.5 4 (His 305 -2, Trp 59, Gln 63) 4 (Trp 58, Tyr 62, Asp 356, Trp 357) 5 (His 305, Trp 59 -3, Leu 165)

AQ11 11 -8.4 2 (His 305, Gln 63)
5 (Trp 58, Asp 197, His 101, Leu 165, Thr

163)
4 (Trp 59 -2, Tyr 62 -2)

AQ3 8 -8.3 2 (His 305, Gln 63) 1 (Tyr 62) 5 (Trp 59 -3, Trp 58, Leu 165)

AQ4 9 -8.2 2 (His 305, Gln 63) 2 (Trp 58, Tyr 62) 4 (Trp 59 -3, Leu 165)

AQ5 11 -8.2 2 (His 305, Gln 63)
5 (Trp 58, Asp 197, His 101, Leu 165, Thr

163)
4 (Trp 59 -2, Tyr 62 -2)

AQ6 10 -8.0 2 (His 305, Gln 63)
5 (Tyr 62, Leu 165, Thr 163, Gly 104, Trp

58)
3 (Trp 59)

AQ7 9 -7.9 2 (His 305, Gln 63) 4 (Tyr 62, Leu 165, Thr 163, Trp 58) 3 (Trp 59)

AQ10 9 -7.9 2 (His 305, Gln 63)
5 (Trp 58, Tyr 62, His 101, Leu 165, Thr

163)
2 (Trp 59)

AQ1 9 -7.8 2 (His 305, Asp 300)
6 (Trp 58, Gly 306, Asp 197, Tyr 62, Leu

165, Gln 63)
1 (Trp 59)

Acarbose 24 -9.2

13 (Thr 163, Gln 63 -2, Trp 59,
His 299, Asp 300 -2, Glu 233,

Arg 195, Gly 306, Lys 200, His
305, Tyr 62)

9 (Gly 104, Leu 165, Trp 58, His 101, Leu
162, Tyr 151, His 201, Ile 235, Asp 197)

2 (Ala 198, Tyr 62)
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Fig. (5). The 2D diagram of receptor-ligand interaction shows the docking conformation of the top four compounds with the highest
number of interactions, (A) AQ12, (B) AQ13, (C) AQ8, (D) AQ2, in the binding site of α-amylase. Interactions in light and dark green
colours represent hydrogen bonds; interactions in light pink, dark pink, or purple colours represent hydrophobic interactions.
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Fig. (6). The 2D diagram of receptor-ligand interaction shows the docking conformation of the top four compounds with the highest
number of interactions, (A) AQ8, (B) AQ13, (C) AQ14, and (D) AQ12 in the binding site of α-glucosidase. Interactions in light and dark
green colours represent hydrogen bonds; interactions in pink or purple colours represent hydrophobic interactions.



Evaluation of Anthraquinone Derivatives in Diabetes Mellitus 19

Table 5. Number and type of interactions of each shortlisted compound and interacting amino acid residues
with α-glucosidase, sorted based on binding energies, beginning with the lowest, with acarbose in the last row.

Compounds Total
Contacts

Energy
(Kcal/mol) H Bonds Van der Waals Hydrophobic Interactions

AQ8 12 -7.7 1 (Arg 600) 8 (Leu 677, Leu 678, Ser 676, Phe 649, Asp 616,
Asp 282, Met 519, Phe 525) 3 (Trp 376, Trp 481 -2)

AQ13 13 -7.4 - 9 (Leu 678, Leu 677, Ser 676, Phe 649, Trp 376,
Leu 405, Asp 518, Asp 404, Arg 600)

4 (Trp 481, Met 519, Asp 616, Leu
650)

AQ14 17 -7.4 1 (Arg 600) 8 (Trp 376, Phe 649, Ile 441, Asp 404, Trp 516, Trp
613, Asp 282, Met 519)

8 (Asp 616 -2, Trp 481 -2, Asp 518 -2,
His 674 -2)

AQ12 8 -7.2 - 6 (Trp 481, Trp 376, Phe 649, Leu 650, Asp 616,
Asp 282) 2 (Phe 525)

AQ11 14 -6.8 1 (Arg 600) 7 (Phe 525, Asp 282, Met 519, Asp 518, Trp 613,
Phe 649, Trp 376)

6 (Asp 616 -2, Trp 481 -2, His 674,
Trp 516)

AQ2 14 -6.7 2 (Arg 600, Asp
282)

7 (Phe 525, Met 519, Trp 516, Asp 518, Phe 649,
Asp 404, Trp 376) 5 (Asp 616 -2, Trp 481 -3)

AQ9 12 -6.7 2 (Arg 600, Asp
518)

6 (Asp 282, Phe 525, Met 519, Trp 613, Phe 649,
Trp 376) 4 (Arg 600, Asp 616, Trp 481)

AQ1 10 -6.6 2 (Asp 282, Ser
676) 4 (Leu 678, Leu 677, Phe 649, Trp 376) 4 (Leu 650 -2, Asp 616, Trp 481)

AQ10 12 -6.4 - 9 (Leu 678, Leu 677, Ser 676, Phe 649, Asp 616,
Arg 600, Asp 282, Met 519, Phe 525) 3 (Trp 376, Trp 481 -2)

AQ7 9 -6.4 1 (Arg 600) 5 (Asp 518, Met 519, Asp 282, Trp 376, Phe 649) 3 (Trp 481, Asp 616 -2)

AQ3 11 -6.3 - 7 (Arg 600, Asp 282, Leu 678, Ser 676, Phe 649,
Trp 376, Leu 677)

