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Abstract 
ATP-binding cassette transporter G2 (ABCG2) is an efflux transporter related to the clinical multidrug resistance (MDR) 
phenomenon. Identifying ABCG2 inhibitors could help discover extraordinary curative strategies for carcinoma remedia-
tion. Hitherto, there is no medication drug inhibiting ABCG2 transporter, notwithstanding that a considerable number of 
drugs have been submitted to clinical-trial and investigational phases. In the search for unprecedented chemical compounds 
that could inhibit the ABCG2 transporter, an in silico screening was conducted on the Naturally Occurring Plant-based 
Anticancer Compound-Activity-Target (NPACT) database containing 1574 compounds. Inhibitor-ABCG2 binding affini-
ties were estimated based on molecular docking and molecular minimization (MM) calculations and compared to a co-
crystallized inhibitor (BWQ) acting as a reference inhibitor. Molecular dynamics (MD) simulations pursued by molecular 
mechanics-generalized Born surface area (MM-GBSA) binding energy estimations were further executed for compounds 
with MM-GBSA//MM binding energies lower than BWQ (calc. − 60.5 kcal/mol). NPACT00968 and NPACT01545 demon-
strated auspicious inhibitory activities according to binding affinities (ΔGbinding) over the 100 ns MD simulations that were 
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nearly one and a half folds compared to BWQ (− 100.4, − 94.7, and − 62.9 kcal/mol, respectively). Throughout the 100 ns 
MD simulations, structural and energetical analyses unveiled outstanding stability of the ABCG2 transporter when bound 
with NPACT00968 and NPACT01545. In silico calculations hold a promise for those two inhibitors as drug candidates of 
ABCG2 transporter and emphasize that further in vitro and in vivo experiments are guaranteed.

Graphical abstract

Keywords  ABCG2 · Multidrug resistance · NPACT database · Molecular docking · Molecular dynamics simulations

Introduction

In the last decades, multidrug resistance (MDR) has been 
one of the leading troubles that confront clinical remedia-
tion, particularly chemotherapy for different types of cancer 
[1]. One of the most pivotal drug resistance factors is linked 
to the ATP-binding cassette (ABC) transporters present 
on plasma membranes [2]. Up to now, forty-eight human 
ABC transporters have been pinpointed and categorized 
into seven subfamilies (ABCA through ABCG) according 
to sequence resemblance [3]. Additionally, ABC transporters 
are the causative agents for the drug absorption, distribution, 
metabolism, excretion, and toxicity (ADMET) properties 
[4]. ABCG2 (the second member of the ABCG subfamily) 
plays an intrinsic role in inducing MDR inside the cancer 
cells [5, 6]. In normal human tissues, the ABCG2 transporter 

is presented in various tissues such as endothelial cells of the 
blood-brain barrier, small intestine, and the epithelial cells’ 
apical membrane [7, 8]. Indeed, the ABCG2 transporter acts 
as a homodimer on cellular plasma membranes [9]. There-
fore, the ABCG2 transporter has a critical role in detoxifica-
tion and safeguarding against cytotoxic factors via effluxing 
xenobiotics from the cells [10]. In cancer cells, ABCG2 
is overexpressed, leading to cancer cells being resistant 
to chemotherapy agents. No drug has been approved in 
countering the ABCG2-mediated MDR yet. Consequently, 
exploring novel ABCG2 inhibitors could enhance the bio-
availability of the anticancer drugs, lessen MDR, and result 
in more efficient treatment [11].

A great deal of previous research has been conducted on 
the structure and impacts of inhibitors on ABCG2 trans-
porter [12, 13]. A recent study has shown that the flat ring 
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structure of tariquidar and propafenone derivatives improves 
ABCG2’s inhibitory activity [14]. Data from several stud-
ies suggested that the BMS-599626, imatinib, sitravatinib, 
mitoxantrone, and PZ-39 are prospective ABCG2 drug can-
didates via different mechanisms [15–18]. While virtual 
screening of clinical and investigational drugs as ABCG2 
inhibitors revealed that pibrentasvir, venetoclax, and ledi-
pasvir would be promising inhibitors (calc. ki = 1.14 nM, 
16.4 nM, and 8.19 pM, respectively) toward ABCG2 trans-
porter [19]. Chemical databases were filtrated toward the 
ABCG2 transporter to discover prospective ABCG2 inhibi-
tors utilizing advanced computational approaches, reveal-
ing eight potential inhibitors with binding affinities less 
than − 55.8 kcal/mol [20]. The discovery of naturally occur-
ring compounds as ABCG2 inhibitors has taken its share 
of studies, and it has been assumed that the hydrophobic 
properties of natural products enhanced ABCG2 inhibitory 
activity and can combat MDR [21–23].

In this study, a continued effort was dedicated to dis-
covering potential naturally occurring plant-based ABCG2 
inhibitors. Naturally Occurring Plant-based Anticancer 
Compound-Activity-Target (NPACT) database containing 
1574 compounds were in silico screened against ABCG2 
transporter. Binding energies of the most potent NPACT 
compounds complexed with ABCG2 transporter were esti-
mated throughout the 100 ns molecular dynamics (MD) 
simulations utilizing molecular mechanics-generalized born 
surface area (MM-GBSA) approach. The structural and ener-
getical constancies of the top potent NPACT compounds in 
complex with ABCG2 transporter were then inspected over 
the 100 ns MD course. The current study sheds light on the 
potentiality of NPACT compounds as prospective drug can-
didates to vanquish BCRP-mediated MDR and consequently 
represent an efficient agent for rational discovery of modula-
tors of other proteins.

Computational methodology

ABCG2 preparation

The three dimensional cryo-electron microscopy (EM) of the 
ABCG2 transporter bound with tert-butyl3-((3S,6S,12aS)-
9-(cyclopentyloxy)-6-isobutyl-1,4-dioxo-1,2,3,4,6,7,12,12a-
octahydro-pyrazino[1',2':1,6]pyrido[3,4-b]indol-3-yl)pro-
panoate (BWQ; also known as MZ29) (PDB code: 6FFC 
[12]) was obtained from RCSB Protein Data Bank (https://​
www.​rcsb.​org/) as a template for all in silico calculations. 
The crystal structure of the ABCG2 transporter was pre-
pared by removing hetero-atoms, crystallographic waters, 
and ions. All missing residues were constructed using 

Modeller software [24]. Additionally, the protonation states 
of the titratable amino acid residues were assigned using the 
H ++ web server [25].

Validation of in silico protocol

The performance of the employed in silico protocol in 
anticipating the ligand-ABCG2 binding mode was assessed 
based on two experimentally resolved structures of ABCG2 
transporter bound with a ligand. The two ligands were 
4-(4-methyl-piperazin-1-YLmethyl)-N-[4-methyl-3-(4-
pyridin-3-YL-pyrimidin-2-YLamino)-phenyl]-benzamide 
(imatinib/STI) and MZ29/BWQ (PDB ID: 6VXH [15] and 
6FFC [12], respectively).

Database preparation

Naturally Occurring Plant-based Anticancer Compound-
Activity-Target (NPACT) database containing 1574 com-
pounds was downloaded and prepared [26]. All compounds 
were obtained in 2D structural data format (SDF), and their 
3D chemical structures were generated with the assistance 
of Omega2 software [27, 28]. The geometrical structures 
of the NPACT compounds were then minimized using an 
MMFF94S force field with the help of SZYBKI software 
[29, 30]. The partial atomic charges of NPACT compounds 
were evaluated using the Gasteiger-Marsili method [31]. 
Duplicated compounds with identical InChIKey were 
stripped out [32]. The number of duplicates was 63 com-
pounds. The prepared files of the NPACT database are avail-
able at www.​compc​hem.​net/​ccdb.

