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Abstract: In the current study, deterrent assay, contact bioassay, lethal concentration (LC) analysis
and gene expression analysis were performed to reveal the repellent or insecticidal potential of
M. alternifolia oil against M. persicae. M. alternifolia oil demonstrated an excellent deterrence index (0.8)
at 2 g/L after 48 h. The oil demonstrated a pronounced contact mortality rate (72%) at a dose of 4 g/L
after 24 h. Probit analysis was performed to estimate LC-values of M. alternifolia oil (40%) against
M. persicae (LC30 = 0.115 g/L and LC50 = 0.37 g/L respectively) after 24 h. Furthermore, to probe
changes in gene expression due to M. alternifolia oil contact in M. persicae, the expression of HSP 60,
FPPS I, OSD, TOL and ANT genes were examined at doses of LC30 and LC50. Four out of the five
selected genes—OSD, ANT, HSP 60 and FPPS I—showed upregulation at LC50, whereas, TOL gene
showed maximum upregulation expression at LC30. Finally, the major components of M. alternifolia
oil (terpinen-4-ol) were docked and MD simulated into the related proteins of the selected genes to
explore ligand–protein modes of interactions and changes in gene expression. The results show that
M. alternifolia oil has remarkable insecticidal and deterrent effects and also has the ability to affect the
reproduction and development in M. persicae by binding to proteins.
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Key Contribution: M. alternifolia oil has shown excellent deterrent and toxic effects against aphid.
In silico studies has revealed terpinen-4-ol to be responsible for anti-aphid potential.

1. Introduction

Pests, including weeds, pathogens and insects, are the tangible contestants of agricultural crops,
and are responsible for 20–50% of total losses in crop production [1]. The most disastrous pests
include Aphids (Hemiptera: Aphididae), which can be broadly classified into more than 4300 different
species [2]. M. persicae (Green Peach Aphid) damage crops in three main ways, including through
catering on crops, transmitting pathogenic viruses to plants, and by secreting honeydew, consequently
leading to secondary fungal infection and suppression of photosynthesis [3]. M. persicae has become a
serious threat to cultivation, causing tens of millions to billion-dollar losses in agriculture [4]. Several
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synthetic and semisynthetic insecticides have been developed and commercialized so far. However,
decreased susceptibility and the development of huge resistance in M. persicae against multiple
pesticides is another challenge for researchers. It has recently been reported to have developed
resistance against at least seventy different commercially available pesticides [5]. Therefore, the prime
attention of insecticide researchers has now been shifted towards identification and development of
alternative green chemistries containing novel phytochemicals and biochemical targets implicated
in pest control and resistance management [6]. Plant essential oils, as an emerging natural resource
of insecticides, are considered to be broad spectrum and environmentally friendly, because the array
of chemical constituents they contain quickly biodegrades in soil [7]. Moreover, the hydrophobic
nature of essential oils may help them to interfere with the basic metabolic, biochemical, physiological
and behavioral functions of insects [8]. Hence, identifying some plant-based essential oils with
anti-insect potential against these resistant insects may represent an alternate and safer M. persicae
management strategy.

The essential oils, mainly from the plants of the family Myrtaceae (Tea tree), represent a class of
pharmacologically and toxicologically effective volatile secondary metabolites containing terpenes
and aromatic compounds as major components [9]. M. alternifolia oil (Tea tree oil) is the essential oil
extracted via distillation of the Melaleuca alternifolia (M. alternifolia or Tea Tree) leaves [10]. Despite
remarkable pharmaceutical and therapeutic potential [11,12], M. alternifolia oil has also been known
to possess repellent and insecticidal potential against a wide range insect pests [13]. Previous
studies have shown that terpinen-4-ol, 1,8-cineole and terpinolene are the major constituents of
the essential oils from M. alternifolia [14]. According to the International Standards Organization, ISO
4730 (ISO, 1996), terpinen-4-ol alone constitutes 30% of the total active components in essential oils
from M. alternifolia [15]. Consequently, as a major component, terpinen-4-ol has been identified as
a potential chemotype responsible for all of biological and anti-insect activities of M. alternifolia oil,
and represents a novel botanical insecticide [11,12]. Although M. alternifolia has gained widespread
recognition for its therapeutic and anti-insect potential, thus far, only limited published data on the
insecticidal efficacy of edible tropical M. alternifolia essential oil against one of the most notorious pests
(M. persicae) has been reported.