4 (Trp 481, Met 519, Asp 616, Leu
650)

AQ5 13 -6.2 - 7 (Leu 677, Ser 676, Phe 649, Ile 441, Asp 404, Asp
518, Arg 600)

6 (Asp 616 -2, Met 519, Trp 481, Trp
376, Leu 650)

AQ6 12 -6.0 - 9 (Arg 281, Leu 283, Ala 284, Leu 650, Phe 649,
Trp 481, Met 519, Phe 525, Ser 523) 3 (Asp 282 -2, Asp 616)

AQ4 9 -5.9 1 (Gln 623) 4 (Pro 285, Thr 286, Pro 287, Glu 622) 4 (Trp 618 -3, Ser 620)

Acarbose 10 -8.35

8 (Asp 518, Asp
443, Ala 284, Trp
618, Asp 616, His
674, Asp 404, Trp

376)

1 (Phe 649) -

4. DISCUSSION
We evaluated the ADME profiles, toxicity parameters,

and  predicted  biological  activities  to  assess  the  drug-
likeness  and  therapeutic  potential  of  a  series  of  anthr-
aquinone derivatives. Their inhibitory effects on α-amylase
and  α-glucosidase  enzymes,  which  play  crucial  roles  in
postprandial glucose regulation, were predicted using an
in silico approach. Anthraquinones with a range of substi-
tutions such as methylamino, diamino, chloro (mono- and
di-substituted at different positions), hydroxy (mono- and
di-substituted),  methyl,  tert-butyl,  carboxylic  acid,  and
sulfonate  groups  were  investigated  in  this  study.  These
groups were chosen for their varying steric, hydrophilic,
or lipophilic properties, which can significantly influence
enzyme  binding  affinity,  membrane  permeability,  and
solubility. Hydrophilic hydroxy and carboxylic acid groups
enhance  hydrogen  bonding  and  water  solubility,  which
may improve enzyme binding and bioavailability [17, 18].
Methylamino and diamino groups, both electron-donating
and  hydrophilic,  can  contribute  to  polarity  and  may
enhance interaction with charged or polar residues in the
enzyme’s  active  site  [19].  Mono-  and  di-substituted
chlorine substitutions are known to increase lipophilicity

and  membrane  permeability,  potentially  enhancing  oral
absorption  [20].  The  tert-butyl  group,  being  bulky  and
hydrophobic,  was  included  to  examine  the  impact  of  its
steric hindrance and hydrophobic interactions through its
methyl  groups  [21].  Lastly,  the  sulfonate  group  was
included to test the effects of high polarity on interactions
at  the  binding  site  [22].  These  structural  modifications
were  selected  to  explore  the  impact  of  functional  group
variation on enzyme inhibition and pharmacokinetic beha-
viour,  thereby  aiding  in  the  identification  of  safer  and
more  efficacious  anthraquinone-based  drug  candidates.

All  tested  anthraquinone  derivatives  met  Lipinski’s
RO5, suggesting good potential for oral bioavailability. It
is generally deemed that compounds obeying this rule are
drug-like. The tPSA of the anthraquinones was below 140
Å  indicating  smooth  penetration  of  the  membranes  and
thus good intestinal absorption [23]. Hydroxylated anthr-
aquinones,  such  as  AQ8  (quinizarin)  and  AQ9  (alizarin),
along with the sulfonated compound AQ14, exhibited the
highest  tPSA  values.  High  tPSA  is  associated  with  en-
hanced  aqueous  solubility  but  may  impede  membrane
permeability, potentially affecting passive diffusion across
biological membranes. However, such features might offer
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advantages in terms of targeted solubility and transporter-
mediated  uptake,  warranting  further  investigation  into
their  pharmacokinetic  behaviour  [24].

The  LogP  values  for  the  tested  compounds  were  on
average  between  1  to  3,  which  suggested  that  the  com-
pounds  acquire  a  balance  of  lipophilicity  and  solubility,
making  them  a  desirable  drug  candidates  [25].  Chlori-
nated compounds, such as AQ3 and AQ6, exhibited lower
HBD counts and higher LogP values, suggesting improved
membrane  permeability.  This  is  due  to  increased  lipo-
philicity. These properties may facilitate superior passive
diffusion,  making  them  attractive  candidates  for  oral
delivery  [26].  However,  the  potential  toxicity  associated
with halogenated compounds necessitates careful assess-
ment [26].

The  Caco-2  permeability  values  also  suggest  that  all
anthraquinones  have  a  moderately  high  permeability,
except AQ2, which has a lower permeability. While AQ13
and AQ14 demonstrate better solubility than others, with
LogS values  recorded above  -3,  further  adjustments  will
be  required  to  enhance  their  solubility.  The  hydrogen
binding  abilities  vary  among  the  compounds,  but  sulfo-
nated anthraquinone AQ14 was noted to have the highest
number of HBA, indicating that it could interact strongly
in polar surroundings [27]. This result is further supported
by AQ14 having the highest tPSA. Both outcomes propose
that  AQ14  may  encounter  challenges  in  crossing  lipid
membranes  while  having  higher  solubility,  which  may
affect its absorption. These findings are consistent with a
previous  study  using  the  Caco-2  cell  line,  which  showed
that  compounds  with  high  tPSA  and  strong  hydrogen
binding ability reduced Caco-2 permeability due to limited
passive diffusion across the intestinal epithelium [28].