Molecular docking

All molecular docking calculations were conducted using 
AutoDock Vina software [33]. MGTools1.5.6 was used to 
convert the ABCG2 transporter structure into pdbqt format 
on the basis of AutoDock protocol [34, 35]. THR435 and 
ASN436, substantial amino acid residues in the active sites 
of chains A and B, were presented as conformationally flex-
ible residues; however, all other residues were treated as 
rigid parts. The search exhaustiveness number was adjusted 
to 200. Other AutoDock Vina parameters were preserved to 
their default values. The docking grid box dimension was set 
to 30 Å × 30 Å × 30 Å along x-, y- and z-axes, respectively. 
The grid spacing of 1.0 Å was utilized. The grid center coor-
dinates were 130.869, 126.675, 145.206 (XYZ assignments, 
respectively). A workflow diagram of the employed compu-
tational approaches and the filtration process of the NPACT 
database is illustrated in Fig. 1.

https://www.rcsb.org/
https://www.rcsb.org/
http://www.compchem.net/ccdb
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Molecular minimization calculations

All docked inhibitor-ABCG2 complexes were then mini-
mized to an RMSD of 10−9 Å with the assistance of Sander 
code implemented inside AMBER16 software [36]. In 
molecular mechanical (MM) minimization, the Truncated 
Newton linear Conjugate Gradient method with optional 
LBFGS pre-conditioning (LBFGS-TNCG) algorithm [37] 
was applied in an implicit-solvent utilizing a generalized 
Born solvent model (igb = 1 [38]). General AMBER force 
field (GAFF2) [39] was employed for the parameter deter-
mination of the investigated inhibitors. At the same time, 
AMBER force field 14SB [40] was utilized to describe the 
ABCG2 transporter. The atomic partial charges for the stud-
ied inhibitors were assigned using the Austin model with 
bond and charge correction (AM1-BCC) method [41]. No 
periodic boundary conditions (PBC) were adopted. The non-
bonded cutoff was set to 999 Å.

Molecular dynamics simulations

Structural and energetical stabilities of potent NPACT 
compounds in complex with the ABCG2 transporter were 
inspected by conducting molecular dynamics (MD) simula-
tions using AMBER16 software [36]. In this study, implicit-
solvent and explicit-solvent MD simulations were carried 
out.

In the implicit-solvent MD simulations, the AM1-BCC 
charge model [41] was utilized to determine the atomic 
partial charges of the investigated inhibitors. No cutoff 
and no periodic boundary conditions were executed for 
nonbonded interactions. The implicit-solvent model with 
igb = 1 was used to mimic the aqueous solvent effect [38]. 
The NPACT-ABCG2 complexes underwent energy minimi-
zation up to 500 steps using combined steepest and conju-
gate gradient methods. After that, each minimized system 
was progressively heated to 300 K throughout 10 ps. The 
studied complexes were constrained with a force constant 

Fig. 1   A workflow diagram of the employed computational approaches in addition to the filtration process
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of 10 kcal mol−1 Å−2. Equilibration was carried out over 
50 ps in the canonical ensemble (NVT) with the help of the 
Langevin thermostat. Ultimately, 250, 1000, and 5000 ps 
production runs were executed. Additionally, snapshots were 
recorded each 1 ps.

In explicit-solvent MD simulations, the charges of the 
identified NPACT compounds were assigned utilizing the 
restrained electrostatic potential (RESP) approach at the 
HF/6-31G* level with the assistance of Gaussian09 soft-
ware [42, 43]. All NPACT-ABCG2 systems were solvated 
in a periodic octagonal box involving a TIP3P water model 
with a minimal distance to the box edge of 12 Å from any 
solute atom [44]. The systems were then neutralized by add-
ing the appropriate number of Na+ or Cl− counterions to 
reach 0.15 M NaCl salt concentration. Following the sys-
tem preparation, energy minimizations of 5000 steps were 
executed through combined steepest and conjugate gradient 
methods. Thermalization of the minimized complexes from 
0 to 300 K was conducted in six stages throughout 50 ps. 
MD simulations were performed for 1 ns to equilibrate the 
investigated complexes under the isothermal-isobaric (NPT) 
conditions. Finally, the production stage was executed for 
each complex for 25 ns and 100 ns. The long-range elec-
trostatic interactions were processed utilizing the Particle 
Mesh Ewald (PME) method [45]. The nonbonded cutoff was 
adjusted to 12 Å [45]. Langevin dynamics methods with a 
collision frequency of 1.0 ps−1 were applied (i.e., gamma_
ln = 1.0 and ntt = 3) to preserve the temperature at 298 K 
[46]. Barostat pressure was controlled at an average 1 atm 
via isotropic position scaling using the Berendsen barostat 
[47]. The SHAKE algorithm with a time step of 2 fs was 
applied to constrain all the bond lengths involving hydro-
gen atoms [48]. For the post-dynamics analyses and binding 
energy calculations, trajectory snapshots were extracted each 
10 ps interval over the production stage.

All implicit-solvent and explicit-solvent MD simulations 
were carried out using the GPU version of pmemd (pmemd.
cuda) within AMBER16 software.

MM‑GBSA binding energy calculations

The binding free energy calculations of the ABCG2 trans-
porter bound with the most potent NPACT candidates were 
calculated using the molecular mechanical-generalized Born 
surface area (MM-GBSA) approach [49]. In this study, the 
modified generalized Born (GB) model developed by Onu-
friev and collaborators (igb = 2) was applied to appoint the 
polar solvation energy [50]. Based on the collected snap-
shots over the MD course, the MM-GBSA binding energy 
(ΔGbinding) were evaluated as follows:

ΔGbinding = GComplex −
(

GNPACT + GABCG2

)

where

Evdw is the van der Waals energy. Eele stands for electro-
static energy. Besides, GGB, and GSA refer to the general 
Born solvation and surface area energies, respectively. The 
configurational entropy (S) is typically neglected due to the 
higher computational costs [51, 52].

All in silico calculations, including molecular dock-
ing, molecular mechanics (MM) minimization, molecular 
dynamics (MD) simulations, quantum mechanics (QM) cal-
culations, were performed using a hybrid GPU/CPU cluster 
(hpc.compchem.net). The 2D and 3D structures of ABCG2-
NPACT interactions are generated utilizing BIOVIA DS 
Visualize 2020 [53].

Results and discussion

Validation of in silico protocol

AutoDock Vina parameters were initially validated based on 
the accessible experimental data. The co-crystallized BWQ 
and imatinib ligands were re-docked toward the ABCG2 
transporter, and the predicted docking poses were compared 
to the experimentally resolved structures (PDB ID: 6FFC 
[12] and 6VXH [15], respectively) (Fig. 2). From the data 
presented in Fig. 2, it is apparent that the anticipated docking 
poses were similar to the binding modes of the crystal struc-
tures. Additionally, the predicted binding modes of BWQ 
and imatinib manifested 0.22 and 0.38 Å RMSD with respect 
to their co-crystallized conformation (Fig. 2). Comparing the 
re-docked structures with their co-crystallized conforma-
tions revealed that AutoDock Vina software minutely fore-
told the correct binding poses of BWQ and imatinib within 
the binding pocket of the ABCG2 transporter.

According to the predicted docking scores, BWQ and 
imatinib showed good binding affinities with docking scores 
of − 10.3 and − 9.2 kcal/mol, respectively. The good potency 
of BWQ against the ABCG2 transporter may be returned to 
the ability of NH of indoline ring to exhibit a fundamental 
hydrogen bond with the carbonyl group of ASN436:A with 
a bond length of 2.16 Å (Fig. 2). Additionally, the oxygen 
atom of cyclopentyloxy benzene forms a substantial hydro-
gen bond with the hydroxyl group of THR435:A with a bond 
length of 2.14 Å (Fig. 2).

In contrast, imatinib was not capable of exhibiting any 
hydrogen bonds with the proximal amino acids within the 
binding site of the ABCG2 transporter (Fig. 2). However, the 
good docking score of imatinib may be attributed to other 
interactions such as van der Waals and hydrophobic interac-
tions with the binding pocket’s amino acid residues (Fig. 2). 