This study aims to investigate the repellent and insecticidal efficacy of M. alternifolia oils against
M. persicae. A combination of deterrent assay, contact bioassay, and lethal concentration (LC) analysis
has been performed to assess the deterrence and toxicity effects of M. alternifolia oil. We have also
examined the effect of essential oil on the expression of five genes (HSP 60, FPPS I, OSD, TOL and
ANT) in M. persicae. Subsequently, molecular docking and MD simulation were performed to predict
binding mode of major chemotype (terpinen-4-ol) at the active site of selected gene-related proteins.
The present study provides the detailed insight to the molecular events underlying reproductive,
developmental and stress responses of M. persicae to M. alternifolia oil. The findings of this study may
provide the foundation for developing novel environmentally friendly and biodegradable insecticide
from edible plant essential oils.

2. Results and Discussion

Essential oil from M. alternifolia has demonstrated great promise in pest management, and thus
may represent an environmentally friendly alternative to conventional insecticides for M. persicae
control. The phytochemical analysis (GC-MS) of M. alternifolia oil has revealed the presence of
terpinen-4-ol (40.09%) and γ-terpinene (21.85%) as major components. In the present study, a 40%
M. alternifolia oil formulation in five ascending concentrations (0.1–2 g/L distilled water) was used
to investigate the deterrent effect of M. alternifolia oil against M. persicae. The essential oil from
M. alternifolia has demonstrated promising ability to deter M. persicae under choice conditions.
The highest deterrence index (DI) was observed at a 2 g/L concentration after exposure for 24 h
and 48 h, with DI values of 0.8 and 0.75, respectively. These results suggest that the M. alternifolia oil
has a dominant potential to repel M. persicae as compared to previously reported essential oils such as
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Pogostone oil (DI = 0.533 and 0.531 at 4 g/L, respectively, after 24 and 48 h) [16]. In addition, a similar
level of repellency (DI: 0.5) against M. persicae was observed at a concentration of 1.5 mg/L of 40%
M. alternifolia oil after 4, 24, or 48 h exposure (Figure 1). The overall results from the deterrent analysis
have revealed that the M. alternifolia oil has fair to excellent repellency potential against M. persicae
from low to high (0.1–2 g/L) concentration, respectively (Figure 1), which strongly suggests that
M. alternifolia oil has sufficient deterrent potential to be applied in green houses.
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Figure 1. Deterrent activity of essential oils from M. alternifolia against M. persicae under choice conditions.

Furthermore, the contact toxicity of 40% essential oil from M. alternifolia was investigated against
M. persicae, showing excellent mortality results at all doses, with a median LC50 value of 0.37 g/L after
24 h of exposure. Results suggest that M. alternifolia essential oil has greater insecticidal potential against
M. persicae than previously reported essential oils from neem, eucalyptus, and laurel (LC50 = 0.5389,
0.9515, and 1.3730 g/L, respectively) [17]. At a higher dose (4 g/L), essential oil displayed the highest
M. persicae mortality (76.61%) after 24 h, with further enhancement in mortality on the second day
(48 h). Encouragingly, after 72 h treatment with the essential oil, exceptional results were obtained
with a significant increase in M. persicae mortality (92.58%). The results clearly indicate that at the dose
of 4 g/L, the mortality M. persicae significantly increases with time span (Figure 2). The LC30 and LC50

values were calculated by probit analysis as 0.115 g/L and 0.37 g/L, respectively, after 24 h of exposure
to M. alternifolia essential oil.
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2.1. Gene Expression

Gene expression analysis was performed in adult M. persicae to reveal the variation in gene
expression upon prolonged exposure to two different sub-lethal concentrations (LC30, and LC50) of
M. alternifolia oil. Gene expression analysis upon exposure to various treatments has previously been
reported in terms of relative quantity (RQ) to that in controlled M. persicae, and at least 2-fold up- or
downregulation was considered to be biologically significant [18]. In the present study, the variation in
the expression of stress response (HSP 60), developmental (FPPS I) and dispersal (OSD, TOL, and ANT)
genes [19] in adult M. persicae exposed to M. alternifolia oil for 24 h was studied.