P-gps are membrane transporters that  actively pump
drugs out of cells, serving as a drug efflux pump [29]. It is
noteworthy  that  most  compounds  were  predicted  to  be
non-inhibitors and non-substrates of P-gp, which is favour-
able for reducing efflux-related resistance and improving
intracellular drug concentrations. While their LogD values
are well within the cut-off limit, they are mostly bound to
plasma  proteins,  indicating  few  free  active  molecules  to
display therapeutic effects [30]. The high PPB observed for
all  compounds  (94–99%)  suggests  that  the  drugs  will
primarily circulate in a bound form, which could prolong
their half-life and sustain therapeutic levels over time. A
study reported that emodin, an anthraquinone compound,
exhibited  high  PPB,  which  contributed  to  delayed  onset
and  prolonged  drug  action,  but  also  required  careful
consideration of its free drug concentrations and potential
therapeutic  windows  [31].  AQ3,  AQ4,  AQ5,  AQ6,  AQ10,
and  AQ11  demonstrated  the  ability  to  cross  the  BBB,
suggesting  potential  CNS  activity.  Previous  work  has
indicated that anthraquinones such as rhein and emodin
can cross the BBB, which opens possibilities for treating
neurological conditions [32].

CYP1A2  and  CYP3A4  are  enzymes  found  in  the  liver
that  primarily  metabolise  a  range  of  drugs  and  endo-
genous molecules [33].  CYP1A2 is inhibited by 13 of  the
anthraquinone compounds, with AQ2 being the exception,

indicating  that  their  ability  to  interfere  with  the  meta-
bolism of other drugs that are degraded by this enzyme.
CYP3A4  is  not  involved  in  the  metabolism  of  all  14
compounds in this investigation, which reduces the risk of
drug  interactions.  In  contrast  to  its  lack  of  inhibition
towards  CYP1A2,  AQ2 was  recorded  to  be  the  strongest
inhibitor of CYP3A4, suggesting that it may require strict
dose  adjustments  and  modifications  to  avoid  interfering
with the metabolism of other drugs by this enzyme [34].

The elimination half-life (t1/2) of a drug shows the time
taken to remove 50% of the drug, while clearance refers to
the rate of drug removal from the plasma. Out of the 14
compounds, 10 had clearance between 5 to 15 mL/min/kg,
indicating a moderate rate of elimination on average [35].
The other four anthraquinones, noted as AQ2, AQ3, AQ13,
and AQ14, had a slower clearance, suggesting that these
compounds would stay in the body for a longer period. In
addition,  AQ2  had  the  longest  half-life  among  all  com-
pounds,  which  suggests  that  AQ2  remains  in  the  circu-
lation  longer  and  may  be  beneficial  for  sustained  thera-
peutic actions.

In  terms  of  toxicity,  AQ7  and  AQ9  are  classified  as
Class  IV  (non-toxic)  and  are  considered  the  safest  com-
pounds  among  the  rest,  with  a  high  LD50.  Meanwhile,
AQ13,  placed  in  Class  VI  (harmful  if  swallowed),  may
cause  mild  harm  if  ingested.

Viewing  their  bioactivity,  most  anthraquinones  are
predicted to interact with enzymes, especially oxidoreduc-
tases, which is consistent with the redox-active nature of
anthraquinone  scaffolds.  AQ9  and  AQ13,  showing  the
widest  range  of  predicted  interactions,  suggest  multi-
target  therapeutic  potential.  In  contrast,  AQ4  and  AQ6,
with  narrower  target  specificity,  potentially  offer  advan-
tages in applications requiring focused action with fewer
off-target effects.

Drug-likeness scores quantitatively shows the potential
of  a  compound  to  become  an  orally  bioavailable  drug.
ADME  results  and  drug-likeness  scores  suggested  that
AQ3 has a high potential as an oral drug. It obtained the
highest LogP and exhibited a drug-likeness score closest
to  0.  A  high  LogP  points  out  that  AQ3  has  better  lipid
solubility and thus penetrates the membrane more easily.
AQ3  would  require  several  optimisations  to  achieve  a
higher  drug-likeness,  but  it  has  demonstrated promising
potential.  Nevertheless, multiple oral drugs were proven
to  be  therapeutically  effective  despite  failing  Lipinski’s
RO5  with  a  low  drug-likeness  [36].  Among  the  14  com-
pounds  investigated  in  this  experiment,  although  13  of
them exhibited relatively low drug-likeness, they could still
hold  potential  as  an  oral  drug  with  further  optimisation
[37].

Analysis of anthraquinones' interaction with α-amylase
revealed that all 14 compounds form hydrogen and hydro-
phobic  bonds  with  the  key  amino  acid  residues  surr-
ounding  the  binding  site.  AQ12  and  AQ13  exhibited  the
strongest binding affinities with a low binding energy (-9.0
kcal/mol).  The  top  three  compounds  with  the  highest
binding affinity with α-amylase were listed as AQ12, AQ13,
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and AQ8. These compounds formed van der Waals bonds
with 9 similar key residues in the native crystal structure.
Overlapping residues across the three compounds include
Trp 58 and Asp 197. Asp 197 is a key catalytic residue in
α-amylase, indicating that all 3 compounds exhibit similar
binding  interactions  as  acarbose.  AQ12,  being  the  com-
pound with the greatest binding affinity to α-amylase, was
noted to have a tert-butyl group, which is a hydrophobic
group. A study reported that known α-amylase inhibitors
form hydrophobic interactions within the enzyme’s active
site, which is lined with hydrophobic residues such as Trp
59 [38]. This aligns with the enzyme’s function of breaking
down  large,  non-polar  polysaccharides.  A  hydrophobic
active site would be necessary to accommodate these non-
polar  polysaccharides.  Therefore,  the  hydrophobic  tert-
butyl  group  of  AQ12  fits  well  into  the  active  site  of  α-
amylase, forming a strong bond between the two.