G = Evdw + Eele + GGB + GSA
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Fig. 2   3D and 2D representations of the anticipated docking poses (in mauve) and experimental structures (in cyan) of a BWQ and b imatinib 
complexed with ABCG2 transporter
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Together these results provide important insights into the 
use of BWQ over imatinib as a reference inhibitor in the 
subsequent calculations.

Virtual screening of NPACT database

Historically, natural products (NPs) are a source of poten-
tial drugs, particularly for cancer and infectious diseases 
[54, 55].  Naturally Occurring Plant-based Anticancer 
Compound-Activity-Target (NPACT) database focuses on 
anticancerous natural molecules derived from plants [26]. 
NPACT is unparalleled in supplying bioactivities of these 
natural molecules toward various cancer cell lines. The 

NPACT database includes 19 different classes as illustrated 
in Fig. S1; terpenoids represents the majority of NPACT 
compounds (33.0%), followed by flavonoids (21.0%), alka-
loids (7.0%), lignans (6.0%), polyketides (6.0%), and simple 
aromatic natural products (5.0%) (Fig. S1).

To identify potent molecules from a natural source to 
combat multidrug resistance (MDR), the validated Auto-
Dock Vina protocol was applied to virtually screen the 
NPACT database against the ABCG2 transporter. The calcu-
lated docking scores for all NPACT compounds toward the 
ABCG2 transporter are summarized in Table S1. As shown 
in Table S1, there is a wide range of predicted binding 

Table 1   Evaluated docking score, classification category, 2D chemical structure, and MM-GBSA//MM binding energy for BWQ and the top 
potent NPACT compounds against ABCG2 homodimer

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

BWQ −10.3 −60.5

1 NPACT00968 Tannins −12.0 −150.3
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affinities of NPACT compounds with docking scores rang-
ing from −3.6 to −12.0 kcal/mol.

Since the reliability of inhibitor-receptor binding affini-
ties using molecular docking technique has been questioned, 
molecular mechanics (MM) minimizations of ligand-protein 

in an implicit-solvent, pursued by MM-GBSA binding 
energy calculations, can anticipate more reliable binding 
affinities. Therefore, all NPACT compounds in complex 
with ABCG2 transporter were energetically minimized with 
the help of AMBER force field. Based on the minimized 

Table 1   (continued)

2 NPACT01545 Aliphatic 
Natural 
Products

−10.8 −132.2

3 NPACT00418 Carbohydrates −10.2 −127.9

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)
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Table 1   (continued)

4 NPACT00144 Saponin −10.0 −114.3

5 NPACT01560 Saponin −10.0 −113.2

6 NPACT01558 Saponin −10.6 −109.1

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

complexes, the corresponding MM-GBSA//MM binding 
energies were computed (Table S1). According to the esti-
mated MM-GBSA//MM binding energies, a total of 307 

NPACT compounds demonstrated MM-GBSA binding ener-
gies lower than BWQ (ΔGbinding = –60.5 kcal/mol). Among 
the identified potent NPACT compounds, the most potent 
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Table 1   (continued)

7 NPACT01561 Saponin −10.5 −107.8

8 NPACT01533 Aliphatic 
Natural 
Products

−8.5 −102.5

9 NPACT01562 Saponin −9.8 −99.6

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

compounds were polyketides (27.7%). Besides, potent com-
pounds were also observed to belong to terpenoids, saponin, 
and flavonoids with respective percentage compound counts 
of 25.7, 17.6, and 11.7%, respectively (Table S1).

The 2D representations for the molecular mechanical-
minimized complexes of the top potent twenty-one NPACT 
compounds are presented in Fig. S2. It is worth noting that 
those twenty-one potent NPACT compounds were selected 
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Table 1   (continued)

10 NPACT01457 Flavonoids −8.8 −97.6

11 NPACT01278 Polyketides −8.4 −96.8

12 NPACT01014 Terpenoids −8.1 −95.5

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

according to further energetic calculations in the latter sec-
tions. According to the data presented in Fig. S2, all top 
potent NPACT compounds demonstrated similar binding 
modes, exhibiting hydrogen bonds with the proximal amino 
acids, namely THR435, ASN436, and PHE439. Further 

pi-based, van der Waals and hydrophobic interactions 
were also noticed between the identified inhibitors and the 
ABCG2 transporter. Additionally, the 3D and 2D representa-
tions for the top two potent inhibitors and BWQ in complex 
with ABCG2 transporter are depicted in Fig. 3. Besides, the 
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Table 1   (continued)

13 NPACT01016 Terpenoids −8.1 −91.4

14 NPACT00782 Polyketides −7.9 −87.1

15 NPACT00981 Polyketides −7.8 −84.6

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

superimposition of the docked structures of the two inhibi-
tors with BWQ is shown in Fig. S3.

Compound NPACT00968 revealed an outstanding 
binding affinity against the ABCG2 transporter with MM-
GBSA//MM binding energy of −150.3 kcal/mol (Table 1). 
The surpass potentiality of NPACT00968 as an ABCG2 

inhibitor may be returned to its capability of forming 
various hydrogen bonds, hydrophobic, van der Waals 
interactions, in addition to pi-based interactions with the 
proximal amino acids within the binding site of ABCG2 
transporter (Fig. 3). More precisely, structural insights into 
the binding mode of the NPACT00968 within the ABCG2 
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Table 1   (continued)

16 NPACT00889 Polyketides −8.3 −83.2

17 NPACT00959 Polyketides −8.1 −81.6

18 NPACT00158 Polyketides −8.5 −81.6

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

transporter unveiled that the hydroxyl groups of pyrocat-
echol rings exhibit fifteen hydrogen bonds with the backbone 
of the ALA394:A, GLN398:A, THR402:A, PHE432:A, 
THR435:A, ASN436:A, ASN436:B, SER440:B, SER443:A, 

ARG482:A, SER535:A, and MET549:A with bond lengths 
ranging from 2.28 to 2.98 Å (Fig. 3).

Compound NPACT01545 demonstrated the second-
highest binding affinity against the ABCG2 transporter 
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Table 1   (continued)

19 NPACT00295 Polyketides −8.0 −80.7

20 NPACT00724 Polyketides −8.2 −78.1

21 NPACT00786 Polyketides −7.9 −77.8

No. Compound 
Name/Code

Class 2D-Chemical Structure
Docking 

Score
(kcal/mol)

MM-
GBSA//MM 

binding 
energy 

(kcal/mol)

a Data ranked based on the estimated MM-GBSA//MM binding energy
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with MM-GBSA//MM binding energy of −127.9 kcal/mol 
(Table 1). Similarly, hydroxyl groups of cyclohexan-1,2-
diol and phenol ring form two hydrogen bonds with the 
backbone hydroxyl groups of THR402:B and SER535:A 
with bond lengths of 2.50 and 2.37 Å, respectively (Fig. 3).

Compared to the two novel pinpointed inhibitors, 
BWQ manifested a satisfactory MM-GBSA//MM binding 
energy of −60.5 kcal/mol toward the ABCG2 transporter 
(Table 1).