2.1.1. OSD Gene

A 21.26-fold upregulation of OSD gene expression was observed in adult M. persicae when
exposed to a lethal dose (LC50) of 40% M. alternifolia oil (Figure 3A). The highest expression of OSD
gene was observed at an LC50 dose of M. alternifolia oil, whereas a 14.15-folds lower OSD expression
was observed at the LC30 dose (7.11) in adult M. persicae after the same time span.
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Figure 3. Relative gene expression of five different genes OSD (Olfactory Segment-D), TOL (Take-out
like), ANT (Adenosine nucleotide translocase), HSP 60 (Heat shock protein) and FPPS I (Farnesyl
diphosphate synthase) were calculated at two lethal concentrations of M. alternifolia in adults
M. persicae [20]. Mean values and standard deviations (SDs) are indicated by the error bar. *** Significant
difference (p < 0.001), ** significant difference at p < 0.01.

2.1.2. TOL Gene

Encouragingly, M. alternifolia essential oil induced significantly enhanced expression of TOL gene
at both LC30 and LC50 doses. Surprisingly, the TOL gene demonstrated a different pattern of expression
compared to the OSD gene upon exposure to M. alternifolia essential oil. The highest expression of the
TOL gene was observed at the LC30 instead of the LC50 dose (Figure 3B).

2.1.3. ANT Gene

In comparison to the TOL gene, enhanced expression of the ANT gene was observed in adult
M. persicae on exposure to M. alternifolia oil (LC50) after 24 h (Figure 3C). Significant ANT gene
expression was observed at LC50 dose of M. alternifolia oil, but no significant change was observed
at LC30. The trend of ANT expression against different concentrations of M. alternifolia oil was also
observed to be different from the TOL gene (Figure 3C).
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OSD, TOL and ANT genes, also known as dispersal-related genes, have been reported to be
overexpressed in M. persicae in response to stress. In the present work, all three genes exhibited
upregulation; however, OSD has demonstrated a several-fold amplified upregulation in M. persicae in
response to an LC50 dose of M. alternifolia oil. Accumulated evidence [21] indicates that elevated levels
of OSD in M. persicae may suppress fecundity, which ultimately corresponds to decreased reproduction.
Alternatively, the ANT gene essentially regulates mitochondrial proteins that act as carriers of
important metabolites responsible for mediating several mitochondrial functions, i.e., catalyzing
trans-membranous (mitochondrial) transport of ADP for synthesis of ATP [22]. The moderate response
of the ANT gene to an LC50 dose of M. alternifolia oil indicates negligible additional energy expenditures
for M. persicae. Meanwhile, unresponsiveness of the ANT gene against an LC30 dose, suggests that
exposure to low concentrations of M. alternifolia oil results in no additional energy expenditures for the
M. persicae. TOL can be overexpressed in response to starvation [23,24] and fluctuation in JH (Juvenile
hormones) titers [25] during courtship and mating [26]. During gene expression analysis, the TOL
gene has displayed quite different regulation trends in comparison to the OSD gene. Elevation of
TOL gene expression was observed at LC30 and LC50 doses. At an LC30 dose of 40% M. alternifolia oil,
substantial upregulation was observed in the TOL gene. Previously, reported upregulation of TOL
gene has indicated that juvenile hormones binding proteins due to fluctuation of JH titers can cause
starvation, affect antennal responses to food.

2.1.4. HSP 60 Gene

HSP 60 belongs to the stress-response class of genes, as its expression has been demonstrated to
vary according to stressor type. A plethora of studies has clearly demonstrated that downregulation
of HSP (HSP 60, HSP 70, and HSP 90) expression is associated with a recovery response to regain
homeostasis following prolonged exposure to mild levels of stress. Conversely, the upregulation of
HSP 60 reflects the accumulation of damaged proteins in response to stress or injury in an organism [27].
In addition, HSP accumulation has been reported to decrease fecundity [28]. In the present study,
following topical treatment of adult M. persicae with 40% M. alternifolia oil, an almost 9.87-fold increased
expression of the HSP 60 gene was observed at an LC50 dose after 24 h exposure (Figure 3D). Meanwhile,
the least response was observed against the LC30 dose. Comparing our results with previous studies,
it can be speculated that M. alternifolia oil at higher doses negatively influences M. persicae reproduction
by suppressing fecundity.