AQ8 and AQ13 possess hydroxyl and carboxyl groups,
which are hydrophilic in nature [17, 18]. Since the active
site of α-amylase tends to favour hydrophobic interactions,
these  compounds  showed  lower  binding  affinities  com-
pared to AQ12. However, their ability to form interactions
with  key  residues,  specifically,  the  catalytic  residue  Asp
197 and the substrate stabilizer His 101,  may help com-
pensate for their hydrophilic character. Moreover, they do
not rely solely on polar interactions: AQ8 engages in van
der Waals contacts with Trp 58 and Leu 165, while AQ13
interacts with both Trp 58 and Trp 59. These hydrophobic
interactions  contribute  to  the  overall  binding  stability,
allowing AQ8 and AQ13 to remain competitive as potential
inhibitors.

Asp  518  and  Asp  616  were  the  catalytic  residues
crucial  for  the  function  of  α-glucosidase.  Among  the  14
compounds,  a  key  residue,  Asp  518,  was  commonly
involved in binding both acarbose and AQ9 with the same
type  of  interaction,  highlighting  AQ9's  potential  as  a
promising  α-glucosidase  inhibitor.  The  additional  bond
formed between AQ9 and Arg 600 could contribute to the
stability of the compound, as Arg 600 was recorded to be
an inhibitor stabiliser by forming hydrogen bonds with the
inhibitor  [39].  Other  compounds  interacted  with  similar
residues but through different types of bonds compared to
acarbose,  suggesting  a  stronger  preference  of  these
residues for the alternative interaction. This may indicate
that the compounds possess inhibitory properties through
an alternative mechanism of action [40].

For α-glucosidase, the three anthraquinone compounds
with  the  highest  binding  affinity  were  ranked  as  AQ8,
AQ13, and AQ1. This enzyme breaks down smaller, more
polar oligosaccharides, so it requires hydrophilic residues
at its active site for the substrate to bind. A previous study
reported  that  Asp  518  is  the  catalytic  nucleophile  in  α-
glucosidase  [39].  Asp  518  is  a  negatively  charged  polar
amino acid, which means it favours hydrogen bonds over
hydrophobic  bonds,  further  supporting  the  idea  that  α-
glucosidase  forms  stronger  bonds  with  hydrophilic  com-
pounds. AQ8 and AQ13, as mentioned above, had hydro-
philic  groups,  making  them  potent  inhibitors  of  α-
glucosidase.

CONCLUSION
In  conclusion,  AQ7,  AQ9,  and  AQ12  emerged  as  the

most  promising  candidates  based  on  their  favourable
drug-likeness indicators, binding affinity, pharmacokinetic
parameters,  and  safety  profiles.  AQ13,  while  requiring
attention for potential toxicity, showed excellent solubility,
binding  strength,  and  multi-target  potential,  warranting
further investigation. The hydrophobic tert-butyl group in
AQ12 enhanced binding with the hydrophobic active site
of  α-amylase,  while  polar  groups  like  hydroxyl  and
carboxyl  in  AQ7,  AQ9,  and  AQ13  improved  interactions
with  polar  residues  in  α-glucosidase.  AQ12  exhibited
interactions with Asp 197, a significant catalytic residue of
α-amylase, which supported the anthraquinone’s function
as an α-amylase inhibitor. AQ9 showed strong binding to
α-glucosidase by engaging key residues such as Asp 518
and Arg 600, indicating its potential to mimic or improve
upon the mechanism of acarbose. These findings provide a
solid foundation for prioritising anthraquinone derivatives
for  lead  optimization  and  preclinical  evaluation  in  drug
discovery efforts.

AUTHORS’ CONTRIBUTIONS
The authors confirm their contribution to the paper as

follows: E.X.S.: Writing - Original Draft Preparation; D.R.C.:
Writing - Reviewing and Editing; M.M., P.: Data Analysis or
Interpretation;  C.F.C.,  Y.S.T.:  Writing  -  Reviewing  and
Editing;  T.A.:  Study  Concept  or  Design.  All  authors  have
read and agreed to the published version of the manuscript.

LIST OF ABBREVIATIONS

ADME = Absorption, distribution, metabolism
and excretion

AQ = Anthraquinone
BBB = Blood-brain barrier
CNS = Central nervous system
DM = Diabetes mellitus
F-20 = Bioavailability above 20%
F-30 = Bioavailability above 30%
FDAMDD = FDA maximum recommended daily

dose
HBA = Hydrogen bond acceptors
HBD = Hydrogen bond donors
LD50 = Median lethal dose
LGA = Lamarckian Genetic Algorithm
Lipinski’s RO5 = Lipinski’s rule of five
Log D = Distribution coefficient (pH-dependent

lipophilicity)
Log P = Lipophilicity (partition coefficient

between octanol and water)
Log S = Solubility (logarithm of aqueous

solubility)



22   The Open Medicinal Chemistry Journal, 2025, Vol. 19 Sim et al.

MW = Molecular weight
P-gp = P-glycoprotein
PPB = Plasma protein binding
SMILES = Simplified Molecular Input Line Entry

System
t1/2 = Elimination half-life
tPSA = Topological polar surface area
VD = Volume of distribution
VDW = van der Waals

ETHICS  APPROVAL  AND  CONSENT  TO
PARTICIPATE

Not applicable.

HUMAN AND ANIMAL RIGHTS
Not applicable.