Fig. 3   3D and 2D representations of AMBER-based minimized structures, in addition to the evaluated MM-GBSA//MM binding affinities, of 
the top two potent compounds and BWQ bound with the ABCG2 transporter
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Fig. 4   Calculated MM-GBSA binding energies for BWQ inhibitor and the top potent NPACT compounds complexed with ABCG2 transporter 
throughout 25 ns and 100 ns MD simulations

Molecular dynamics simulations

Molecular dynamics (MD) simulations examine the steadi-
ness of receptor-inhibitor complexes, structural specifics 
conformational elasticities, as well as further confidence of 
receptor-inhibitor affinities [56, 57]. As a result, the most 
potent identified NPACT compounds (with MM-GBSA//
MM <  −60.5 kcal/mol) complexed with ABCG2 trans-
porter were submitted to MD simulations. To diminish the 
in silico cost and time, the MD simulations were conducted 
in an implicit water solvent for 250 ps. Besides, the MM-
GBSA approach was applied to estimate the corresponding 
binding energies. The corresponding MM-GBSA binding 
energies for the opted NPACT compounds are summarized 
in Table S2. What is interesting about the data in Table S2 
is that 238 compounds (i.e., approximately three-fourths of 
the filtered NPACT compounds) demonstrated lower bind-
ing energies (ΔGbinding) than that of BWQ (calc. –50.3 kcal/
mol). To realize a higher degree of thoroughness, MD sim-
ulations of 238 NPACT compounds bound with ABCG2 
transporter were then subjected to 1 ns MD simulations in 
an implicit water solvent. The corresponding MM-GBSA 
binding affinities were estimated (Table S3). As shown in 
Table S3, twenty-one compounds showed lower binding 
energies (ΔGbinding) than that of BWQ (calc. –49.0 kcal/
mol). These twenty-one compounds were further subjected 
to the 25 ns MD simulations in an explicit water solvent 

to gain more reliable binding energies against the ABCG2 
transporter. The corresponding MM-GBSA binding ener-
gies were evaluated (Fig. 4). It can be seen from the data 
in Fig. 4 that two compounds, namely NPACT00968 and 
NPACT01545, revealed promising binding energies for 
ABCG2 transporter with ΔGbinding <  −100.0  kcal/mol 
(Fig. 4). To boost the trustworthiness of the noticed finding, 
MD simulations were protracted to 100 ns, and the corre-
sponding binding energies were estimated (Fig. 4).

From the data in Fig. 4, it is apparent that there was no 
cognizable difference between the evaluated MM-GBSA 
binding affinity for NPACT00968 and NPACT01545 bound 
with ABCG2 transporter over 25 ns and 100 ns MD sim-
ulations. Compared to the MM-GBSA binding energy of 
BWQ (ΔGbinding =  −62.9  kcal/mol), NPACT00968 and 
NPACT01545 demonstrated better binding affinities over 
the 100 ns MD simulations toward ABCG2 transporter with 
ΔGbinding of −100.4 and −94.7 kcal/mol, respectively.

The average structures for NPACT00968, NPACT01545, 
and BWQ within the binding site over the 100 ns MD simu-
lations are presented in Fig. 5. The most interesting finding 
was that NPACT00968 and NPACT01545 conserved nine 
and three hydrogen bonds, respectively, with the key amino 
acids of ABCG2 transporter over the 100 ns MD simula-
tions (Fig. 5). BWQ ditto displayed an adequate binding 
affinity throughout 100 ns MD simulations against ABCG2 
transporter with an average ΔGbinding of −62.9 kcal/mol, 
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Fig. 5   2D representations of binding modes of a NPACT00968, b 
NPACT01545, and c BWQ bound with ABCG2 transporter accord-
ing to the average structure throughout the 100  ns MD simula-

tions, as well as components of the MM-GBSA binding energies 
for d NPACT00968, e NPACT01545 and f BWQ in complex with 
ABCG2's active site over the MD course of 100 ns
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forming only two hydrogen bonds with the proximal amino 
acid residues of ABCG2 transporter (Fig. 5). In an epilogue, 
MD simulations combined with MM-GBSA binding energy 
calculations demonstrated outstanding binding affinities of 
NPACT00968 and NPACT01545 against the ABCG2 trans-
porter. By means of molecular dynamics simulations, a far-
reaching characterization of the ABCG2 homodimer and 
prediction of novel stable inhibitors were obtained.

Decomposition of average MM-GBSA binding energy 
during 100 ns MD simulations was also executed to reveal 
the nature of prime interactions in the NPACT00968-, 
NPACT01545-, and BWQ-ABCG2 complexes (Fig.  5). 
Evdw was a considerable contributor to the NPACT00968-, 
NPACT01545-, and BWQ-ABCG2 binding affinities with 
average values of –117.8, –137.2, and –73.6  kcal/mol, 
respectively. Besides, electrostatic interactions (Eele) dem-
onstrated a favorable contribution with average values 
of –103.5, –38.4, and –18.4 kcal/mol for NPACT00968, 
NPACT01545, and BWQ, respectively. It is also worth not-
ing that the Eele energies of NPACT00968 and NPACT01545 
were approximately five- and two-folds stronger than that of 
BWQ, respectively. Together these findings provide quan-
titative data of the binding affinities of NPACT00968 and 
NPACT01545 as prospective ABCG2 drug candidates.

To further pinpoint the key amino acids in charge of sta-
bilizing NPACT00968, NPACT01545, and BWQ inside the 
binding pocket of the ABCG2 transporter, the estimated 
∆Gbinding values were dissociated into the individual residue 
contributions. The amino acid residues with binding energy 
participation less than −0.50 kcal/mol were considered and 
are depicted in Fig. 6. All investigated inhibitors demon-
strated tangible contact with most of the ABCG2 active 

site residues, including THR435, ASN436, PHE439, and 
SER440 (Fig. 6). Furthermore, there was massive participa-
tion by ASN436 toward the total binding free energy with 
values of −4.8, −3.6, and −2.3 kcal/mol for NPACT00968-, 
NPACT01545-, and BWQ-ABCG2 complexes, respectively.

Post‑dynamics analyses

To further confirm scrutinizing the constancy and behav-
ior of the NPACT00968 and NPACT01545 bound with the 
ABCG2 transporter, both structural and energetical analyses 
were accomplished over the MD simulation time of 100 ns 
and compared to those of BWQ. Four characteristics were 
estimated, including center-of-mass (CoM), root-mean-
square deviation (RMSD), hydrogen bond length, and bind-
ing energy per frame.

Hydrogen bond analysis

It has been documented that the hydrogen bonds (HB) 
exhibited at the binding site of the protein between key 
amino acid residues and ligand could play a pivotal role 
in the high binding affinity of the studied ligand with a 
protein [58]. Consequently, HB analysis was executed 
for NPACT00968, NPACT01545, and BWQ complexed 
with ABCG2 transporter during 100 ns MD simulations 
(Table 2). As shown in Table 2, the three investigated inhibi-
tors exhibited a stationary hydrogen bond with ASN436:A 
with HB total occupancy values of 93.2, 91.1 and 87.9% 
for NPACT00968, NPACT01545, and BWQ complexes, 
respectively. The high HB occupancy emphasizes the prom-
inent role of ASN436:A inside the binding pocket of the 

Fig. 6   Per-residue decomposition of the total binding energy (kcal/mol) of NPACT00968, NPACT01545 and BWQ bound with ABCG2 trans-
porter
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ABCG2 transporter. Comparing the results listed in Table 2 
revealed greater stability of NPACT00968 compared to 
NPACT01545 and BWQ. Specifically, NPACT00968 formed 
three stable hydrogen bonds with THR435:A, ASN436:A, 
and PHE439:A with an average HB distance of 2.8, 2.6, 
and 2.7 Å, respectively. Similarly, NPACT01545 and BWQ 
hydrogen bond was noticed with ASN436:A with average 
HB distances of 2.8 and 2.9 Å, respectively. Additionally, 
both NPACT01545 and BWQ executed a moderate stable 
hydrogen bond with SER440:A, and PHE439:A with an 
average value of 2.9 and 2.7 Å with HB occupancy of 55.6 
and 51.8%, respectively.

Binding energy per frame

The correlation between binding energy and time was 
utilized to scrutinize the comprehensive energetic stabil-
ity of NPACT00968-, NPACT01545-, and BWQ-ABCG2 
complexes over the 100 ns MD simulations (Fig. 7a). An 
exciting portion of this graph is the overall constancy of 
NPACT00968-, NPACT01545-, and BWQ-ABCG2 with 
average binding energies (ΔGbinding) of −100.4, −94.7, 
and −62.9 kcal/mol, respectively. The most interesting find-
ing was that all inspected complexes conserve their stability 
throughout 100 ns MD simulations.