2.1.5. FPPS I Gene

Enhanced expression of the FPPS I gene was observed in adult M. persicae at both concentrations
(LC30 and LC50) of M. alternifolia oil (Figure 3E). At the highest concentration, LC50 of 40% M. alternifolia
oil, the highest (15.155) upregulation in the FPPS I gene was observed. M. alternifolia oil at LC30

displayed 4-fold upregulation in FPPS I gene expression (Figure 3E). Previously, FPPS I has been
shown to influence JH biosynthesis by catalyzing the formation of farnesyl diphosphate (FPP). JH has
been reported to stimulate reproduction and sexual pheromones in M. persicae; meanwhile, elevated
levels of JH titers in female M. persicae promote development of apterous forms by inhibiting wing
development. Moreover, FPPS I downregulation is also linked to decreased (E) β-farnesene (EBF)
production [29,30], which may increase fecundity in M. persicae. In short, the previous studies have
demonstrated that FPPS I gene expression is inversely related to fecundity and reproduction in
M. persicae, thus suggesting that an increase in FPPS I expression may negatively influence fecundity
and reproduction in M. persicae. In the present study, M. alternifolia oil was observed to significantly
upregulate FPPS I gene expression in adult M. persicae at both concentrations after 24 h. These findings
propose that the phytochemical constituents of M. alternifolia oil negatively affect the fecundity and
reproduction of M. persicae.
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2.2. In Silico Studies

In silico investigation of structural and functional relationship may provide substantial knowledge
about molecular mechanism for variations in target gene expression at the genome level. In silico
approaches have also been applied previously to reveal the effect of different agonists or antagonists
on the expression of their targeted genes [31,32]. During gene expression analysis, the expression of
OSD, FPPS I and HSP 60 was observed to be significantly upregulated upon continuous exposure
to M. alternifolia oil. Knowledge of the 3D structures of OSD, FPPS I and HSP 60 is mandatory to
understand proteins interactions, functions and their binding residues. Herein, molecular modeling
with subsequent docking and MD simulations were performed to investigate the molecular bases that
regulate the expression of M. persicae proteins upon exposure to the major components of essential oil.

2.2.1. Structural Description of the OSD, FPPS I, and HSP 60 3D Model

In this study, structure-based sequence analysis was performed on three proteins OSD, FPPS I,
and HSP 60. The protein sequences were obtained using accession numbers (Table S2 of Supporting
Information) from the NCBI protein. The primary structure analysis showed that the OSD, FPPS I,
and HSP 60 proteins had molecular weights of 15.03, 45.35 and 60.47 kilo-Daltons, respectively.
The theoretical isoelectric points (pI) were calculated as 7.54, 5.25, and 6.81 for OSD, FPPS I, and HSP 60,
respectively, indicating that the proteins were stable. The negative grand average of hydropathicity
(GRAVY) showed values of −0.506, −0.046, and −0.116, indicating that the OSD protein exhibited
higher hydrophilicity than FPPS I and HSP 60 [33]. The sequence and secondary structure analyses
results, summarized in Table S2 of the Supporting Information, reveal that all three protein structures
are predominated by α-helix (55–75%). The secondary structure of HSP 60 is composed of 12% β-plated
sheets, while in OSD and FPPS I, no β-plated sheets were identified. Secondary structural features
are shown in Figure S1A–C of the Supporting Information. Finally, the 3D structures of OSD, FPPS I,
and HSP 60 proteins (Figure S2A–C of the Supporting Information) were predicted using the online
server I-TASSER and the best predicted structure with the maximum confidence score (C-score =
OSD (−1.28), FPPS I (−1.18), and HSP 60 (−0.25)) was selected to proceed towards ligand–protein
docking studies. The quality and reliability of these protein structures was assessed using a Z-score
and Ramachandran plot (Figure S2D–F of the Supporting Information). The Ramachandran plot
revealed that 91.5%, 96.9% and 87.7% of residues were in the favorable region for the OSD, FPPS I and
HSP 60 proteins, respectively. Moreover, the model quality was further checked against the Z-score
by using the input structure in the range of scores typically found for native proteins of similar size.
The best predicted structure with the maximum confidence score (C-score) and Z-score (Table S2 of
Supporting Information) were selected for further simulation and analysis.

2.2.2. Molecular Docking and Molecular Dynamics Simulation

In the present work, two major components (terpinen-4-ol and γ-terpinene) of M. alternifolia oil
were docked in the active sites of OSD, FPPS I, and HSP 60 proteins using the Surflex-Dock module of
SYBYL-X 1.3 [34]. The docking scores (C-score) of terpinen-4-ol for OSD, FPPS I and HSP 60 proteins are
5.23 and 4.55 and 4.42, respectively, which indicates that terpinen-4-ol exhibits slightly higher binding
affinity towards OSD than towards the FPPS I and HSP 60 proteins. However, γ-terpinene displayed
relatively weaker binding affinities towards all three selected proteins (Cscore = 2.22 (OSD), 2.55
(FPPS I) and 3.11 for HSP 60). To provide a more detailed insight into the ligand–protein interactions,
the binding energies (consensus scores) and key hydrogen bond interactions are tabularized in Table
S3 of supplementary information.