CONSENT FOR PUBLICATION
Not applicable.

AVAILABILITY OF DATA AND MATERIALS
The  data  and  supportive  information  are  available

within  the  article.

FUNDING
The  authors  would  like  to  thank  Manipal  University

College  Malaysia  for  providing  financial  support  through
the MUCM-MRB joint seed grant (MUCM-MRB/002/2024).
This  research  is  also  partially  supported  by  Universiti
Malaya,  Malaysia  Research  Excellence  Grant  2024
(UMREG0239-2024).

CONFLICT OF INTEREST
The authors declare no conflict of interest, financial or

otherwise.

ACKNOWLEDGEMENTS
Declared none.

SUPPLEMENTARY MATERIAL

Supplementary material is available on the publisher’s
website along with the published article.

REFERENCES
Garg, S.S.; Vijh, D.; Khan, W.A.; Sharma, A.; Gupta, P.; Gupta, J.[1]
Enhancing  Anti-Diabetic  effects  of  acarbose  with  natural
Polymers:  Mitigation  of  oxidative  stress  and  inflammatory
markers in Drosophila melanogaster (Oregon R + Strain). Mater.
Lett., 2025, 390, 138445.
http://dx.doi.org/10.1016/j.matlet.2025.138445
Nair, H.K.; May, H.S. The utilisation of negative pressure when[2]
standard  wound  care  isn’t  enough:  Accelerated  healing  with
topical epidermal growth factor in a diabetic foot ulcer. Wounds,
2025, 8, 34-38.
Murillo, S.; Mallol, A.; Adot, A.; Juárez, F.; Coll, A.; Gastaldo, I.;[3]
Roura,  E.  Culinary  strategies  to  manage  glycemic  response  in
people  with  type  2  diabetes:  A  narrative  review.  Front.  Nutr.,
2022, 9, 1025993.

http://dx.doi.org/10.3389/fnut.2022.1025993 PMID: 36438742
Omoboyowa, D.A.; Aribigbola, T.C.; Akinsulure, S.T.; Bodun, D.S.;[4]
Olugbogi,  E.A.;  Oni,  E.A.  In  vitro  and  in  silico  Anti-diabetes
mechanism  of  phytochemicals  from  Curculigo  pilosa  and  its
pharmacokinetic profiling via α-amylase inhibition. Mol. Aspects
Med., 2025, 5, 100064.
http://dx.doi.org/10.1016/j.amolm.2025.100064
Dong, Y.; Sui, L.; Yang, F.; Ren, X.; Xing, Y.; Xiu, Z. Reducing the[5]
intestinal  side  effects  of  acarbose  by  baicalein  through  the
regulation of gut microbiota: An in vitro study. Food Chem., 2022,
394, 133561.
http://dx.doi.org/10.1016/j.foodchem.2022.133561  PMID:
35763904
Xie, Z.; Fan, X.; Sallam, A.S.; Dong, W.; Sun, Y.; Zeng, X.; Liu, Z.[6]
Extraction,  isolation,  identification  and  bioactivity  of
anthraquinones from Aspergillus cristatus derived from Fuzhaun
brick tea. Food Chem., 2025, 474, 143104.
http://dx.doi.org/10.1016/j.foodchem.2025.143104  PMID:
39914350
Alam,  M.B.;  Bajpai,  V.K.;  Ra,  J.S.;  Lim,  J.Y.;  An,  H.;  Shukla,  S.;[7]
Quan,  K.T.;  Khan,  I.;  Huh,  Y.S.;  Han,  Y.K.;  Na,  M.;  Lee,  S.H.
Anthraquinone-type inhibitor of α-glucosidase enhances glucose
uptake by activating an insulin-like signaling pathway in C2C12
myotubes. Food Chem. Toxicol., 2019, 129, 337-343.
http://dx.doi.org/10.1016/j.fct.2019.05.005 PMID: 31071387
Zhang,  T.;  Li,  M.;  Lu,  J.;  Wang,  J.;  Zhang,  M.;[8]
Panichayupakaranant,  P.;  Chen,  H.  Insights  into  the  sources,
structure,  and  action  mechanisms  of  quinones  on  diabetes:  A
Review. Molecules, 2025, 30(3), 665.
http://dx.doi.org/10.3390/molecules30030665 PMID: 39942768
Gonzalez,  M.S.P.;  Cheohen,  C.;  Andriolo,  B.V.;  Da  Silva,  M.L.[9]
Development  of  a  database  of  peptides  with  potential  for
pharmacological  intervention  in  human  pathogen  molecular
targets.  Latin  American  Data  in  Science,  2023,  3(1),  16-21.
http://dx.doi.org/10.53805/lads.v3i1.63
Polanco,  E.A.;  Opdam,  L.V.;  Hakkennes,  M.L.A.;  Stringer,  L.;[10]
Pandit,  A.;  Bonnet,  S.  Artificial  carbonic  anhydrase-ruthenium
enzyme  for  photocatalytic  water  oxidation.  ACS  Catal.,  2024,
14(6), 4277-4289.
http://dx.doi.org/10.1021/acscatal.3c05183
Zadorozhnii, P.V.; Kiselev, V.V.; Kharchenko, A.V. In silico adme[11]
profiling  of  salubrinal  and  its  analogues.  Future  Pharmacol.,
2022,  2(2),  160-197.
http://dx.doi.org/10.3390/futurepharmacol2020013
Bouone,  Y.O.;  Bouzina,  A.;  Aouf,  N.E.  Synthesis,  molecular[12]
docking  analysis,  admet  and  drug  likeness  prediction  of  a
benzenesulfonamide derivative analogue of SLC-0111. Med. Sci.
Forum, 2022, 14(1), 24.
Banerjee, P.; Kemmler, E.; Dunkel, M.; Preissner, R. ProTox 3.0: A[13]
webserver  for  the  prediction  of  toxicity  of  chemicals.  Nucleic
Acids Res., 2024, 52(W1), W513-W520.
http://dx.doi.org/10.1093/nar/gkae303 PMID: 38647086
Liu,  X.;  Huang,  X.;  Liu,  Z.;  Liu,  L.;  Tu,  H.  Bioinformatics,[14]
molecular docking simulation and in vitro experiments reveal the
bioactive compounds and mechanism of Coptis chinensis Franch.
against  colorectal  adenocarcinoma.  Pharmacogn.  Mag.,  2023,
19(4), 967-980.
http://dx.doi.org/10.1177/09731296231189553
Abdullah, M.Z.; Bakar, L.M.; Ichwan, S.J.A.; Othman, N.; Taher,[15]
M. Molecular docking study of naturally derived β-mangostin with
antiapoptotic  Bcl-2  proteins  toward  oral  cancer  treatment.
ESTEEM  Acad.  J.,  2022,  12,  128-138.
Pavithra,  V.;  Sudha,  B.S.  The  molecular  docking  study  of[16]
interaction  of  newly  synthesised  benzamide  appended  by
pyrazolone derivatives as ligand molecule with the target protien
6lu7 of novel corona virus. Res. Sq., 2023.
http://dx.doi.org/10.21203/rs.3.rs-3027303/v1
Gu,  Y.;  Zhang,  Y.;  Li,  Z.;  Lei,  Y.;  Sun,  B.;  Yu,  X.;  Wang,  Z.[17]
Fluorinated  poly(p-triphenylene  isatin)  anion  exchange