Center‑of‑mass distance

To obtain a more in-depth insight into the steadiness of 
inhibitor-ABCG2 complexes over the 100 ns MD simula-
tions, center-of-mass (CoM) distances were investigated 
between NPACT00968, NPACT01545, and BWQ and 
ASN436:A (Fig. 7b). The most interesting aspect of this 
graph is that CoM distances were more narrow-fluctuated for 
NPACT00968 in complex with ABCG2 transporter than for 
NPACT01545 and BWQ with average values of 6.6, 11.8, 
and 10.6 Å, respectively.

Root‑mean‑square deviation

To monitor the influence of the investigated inhibitors on the 
conformational stability of the ABCG2 transporter through-
out 100 ns MD simulations, the root-mean-square deviation 
(RMSD) values of the backbone atoms were evaluated for 
the inspected complexes with respect to the starting struc-
tures (Fig. 7c). As shown in the plots, RMSD analyses eluci-
dated that the investigated complexes began steadiness after 
30 ns and preserved their stabilities till the end of 100 ns MD 
simulations. The estimated RMSD values for these systems 
remained below 0.45 nm during the 100 ns MD simulations. 
Generally, these findings indicated that NPACT00968 and 
NPACT01545 are tightly bonded and do not impact the com-
prehensive topology of the ABCG2 homodimer.

Tannic acid vs. pibrentasvir

In the current study, tannic acid (NPACT00968) showed 
promising binding affinity against the ABCG2 transporter. 
NPACT00968 has formerly been reported to conquer 
neoplasm growth in various kinds of cancer based on in 
vitro activity, preclinical studies, and observational stud-
ies [59]. In an attempt to shine new light on NPACT00968 
as a potent ABCG2 inhibitor, the binding affinity of 
NPACT00968 was compared to pibrentasvir. Pibrentasvir 
is one of the prospective drug candidates in clinical-trial or 
investigational stages as ABCG2 inhibitors. Pibrentasvir was 
proposed as a therapeutic option for multidrug-resistant can-
cers via targeting ABCG2 transporter based on an in silico 
drug discovery study [19]. Therefore, the binding affinity of 
pibrentasvir with ABCG2 transporter was estimated over 
100 ns MD simulations and compared to NPACT00968 (Fig. 
S4). As shown in Fig. S4, the average MM-GBSA binding 
energies (∆Gbinding) for pibrentasvir with ABCG2 trans-
porter was −96.9 kcal/mol, compared to −100.4 kcal/mol 
for NPACT00968, and were dominated by Evdw interactions 

Table 2   Hydrogen bonds exhibited between the investigated inhibitors and the proximal amino acids within the binding pocket of the ABCG2 
transporter

a The hydrogen bonds are scrutinized by the donor–acceptor atom length less than 3.5 Å. Additionally, acceptor-H-donor angle is higher than 
120°
b Only hydrogen bonds with occupancy greater than 50% were observed

Compound name/code Acceptor Donor Distance (Å)a Angle (degree)a Occupied (%)b

BWQ BWQ@O PHE439:A@O–H 2.7 153 51.8
ASN436:A@O BWQ @N–H 2.9 163 87.9

NPACT00968 THR435:A@O NPACT00968@O–H 2.8 149 61.7
ASN436:A@O NPACT00968@O–H 2.6 158 93.2
PHE439:A@O NPACT00968@O–H 2.7 165 78.5

NPACT01545 NPACT01545@O SER440:A@O–H 2.9 162 55.6
ASN436:A@O NPACT01545@O–H 2.8 154 91.1
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with average values of −117.8 and −115.5 kcal/mol, respec-
tively (Fig. S4). Notably, the total MM-GBSA binding ener-
gies of the NPACT00968 and pibrentasvir were approxi-
mately identical. Structural and energetic analyses for 
NPACT00968- and pibrentasvir-ABCG2 complexes dur-
ing the 100 ns MD simulations demonstrated that i) there 
was general stability for NPACT00968- and pibrentasvir-
ABCG2 complexes over the MD simulations and ii) both 
NPACT00968 and pibrentasvir do not affect the comprehen-
sive topology of the ABCG2 transporter (Fig. S4).

Conclusion

ATP-Binding Cassette (ABC) transporters are included 
in the efflux of xenobiotic molecules and are in charge of 
diminishing cumulation of drugs in multidrug-resistant 

(MDR) cells. ABCG2 is a polyspecific efflux transporter 
that is a member of the ATP-binding cassette superfamily. 
ABCG2 has a critical role in tissue protection toward several 
xenobiotics. Herein, the Naturally Occurring Plant-based 
Anticancer Compound-Activity-Target (NPACT) database 
was screened as potential ABCG2 inhibitors utilizing molec-
ular docking, molecular mechanics (MM) minimizations, 
and molecular dynamics (MD) techniques. Compounds 
NPACT00968 and NPACT01545 were identified as poten-
tial ABCG2 inhibitors according to molecular docking and 
molecular minimization and MM-GBSA binding energy 
calculations. The MM-GBSA binding energies throughout 
100 ns MD simulations demonstrated up-and-coming bind-
ing affinities of NPACT00968 and NPACT01545 against 
ABCG2 transporter with ΔGbinding of −100.4 and −94.7 kcal/
mol, respectively. The energetic and structural analyses 
over 100 ns MD simulations confirmed the high stability of 

Fig. 7   a Evaluated MM-GBSA binding energy per frame, b center-
of-mass (CoM) distances and c root-mean-square deviation (RMSD) 
of the backbone atoms from the starting structure of NPACT00968 

(in gray), NPACT01545 (in violet), and BWQ (in black) against the 
ABCG2 transporter during 100 ns MD simulations
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identified inhibitors. In vitro and in vivo assays are antici-
pated to further identify the role of NPACT00968 and 
NPACT01545 as prospective inhibitors curative for MDR 
cancer treatment.

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s11030-​022-​10389-6.

Acknowledgements  Ahmed M. Shawky would like to thank the Dean-
ship of Scientific Research at Umm Al-Qura University for supporting 
this work by Grant: 19-MED-1-01-0001. The computational work was 
completed with resources supported by the Science and Technology 
Development Fund, STDF, Egypt, Grants No. 5480 & 7972.

Author contributions  Mahmoud A. A. Ibrahim contributed to concep-
tualization, funding acquisition, methodology, project administration, 
resources, software; supervision, writing—review and editing. Alaa 
H. M. Abdelrahman contributed to formal analysis, investigation, 
validation, visualization, writing—original draft preparation. Esraa 
A. A. Badr contributed to data curation, formal analysis, investiga-
tion, visualization, writing—original draft preparation. Nahlah Makki 
Almansour contributed to methodology, visualization, writing—review 
and editing. Othman R. Alzahrani contributed to writing—review and 
editing. Muhammad Naeem Ahmed contributed to formal analysis, 
validation, writing—review and editing. Mahmoud E. S. Soliman 
contributed to writing—review and editing. Mohamed Ahmed Naeem 
contributed to visualization, writing—review and editing. Ahmed M. 
Shawky contributed to writing—review and editing. Peter A. Sidhom 
contributed to validation, writing—review and editing. Gamal A. H. 
Mekhemer contributed to writing—review and editing. Mohamed A. 
M. Atia contributed to formal analysis, investigation, visualization, 
writing—review and editing.

Declarations 

Conflict of interest  The authors declare that there are no conflict of 
interests.