http://dx.doi.org/10.1016/j.matlet.2025.138445
http://dx.doi.org/10.3389/fnut.2022.1025993
http://www.ncbi.nlm.nih.gov/pubmed/36438742
http://dx.doi.org/10.1016/j.amolm.2025.100064
http://dx.doi.org/10.1016/j.foodchem.2022.133561
http://www.ncbi.nlm.nih.gov/pubmed/35763904
http://dx.doi.org/10.1016/j.foodchem.2025.143104
http://www.ncbi.nlm.nih.gov/pubmed/39914350
http://dx.doi.org/10.1016/j.fct.2019.05.005
http://www.ncbi.nlm.nih.gov/pubmed/31071387
http://dx.doi.org/10.3390/molecules30030665
http://www.ncbi.nlm.nih.gov/pubmed/39942768
http://dx.doi.org/10.53805/lads.v3i1.63
http://dx.doi.org/10.1021/acscatal.3c05183
http://dx.doi.org/10.3390/futurepharmacol2020013
http://dx.doi.org/10.1093/nar/gkae303
http://www.ncbi.nlm.nih.gov/pubmed/38647086
http://dx.doi.org/10.1177/09731296231189553
http://dx.doi.org/10.21203/rs.3.rs-3027303/v1


Evaluation of Anthraquinone Derivatives in Diabetes Mellitus 23

membranes based on hydrophilic hydroxyl side chain modulation
for fuel cells. J. Energy Chem., 2025, 100, 702-709.
http://dx.doi.org/10.1016/j.jechem.2024.09.008
Yuan,  S.;  Li,  J.;  Zhu,  J.;  Volodine,  A.;  Li,  J.;  Zhang,  G.;  Van[18]
Puyvelde,  P.;  Van  der  Bruggen,  B.  Hydrophilic  nanofiltration
membranes  with  reduced  humic  acid  fouling  fabricated  from
copolymers  designed  by  introducing  carboxyl  groups  in  the
pendant  benzene  ring.  J.  Membr.  Sci.,  2018,  563,  655-663.
http://dx.doi.org/10.1016/j.memsci.2018.06.038
Pypec, M.; Jouffret, L.; Taillefumier, C.; Roy, O. First series of N -[19]
alkylamino peptoid homooligomers: solution phase synthesis and
conformational investigation. Beilstein J. Org. Chem., 2022, 18,
845-854.
http://dx.doi.org/10.3762/bjoc.18.85 PMID: 35923157
Surendran,  A.;  Turnbull,  A.;  Flockhart,  A.;  Findlay-Greene,  F.;[20]
Nowosielska,  M.;  Morrison,  D.;  Mincher,  D.J.;  Donnellan,  S.
Design of a new class of broad-spectrum therapeutics targeted to
drug-resistant bacteria. All Life, 2024, 17(1), 2379309.
http://dx.doi.org/10.1080/26895293.2024.2379309
Hoang,  N.M.H.;  Park,  K.  Applications  of  tert-butyl-phenolic[21]
antioxidants in consumer products and their potential toxicities in
humans. Toxics, 2024, 12, 869.
http://dx.doi.org/10.3390/toxics12120869 PMID: 39771084
Kolb,  D.;  Fedulin,  A.;  König,  B.  Anthraquinone  sulfonates  as[22]
water‐soluble  photocatalysts:  Synthetic  applications  and
perspectives.  ChemPhotoChem,  2025,  00,  2500036.
http://dx.doi.org/10.1002/cptc.202500036
Chetty, S.; Armstrong, T.; Sharma Kharkwal, S.; Drewe, W.C.; De[23]
Matteis, C.I.; Evangelopoulos, D.; Bhakta, S.; Thomas, N.R. New
inha  inhibitors  based  on  expanded  triclosan  and  di-triclosan
analogues  to  develop  a  new  treatment  for  tuberculosis.
Pharmaceuticals,  2021,  14(4),  361.
http://dx.doi.org/10.3390/ph14040361 PMID: 33919737
Kibet, S.; Kimani, N.M.; Mwanza, S.S.; Mudalungu, C.M.; Santos,[24]
C.B.R.;  Tanga,  C.M.  Unveiling  the  potential  of  ent-kaurane
diterpenoids:  Multifaceted natural  products  for  drug discovery.
Pharmaceuticals, 2024, 17(4), 510.
http://dx.doi.org/10.3390/ph17040510 PMID: 38675469
Datta,  R.;  Das,  D.;  Das,  S.  Efficient  lipophilicity  prediction  of[25]
molecules employing deep-learning models. Chemom. Intell. Lab.
Syst., 2021, 213, 104309.
http://dx.doi.org/10.1016/j.chemolab.2021.104309
Cyboran-Mikołajczyk,  S.;  Matczak,  K.;  Olchowik-Grabarek,  E.;[26]
Sękowski,  S.;  Nowicka,  P.;  Krawczyk-Łebek,  A.;  Kostrzewa-
Susłow, E.  The influence of  the chlorine atom on the biological
activity  of  2′-hydroxychalcone  in  relation  to  the  lipid  phase  of
biological  membranes  -  Anticancer  and  antimicrobial  activity.
Chem. Biol. Interact., 2024, 398, 111082.
http://dx.doi.org/10.1016/j.cbi.2024.111082 PMID: 38825055
Sherefedin, U.; Belay, A.; Gudishe, K.; Kebede, A.; Kumela, A.G.;[27]
Feyisa, T.; Mahamud, J.H.; Fekadu, S. Physicochemical properties
and drug likeness of hydroxycinnamic acids and their molecular