Data availability  The data that support the findings of this study are 
available in the Supporting Information Material of this paper.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article's Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article's Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

References

	 1.	 Le MT, Hoang VN, Nguyen DN, Bui TH, Phan TV, Huynh PN, 
Tran TD, Thai KM (2021) Structure-based discovery of ABCG2 
inhibitors: a homology protein-based pharmacophore modeling 
and molecular docking approach. Molecules 26:3115. https://​doi.​
org/​10.​3390/​molec​ules2​61131​15

	 2.	 Nobili S, Lapucci A, Landini I, Coronnello M, Roviello G, Mini E 
(2020) Role of ATP-binding cassette transporters in cancer initia-
tion and progression. Semin Cancer Biol 60:72–95. https://​doi.​
org/​10.​1016/j.​semca​ncer.​2019.​08.​006

	 3.	 Dean M, Rzhetsky A, Allikmets R (2001) The human ATP-
binding cassette (ABC) transporter superfamily. Genome Res 
11:1156–1166. https://​doi.​org/​10.​1101/​gr.​184901

	 4.	 Szakacs G, Varadi A, Ozvegy-Laczka C, Sarkadi B (2008) The 
role of ABC transporters in drug absorption, distribution, metabo-
lism, excretion and toxicity (ADME-Tox). Drug Discov Today 
13:379–393. https://​doi.​org/​10.​1016/j.​drudis.​2007.​12.​010

	 5.	 Borst P, Elferink RO (2002) Mammalian ABC transporters in 
health and disease. Annu Rev Biochem 71:537–592. https://​doi.​
org/​10.​1146/​annur​ev.​bioch​em.​71.​102301.​093055

	 6.	 Fojo T, Coley HM (2007) The role of efflux pumps in drug-resistant 
metastatic breast cancer: new insights and treatment strategies. Clin 
Breast Cancer 7:749–756. https://​doi.​org/​10.​3816/​CBC.​2007.n.​035

	 7.	 Loscher W, Potschka H (2005) Drug resistance in brain diseases 
and the role of drug efflux transporters. Nat Rev Neurosci 6:591–
602. https://​doi.​org/​10.​1038/​nrn17​28

	 8.	 Takano M, Yumoto R, Murakami T (2006) Expression and func-
tion of efflux drug transporters in the intestine. Pharmacol Ther 
109:137–161. https://​doi.​org/​10.​1016/j.​pharm​thera.​2005.​06.​005

	 9.	 Mozner O, Bartos Z, Zambo B, Homolya L, Hegedus T, Sarkadi 
B (2019) Cellular processing of the ABCG2 transporter-potential 
effects on gout and drug metabolism. Cells 8:1215. https://​doi.​org/​
10.​3390/​cells​81012​15

	10.	 Polgar O, Robey RW, Bates SE (2008) ABCG2: structure, func-
tion and role in drug response. Expert Opin Drug Metab Toxicol 
4:1–15. https://​doi.​org/​10.​1517/​17425​255.4.​1.1

	11.	 Zhang YK, Zhang GN, Wang YJ, Patel BA, Talele TT, Yang DH, 
Chen ZS (2016) Bafetinib (INNO-406) reverses multidrug resist-
ance by inhibiting the efflux function of ABCB1 and ABCG2 
transporters. Sci Rep 6:25694. https://​doi.​org/​10.​1038/​srep2​5694

	12.	 Jackson SM, Manolaridis I, Kowal J, Zechner M, Taylor NMI, 
Bause M, Bauer S, Bartholomaeus R, Bernhardt G, Koenig B, 
Buschauer A, Stahlberg H, Altmann KH, Locher KP (2018) Struc-
tural basis of small-molecule inhibition of human multidrug trans-
porter ABCG2. Nat Struct Mol Biol 25:333–340. https://​doi.​org/​
10.​1038/​s41594-​018-​0049-1

	13.	 Toyoda Y, Takada T, Suzuki H (2019) Inhibitors of human 
ABCG2: from technical background to recent updates with clini-
cal implications. Front Pharmacol 10:208. https://​doi.​org/​10.​3389/​
fphar.​2019.​00208

	14.	 Ishikawa T, Takahashi K, Ikeda N, Kajimoto Y, Hagiya Y, Ogura 
S, Miyatake S, Kuroiwa T (2011) Transporter-mediated drug 
interaction strategy for 5-Aminolevulinic Acid (ALA)-based pho-
todynamic diagnosis of malignant brain tumor: molecular design 
of ABCG2 inhibitors. Pharmaceutics 3:615–635. https://​doi.​org/​
10.​3390/​pharm​aceut​ics30​30615

	15.	 Orlando BJ, Liao M (2020) ABCG2 transports anticancer drugs 
via a closed-to-open switch. Nat Commun 11:2264. https://​doi.​
org/​10.​1038/​s41467-​020-​16155-2

	16.	 Ashar YV, Zhou J, Gupta P, Teng QX, Lei ZN, Reznik SE, Lusvar-
ghi S, Wurpel J, Ambudkar SV, Chen ZS (2020) BMS-599626, a 
highly selective Pan-HER kinase inhibitor, antagonizes ABCG2-
mediated drug resistance. Cancers 12:2502. https://​doi.​org/​10.​
3390/​cance​rs120​92502

	17.	 Yang Y, Ji N, Teng QX, Cai CY, Wang JQ, Wu ZX, Lei ZN, Lus-
varghi S, Ambudkar SV, Chen ZS (2020) Sitravatinib, a tyrosine 
kinase inhibitor, inhibits the transport function of ABCG2 and 
restores sensitivity to chemotherapy-resistant cancer cells in vitro. 
Front Oncol 10:700. https://​doi.​org/​10.​3389/​fonc.​2020.​00700

	18.	 Peng H, Dong Z, Qi J, Yang Y, Liu Y, Li Z, Xu J, Zhang JT 
(2009) A novel two mode-acting inhibitor of ABCG2-mediated 

https://doi.org/10.1007/s11030-022-10389-6
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.3390/molecules26113115
https://doi.org/10.3390/molecules26113115
https://doi.org/10.1016/j.semcancer.2019.08.006
https://doi.org/10.1016/j.semcancer.2019.08.006
https://doi.org/10.1101/gr.184901
https://doi.org/10.1016/j.drudis.2007.12.010
https://doi.org/10.1146/annurev.biochem.71.102301.093055
https://doi.org/10.1146/annurev.biochem.71.102301.093055
https://doi.org/10.3816/CBC.2007.n.035
https://doi.org/10.1038/nrn1728
https://doi.org/10.1016/j.pharmthera.2005.06.005
https://doi.org/10.3390/cells8101215
https://doi.org/10.3390/cells8101215
https://doi.org/10.1517/17425255.4.1.1
https://doi.org/10.1038/srep25694
https://doi.org/10.1038/s41594-018-0049-1
https://doi.org/10.1038/s41594-018-0049-1
https://doi.org/10.3389/fphar.2019.00208
https://doi.org/10.3389/fphar.2019.00208
https://doi.org/10.3390/pharmaceutics3030615
https://doi.org/10.3390/pharmaceutics3030615
https://doi.org/10.1038/s41467-020-16155-2
https://doi.org/10.1038/s41467-020-16155-2
https://doi.org/10.3390/cancers12092502
https://doi.org/10.3390/cancers12092502
https://doi.org/10.3389/fonc.2020.00700


3276	 Molecular Diversity (2022) 26:3255–3277

1 3

multidrug transport and resistance in cancer chemotherapy. PLoS 
ONE 4:e5676. https://​doi.​org/​10.​1371/​journ​al.​pone.​00056​76

	19.	 Ibrahim MAA, Badr EAA, Abdelrahman AHM, Almansour NM, 
Shawky AM, Mekhemer GAH, Alrumaihi F, Moustafa MF, Atia 
MAM (2021) Prospective drug candidates as human multidrug 
transporter ABCG2 inhibitors: an in silico drug discovery study. 
Cell Biochem Biophys 79:189–200. https://​doi.​org/​10.​1007/​
s12013-​021-​00985-y

	20.	 Ibrahim MAA, Badr EAA, Abdelrahman AHM, Almansour NM, 
Mekhemer GAH, Shawky AM, Moustafa MF, Atia MAM (2022) 
In silico targeting human multidrug transporter ABCG2 in breast 
cancer: database screening molecular docking and molecular 
dynamics study. Mol Inform 41:2060039. https://​doi.​org/​10.​1002/​
minf.​20206​0039

	21.	 Gandhi YA, Morris ME (2009) Structure-activity relationships 
and quantitative structure-activity relationships for breast cancer 
resistance protein (ABCG2). AAPS J 11:541–552. https://​doi.​org/​
10.​1208/​s12248-​009-​9132-1