docking with caffeine and amoxicillin: Potential anticancer drugs.
Results Chem., 2025, 13, 101996.
http://dx.doi.org/10.1016/j.rechem.2024.101996
Çeşme,  M.;  Onur,  S.;  Aksakal,  E.;  Tümer,  F.  Novel  hybrid[28]
structures based on 4-Chlorobenzenesulfonyl and 1,2,3-triazoles:
Synthesis, in vitro biological activities and in silico studies. J. Mol.
Liq., 2024, 409, 125501.
http://dx.doi.org/10.1016/j.molliq.2024.125501

Darusman,  F.;  Rusdiana,  T.;  Sopyan,  I.  Recent  progress  in[29]
pharmaceutical  excipients  as  P-glycoprotein  inhibitors  for
potential  improvement  of  oral  drug  bioavailability:  A
comprehensive  overview.  Pharmacia,  2025,  71,  1-16.
http://dx.doi.org/10.3897/pharmacia.72.e140734
Wen,  A.;  Qin,  A.R.R.;  Tarnowski,  T.;  Ling,  K.H.J.;  Zhang,  H.;[30]
Humeniuk, R.; Regan, S.; Saquing, J.; Liu, W.; Venkatarangan, L.;
Xiao, D. Plasma protein binding determination for unstable ester
prodrugs: Remdesivir and tenofovir alafenamide. J. Pharm. Sci.,
2023, 112(12), 3224-3232.
http://dx.doi.org/10.1016/j.xphs.2023.09.009 PMID: 37722451
Xie, L.; Tang, H.; Song, J.; Long, J.; Zhang, L.; Li, X. Chrysophanol:[31]
A review of  its  pharmacology,  toxicity  and pharmacokinetics.  J.
Pharm. Pharmacol., 2019, 71(10), 1475-1487.
http://dx.doi.org/10.1111/jphp.13143 PMID: 31373015
Farihi, A.; Bouhrim, M.; Chigr, F.; Elbouzidi, A.; Bencheikh, N.;[32]
Zrouri, H.; Nasr, F.A.; Parvez, M.K.; Alahdab, A.; Ahami, A.O.T.
Exploring medicinal  herbs’  therapeutic  potential  and molecular
docking analysis for compounds as potential inhibitors of human
acetylcholinesterase in alzheimer’s disease treatment. Medicina,
2023, 59(10), 1812.
http://dx.doi.org/10.3390/medicina59101812 PMID: 37893530
Liu, J.; Lu, J.; Yao, B.; Zhang, Y.; Huang, S.; Chen, X.; Shen, Y.;[33]
Wang,  X.  Construction  of  humanized  CYP1A2  rats  using
crispr/CRISPR-associated protein 9 to promote drug metabolism
and pharmacokinetic research. Drug Metab. Dispos., 2024, 52(1),
56-62.
http://dx.doi.org/10.1124/dmd.123.001500
Guengerich,  F.P.  INhibition  of  cytochrome  p450  enzymes  by[34]
drugs—molecular basis and practical applications. Biomol. Ther.,
2022, 30(1), 1-18.
http://dx.doi.org/10.4062/biomolther.2021.102 PMID: 34475272
Ahmad, I.; Kuznetsov, A.E.; Pirzada, A.S.; Alsharif, K.F.; Daglia,[35]
M.;  Khan,  H.  Computational  pharmacology  and  computational
chemistry  of  4-hydroxyisoleucine:  Physicochemical,
pharmacokinetic, and DFT-based approaches. Front Chem., 2023,
11, 1145974.
http://dx.doi.org/10.3389/fchem.2023.1145974 PMID: 37123881
Roskoski, R. Rule of five violations among the FDA-approved small[36]
molecule protein kinase inhibitors. Pharmacol. Res., 2023, 191,
106774.
http://dx.doi.org/10.1016/j.phrs.2023.106774 PMID: 37075870
Lu, Z.;  Han, J.;  Ji,  Y.;  Li,  B.;  Zhang, A. Computational design of[37]
CDK1 inhibitors with enhanced target affinity and drug-likeness
using deep-learning framework. Heliyon, 2024, 10(22), e40345.
http://dx.doi.org/10.1016/j.heliyon.2024.e40345 PMID: 39748968
Nahoum,  V.;  Roux,  G.;  Anton,  V.;  Rougé,  P.;  Puigserver,  A.;[38]
Bischoff, H.; Henrissat, B.; Payan, F. Crystal structures of human
pancreatic  α-amylase  in  complex  with  carbohydrate  and
proteinaceous  inhibitors.  Biochem.  J.,  2000,  346(1),  201-208.
http://dx.doi.org/10.1042/bj3460201 PMID: 10657258
Roig-Zamboni, V.; Cobucci-Ponzano, B.; Iacono, R.; Ferrara, M.C.;[39]
Germany, S.; Bourne, Y.; Parenti, G.; Moracci, M.; Sulzenbacher,
G. Structure of human lysosomal acid α-glucosidase–a guide for
the treatment of Pompe disease. Nat. Commun., 2017, 8(1), 1111.
http://dx.doi.org/10.1038/s41467-017-01263-3 PMID: 29061980
Chen,  D.;  Oezguen,  N.;  Urvil,  P.;  Ferguson,  C.;  Dann,  S.M.;[40]
Savidge,  T.C.  Regulation  of  protein-ligand  binding  affinity  by
hydrogen bond pairing. Sci. Adv., 2016, 2(3), e1501240.
http://dx.doi.org/10.1126/sciadv.1501240 PMID: 27051863