	22.	 Robey RW, To KK, Polgar O, Dohse M, Fetsch P, Dean M, Bates 
SE (2009) ABCG2: a perspective. Adv Drug Deliv Rev 61:3–13. 
https://​doi.​org/​10.​1016/j.​addr.​2008.​11.​003

	23.	 Zhang S, Yang X, Morris ME (2004) Flavonoids are inhibitors of 
breast cancer resistance protein (ABCG2)-mediated transport. Mol 
Pharmacol 65:1208–1216. https://​doi.​org/​10.​1124/​mol.​65.5.​1208

	24.	 Marti-Renom MA, Stuart AC, Fiser A, Sanchez R, Melo F, Sali 
A (2000) Comparative protein structure modeling of genes and 
genomes. Annu Rev Biophys Biomol Struct 29:291–325. https://​
doi.​org/​10.​1146/​annur​ev.​bioph​ys.​29.1.​291

	25.	 Gordon JC, Myers JB, Folta T, Shoja V, Heath LS, Onufriev A 
(2005) H++: a server for estimating pKas and adding missing 
hydrogens to macromolecules. Nucl Acids Res 33:W368-371. 
https://​doi.​org/​10.​1093/​nar/​gki464

	26.	 Mangal M, Sagar P, Singh H, Raghava GP, Agarwal SM (2013) 
NPACT: naturally occurring plant-based anti-cancer compound-
activity-target database. Nucl Acids Res 41:D1124-1129. https://​
doi.​org/​10.​1093/​nar/​gks10​47

	27.	 Hawkins PC, Skillman AG, Warren GL, Ellingson BA, Stahl MT 
(2010) Conformer generation with OMEGA: algorithm and vali-
dation using high quality structures from the protein databank and 
cambridge structural database. J Chem Inf Model 50:572–584. 
https://​doi.​org/​10.​1021/​ci100​031x

	28.	 (2013) OMEGA 2.5.1.4, 2.5.1.4, OpenEye Scientific Software, 
Santa Fe, NM, USA.

	29.	 (2016) SZYBKI 1.9.0.3, 1.9.0.3, OpenEye Scientific Software, 
Santa Fe, NM, USA.

	30.	 Halgren TA (1999) MMFF VI. MMFF94s option for energy minimi-
zation studies. J Comput Chem 20:720–729. https://​doi.​org/​10.​1002/​
(SICI)​1096-​987X(199905)​20:7%​3c720::​AID-​JCC7%​3e3.0.​CO;2-X

	31.	 Gasteiger J, Marsili M (1980) Iterative partial equalization of 
orbital electronegativity—a rapid access to atomic charges. Tet-
rahedron 36:3219–3228. https://​doi.​org/​10.​1016/​0040-​4020(80)​
80168-2

	32.	 Heller SR, McNaught A, Pletnev I, Stein S, Tchekhovskoi D 
(2015) InChI, the IUPAC international chemical identifier. J 
Cheminform 7:23. https://​doi.​org/​10.​1186/​s13321-​015-​0068-4

	33.	 Trott O, Olson AJ (2010) AutoDock Vina: improving the speed 
and accuracy of docking with a new scoring function, efficient 
optimization, and multithreading. J Comput Chem 31:455–461. 
https://​doi.​org/​10.​1002/​jcc.​21334

	34.	 Forli S, Huey R, Pique ME, Sanner MF, Goodsell DS, Olson AJ 
(2016) Computational protein-ligand docking and virtual drug 
screening with the AutoDock suite. Nat Protoc 11:905–919. 
https://​doi.​org/​10.​1038/​nprot.​2016.​051

	35.	 Morris GM, Huey R, Olson AJ (2008) Using AutoDock for 
ligand-receptor docking. Curr Protoc Bioinform. https://​doi.​org/​
10.​1002/​04712​50953.​bi081​4s24

	36.	 Case DA, Betz RM, Cerutti DS, Cheatham TE, Darden TA, 
Duke RE, Giese TJ, Gohlke H, Goetz AW, Homeyer N, Izadi 
S, Janowski P, Kaus J, Kovalenko A, Lee TS, LeGrand S, Li P, 
Lin C, Luchko T, Luo R, Madej B, Mermelstein D, Merz KM, 
Monard G, Nguyen H, Nguyen HT, Omelyan I, Onufriev A, Roe 
DR, Roitberg A, Sagui C, Simmerling CL, Botello-Smith WM, 
Swails J, Walker RC, Wang J, Wolf RM, Wu X, Xiao L, Kollman 
PA AMBER (2016) University of California, San Francisco, USA

	37.	 Morales JL, Nocedal J (2000) Automatic preconditioning by lim-
ited memory quasi-Newton updating. SIAM J Optim 10:1079–
1096. https://​doi.​org/​10.​1137/​S1052​62349​73278​54

	38.	 Roux B, Simonson T (1999) Implicit solvent models. Biophys 
Chem 78:1–20. https://​doi.​org/​10.​1016/​s0301-​4622(98)​00226-9

	39.	 Wang J, Wolf RM, Caldwell JW, Kollman PA, Case DA (2004) 
Development and testing of a general amber force field. J Comput 
Chem 25:1157–1174. https://​doi.​org/​10.​1002/​jcc.​20035

	40.	 Maier JA, Martinez C, Kasavajhala K, Wickstrom L, Hauser KE, 
Simmerling C (2015) ff14SB: improving the accuracy of protein 
side chain and backbone parameters from ff99SB. J Chem Theory 
Comput 11:3696–3713. https://​doi.​org/​10.​1021/​acs.​jctc.​5b002​55

	41.	 Jakalian A, Jack DB, Bayly CI (2002) Fast, efficient generation of 
high-quality atomic charges. AM1-BCC model: II parameteriza-
tion and validation. J Comput Chem 23:1623–1641. https://​doi.​
org/​10.​1002/​jcc.​10128

	42.	 Bayly CI, Cieplak P, Cornell WD, Kollman PA (1993) A well-
behaved electrostatic potential based method using charge 
restraints for deriving atomic charges - the resp model. J Phys 
Chem 97:10269–10280. https://​doi.​org/​10.​1021/​j1001​42a004

	43.	 Frisch MJ, Trucks GW, Schlegel HB, Scuseria GE, Robb MA, 
Cheeseman JR, Scalmani G, Barone V, Mennucci B, Petersson 
GA, Nakatsuji H, Caricato M, Li X, Hratchian HP, Izmaylov AF, 
Bloino J, Zheng G, Sonnenberg JL, Hada M, Ehara M, Toyota K, 
Fukuda R, Hasegawa J, Ishida M, Nakajima T, Honda Y, Kitao 
O, Nakai H, Vreven T, Montgomery JA, Peralta JE, Ogliaro F, 
Bearpark M, Heyd JJ, Brothers E, Kudin KN, Staroverov VN, 
Kobayashi R, Normand J, Raghavachari K, Rendell A, Burant JC, 
Iyengar SS, Tomasi J, Cossi M, Rega N, Millam JM, Klene M, 
Knox JE, Cross JB, Bakken V, Adamo C, Jaramillo J, Gomperts 
R, Stratmann RE, Yazyev O, Austin AJ, Cammi R, Pomelli C, 
Ochterski JW, Martin RL, Morokuma K, Zakrzewski VG, Voth 
GA, Salvador P, Dannenberg JJ, Dapprich S, Daniels AD, Farkas 
Ö, Foresman JB, Ortiz JV, Cioslowski J, Fox DJ (2009) Gaussian 
09, Revision E01, Gaussian Inc., Wallingford CT, USA

	44.	 Jorgensen WL, Chandrasekhar J, Madura JD, Impey RW, Klein 
ML (1983) Comparison of simple potential functions for simu-
lating liquid water. J Chem Phys 79:926–935. https://​doi.​org/​10.​
1063/1.​445869

	45.	 Darden T, York D, Pedersen L (1993) Particle mesh Ewald: 
AnN⋅log(N) method for Ewald sums in large systems. J Chem 
Phys 98:10089–10092. https://​doi.​org/​10.​1063/1.​464397

	46.	 Izaguirre JA, Sweet CR, Pande VS (2010) in Multiscale dynam-
ics of macromolecules using normal mode Langevin, Vol., World 
Scientific pp.240–251

	47.	 Berendsen HJC, Postma JPM, Vangunsteren WF, Dinola A, Haak 
JR (1984) Molecular-dynamics with coupling to an external bath. 
J Chem Phys 81:3684–3690. https://​doi.​org/​10.​1063/1.​448118

	48.	 Miyamoto S, Kollman PA (1992) Settle - an analytical version of 
the shake and rattle algorithm for rigid water models. J Comput 
Chem 13:952–962. https://​doi.​org/​10.​1002/​jcc.​54013​0805

	49.	 Massova I, Kollman PA (2000) Combined molecular mechanical 
and continuum solvent approach (MM-PBSA/GBSA) to predict 
ligand binding. Perspect Drug Discov 18:113–135. https://​doi.​org/​
10.​1023/A:​10087​63014​207

	50.	 Onufriev A, Bashford D, Case DA (2004) Exploring protein native 
states and large-scale conformational changes with a modified 

https://doi.org/10.1371/journal.pone.0005676
https://doi.org/10.1007/s12013-021-00985-y
https://doi.org/10.1007/s12013-021-00985-y
https://doi.org/10.1002/minf.202060039
https://doi.org/10.1002/minf.202060039
https://doi.org/10.1208/s12248-009-9132-1
https://doi.org/10.1208/s12248-009-9132-1
https://doi.org/10.1016/j.addr.2008.11.003
https://doi.org/10.1124/mol.65.5.1208
https://doi.org/10.1146/annurev.biophys.29.1.291
https://doi.org/10.1146/annurev.biophys.29.1.291
https://doi.org/10.1093/nar/gki464
https://doi.org/10.1093/nar/gks1047
https://doi.org/10.1093/nar/gks1047
https://doi.org/10.1021/ci100031x
https://doi.org/10.1002/(SICI)1096-987X(199905)20:7%3c720::AID-JCC7%3e3.0.CO;2-X
https://doi.org/10.1002/(SICI)1096-987X(199905)20:7%3c720::AID-JCC7%3e3.0.CO;2-X
https://doi.org/10.1016/0040-4020(80)80168-2
https://doi.org/10.1016/0040-4020(80)80168-2
https://doi.org/10.1186/s13321-015-0068-4
https://doi.org/10.1002/jcc.21334
https://doi.org/10.1038/nprot.2016.051
https://doi.org/10.1002/0471250953.bi0814s24
https://doi.org/10.1002/0471250953.bi0814s24
https://doi.org/10.1137/S1052623497327854
https://doi.org/10.1016/s0301-4622(98)00226-9
https://doi.org/10.1002/jcc.20035
https://doi.org/10.1021/acs.jctc.5b00255
https://doi.org/10.1002/jcc.10128
https://doi.org/10.1002/jcc.10128
https://doi.org/10.1021/j100142a004
https://doi.org/10.1063/1.445869
https://doi.org/10.1063/1.445869
https://doi.org/10.1063/1.464397
https://doi.org/10.1063/1.448118
https://doi.org/10.1002/jcc.540130805
https://doi.org/10.1023/A:1008763014207
https://doi.org/10.1023/A:1008763014207


3277Molecular Diversity (2022) 26:3255–3277	

1 3

generalized born model. Proteins 55:383–394. https://​doi.​org/​10.​
1002/​prot.​20033

	51.	 Hou T, Wang J, Li Y, Wang W (2011) Assessing the performance 
of the molecular mechanics/Poisson Boltzmann surface area and 
molecular mechanics/generalized Born surface area methods. II. 
The accuracy of ranking poses generated from docking. J Comput 
Chem 32:866–877. https://​doi.​org/​10.​1002/​jcc.​21666

	52.	 Wang E, Sun H, Wang J, Wang Z, Liu H, Zhang JZH, Hou T (2019) 
End-point binding free energy calculation with MM/PBSA and 
MM/GBSA: strategies and applications in drug design. Chem Rev 
119:9478–9508. https://​doi.​org/​10.​1021/​acs.​chemr​ev.​9b000​55

	53.	 Dassault Systèmes BIOVIA BDSV, version 2019; Dassault Sys-
tèmes BIOVIA: San Diego, CA, USA, 2019

	54.	 Atanasov AG, Waltenberger B, Pferschy-Wenzig EM, Linder T, 
Wawrosch C, Uhrin P, Temml V, Wang L, Schwaiger S, Heiss EH, 
Rollinger JM, Schuster D, Breuss JM, Bochkov V, Mihovilovic 
MD, Kopp B, Bauer R, Dirsch VM, Stuppner H (2015) Discovery 
and resupply of pharmacologically active plant-derived natural 
products: a review. Biotechnol Adv 33:1582–1614. https://​doi.​
org/​10.​1016/j.​biote​chadv.​2015.​08.​001

	55.	 Harvey AL, Edrada-Ebel R, Quinn RJ (2015) The re-emergence 
of natural products for drug discovery in the genomics era. Nat 
Rev Drug Discov 14:111–129. https://​doi.​org/​10.​1038/​nrd45​10

	56.	 De Vivo M, Masetti M, Bottegoni G, Cavalli A (2016) Role of molec-
ular dynamics and related methods in drug discovery. J Med Chem 
59:4035–4061. https://​doi.​org/​10.​1021/​acs.​jmedc​hem.​5b016​84

	57.	 Kerrigan JE (2013) in Molecular dynamics simulations in drug design, 
Vol. (Ed. S. Kortagere), Humana Press, Totowa, NJ, pp.95–113

	58.	 Manas ES, Unwalla RJ, Xu ZB, Malamas MS, Miller CP, Harris 
HA, Hsiao C, Akopian T, Hum WT, Malakian K, Wolfrom S, Bapat 
A, Bhat RA, Stahl ML, Somers WS, Alvarez JC (2004) Structure-
based design of estrogen receptor-beta selective ligands. J Am 
Chem Soc 126:15106–15119. https://​doi.​org/​10.​1021/​ja047​633o

	59.	 Geng N, Zheng X, Wu M, Yang L, Li X, Chen J (2019) Tannic 
acid synergistically enhances the anticancer efficacy of cisplatin 
on liver cancer cells through mitochondriamediated apoptosis. 
Oncol Rep 42:2108–2116. https://​doi.​org/​10.​3892/​or.​2019.​7281

Publisher's Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.1002/prot.20033
https://doi.org/10.1002/prot.20033
https://doi.org/10.1002/jcc.21666
https://doi.org/10.1021/acs.chemrev.9b00055
https://doi.org/10.1016/j.biotechadv.2015.08.001
https://doi.org/10.1016/j.biotechadv.2015.08.001
https://doi.org/10.1038/nrd4510
https://doi.org/10.1021/acs.jmedchem.5b01684
https://doi.org/10.1021/ja047633o
https://doi.org/10.3892/or.2019.7281

	Naturally occurring plant-based anticancerous candidates as prospective ABCG2 inhibitors: an in silico drug discovery study
	Abstract 
	Graphical abstract
	Introduction
	Computational methodology
	ABCG2 preparation
	Validation of in silico protocol
	Database preparation
	Molecular docking
	Molecular minimization calculations
	Molecular dynamics simulations
	MM-GBSA binding energy calculations

	Results and discussion
	Validation of in silico protocol
	Virtual screening of NPACT database
	Molecular dynamics simulations
	Post-dynamics analyses
	Hydrogen bond analysis
	Binding energy per frame
	Center-of-mass distance
	Root-mean-square deviation

	Tannic acid vs. pibrentasvir

	Conclusion
	Acknowledgements 
	References