http://dx.doi.org/10.1016/j.jechem.2024.09.008
http://dx.doi.org/10.1016/j.memsci.2018.06.038
http://dx.doi.org/10.3762/bjoc.18.85
http://www.ncbi.nlm.nih.gov/pubmed/35923157
http://dx.doi.org/10.1080/26895293.2024.2379309
http://dx.doi.org/10.3390/toxics12120869
http://www.ncbi.nlm.nih.gov/pubmed/39771084
http://dx.doi.org/10.1002/cptc.202500036
http://dx.doi.org/10.3390/ph14040361
http://www.ncbi.nlm.nih.gov/pubmed/33919737
http://dx.doi.org/10.3390/ph17040510
http://www.ncbi.nlm.nih.gov/pubmed/38675469
http://dx.doi.org/10.1016/j.chemolab.2021.104309
http://dx.doi.org/10.1016/j.cbi.2024.111082
http://www.ncbi.nlm.nih.gov/pubmed/38825055
http://dx.doi.org/10.1016/j.rechem.2024.101996
http://dx.doi.org/10.1016/j.molliq.2024.125501
http://dx.doi.org/10.3897/pharmacia.72.e140734
http://dx.doi.org/10.1016/j.xphs.2023.09.009
http://www.ncbi.nlm.nih.gov/pubmed/37722451
http://dx.doi.org/10.1111/jphp.13143
http://www.ncbi.nlm.nih.gov/pubmed/31373015
http://dx.doi.org/10.3390/medicina59101812
http://www.ncbi.nlm.nih.gov/pubmed/37893530
http://dx.doi.org/10.1124/dmd.123.001500
http://dx.doi.org/10.4062/biomolther.2021.102
http://www.ncbi.nlm.nih.gov/pubmed/34475272
http://dx.doi.org/10.3389/fchem.2023.1145974
http://www.ncbi.nlm.nih.gov/pubmed/37123881
http://dx.doi.org/10.1016/j.phrs.2023.106774
http://www.ncbi.nlm.nih.gov/pubmed/37075870
http://dx.doi.org/10.1016/j.heliyon.2024.e40345
http://www.ncbi.nlm.nih.gov/pubmed/39748968
http://dx.doi.org/10.1042/bj3460201
http://www.ncbi.nlm.nih.gov/pubmed/10657258
http://dx.doi.org/10.1038/s41467-017-01263-3
http://www.ncbi.nlm.nih.gov/pubmed/29061980
http://dx.doi.org/10.1126/sciadv.1501240
http://www.ncbi.nlm.nih.gov/pubmed/27051863

	[1. INTRODUCTION]
	1. INTRODUCTION
	2. MATERIALS AND METHODS
	2.1. Preparation of Compounds
	2.2. Physicochemical, ADME, and Drug-likeness Properties
	2.3. Prediction of Toxicity
	2.4. Additional Biological Target Prediction
	2.5. Preparation of Protein Structures
	2.6. Molecular Docking Studies

	3. RESULTS
	3.1. Physicochemical, ADME, and Drug-likeness Properties
	3.2. Prediction of Toxicity
	3.3. Biological Target Prediction
	3.4. In Silico Docking Study with α-amylase and α-glucosidase

	4. DISCUSSION
	CONCLUSION
	AUTHORS’ CONTRIBUTIONS
	LIST OF ABBREVIATIONS
	ETHICS APPROVAL AND CONSENT TO PARTICIPATE
	HUMAN AND ANIMAL RIGHTS
	CONSENT FOR PUBLICATION
	AVAILABILITY OF DATA AND MATERIALS
	FUNDING
	CONFLICT OF INTEREST
	ACKNOWLEDGEMENTS
	SUPPLEMENTARY MATERIAL
	REFERENCES