Furthermore, the top-ranked docking poses for both ligands in all six complexes were saved and
graphically viewed to identify the ligand–protein interactions. The graphical analysis shows that both
ligands acquire a similar mode of interaction within the active site of the OSD protein and Val15, Thr18,
Arg61, Glu62, Lys65, and Asn158 are the most important residues present at the active site. As depicted
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in Figure 4A,D, despite similar binding modes, terpinen-4-ol can form at least two H-bond interactions
with surrounding residues; whereas, no H-bond interaction was observed in the γ-terpineol-OSD
complex. The docked model of terpinen-4-ol reveals that the -OH groups of compound were able
to form H-bond interactions following a donor–accepter motif with Asn158 and Arg61, respectively.
These findings can explain the higher binding affinity of terpinen-4-ol towards the OSD protein than
γ-terpineol.
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Figure 4. Graphical view of molecular docking results. The binding modes of ligands terpinen-4-ol
(A–C) and γ-terpineol (D–F) within the active sites of the OSD (cyan), FPPS I (green) and HSP 60
(Magenta) proteins, respectively. H-bonds are indicated as a dotted line.

In FPPS I-terpinen-4-ol and γ-terpineol docking complexes, the residues Gly64, Lys65, Arg68,
Arg120, Arg121, Phe248, Pro261, Met264, Lys266, and Arg360 have been identified as the active site
residues (Figure 4B,E). Docking results show that two residues, Met264 and Lys266, are able to establish
H-bond interaction with the -OH group of terpinen-4-ol. The methyl groups extend towards Lys65,
Arg68, and Phe248, where they can make van der Waals and hydrophobic contacts with these residues.
Alternatively, no hydrogen bond interaction was observed in γ-terpineol, because it lacks heavy atoms
in its structure.

Finally, to elucidate the interaction mode of both ligands with HPS-60, the top ranked docked
poses of terpinen-4-ol and γ-terpineol in HPS 60 active site were also visualized (Figure 4C,F).
The docking results show that almost all residues that contribute towards terpinen-4-ol binding
to HSP 60 also have favorable interactions in γ-terpineol-HSP 60 complex. However, the difference in
binding affinity was mainly mediated by additional H-bond interaction formed between the -OH group
of terpinen-4-ol and the nearby residue Asp418 in the binding pocket of HSP 60. Whereas, no H-bond
interaction was found in the case of γ-terpineol-HSP 60 system. Hence, molecular docking results
provide sufficient information to identify that the difference in protein expression is mainly mediated
by terpinen-4-ol, rather than any other compound. However, to further explore the binding affinity of
terpinen-4-ol towards OSD, FPPS I or HSP 60 proteins, molecular dynamics (MD) simulations were
performed, followed by free energy calculations.
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2.2.3. Molecular Dynamics Simulation, MMGB/PBSA

Although docking analysis can provide an acceptable binding mode, the solvent, temperature
and pressure effects could not be considered. Therefore, docking results were post-processed with
more reliable molecular dynamics (MD) simulations to describe the dynamical behavior of the complex
at an atomic level by flexibly and firmly treating the ligand–receptor complex. Moreover, it also
makes it possible to calculate the binding free energies using an implicit MMGB (PB) SA approach,
which provides an accurate ranking of potential ligands binding to the target protein. The top
three docking complexes (terpinen-4-ol-OSD, terpinen-4-ol-FPPS I, and terpinen-4-ol-HSP 60) as
ranked by C-score were further processed using MD simulations to investigate the key molecular
interactions responsible for ligand–receptor binding. All three complexes were subjected to 40 ns MD
simulations, and RMSD (root-mean-square deviation) was calculated to inspect the dynamic stability
of all complexes during simulation. As illustrated in Figure 5A–C, all complex systems remained
stable and the RMSD remained below 2.5 Å for protein, pocket or ligand throughout the simulation.
The least RMSD was found to be displayed by the ligand (blue) in all three complexes. However,
this was not surprising, because terpinen-4-ol exhibited a smaller structure with very low flexibility.
Overall, these analyses for ligand–protein complex stabilization suggest that the simulated docking
conformations are correct and can be used to calculate binding free energies.
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The binding free energies of terpinen-4-ol bonded to OSD, FPPS I, and HSP 60 were computed
using the MMGB/PBSA approach. The results are plotted and summarized in Figure 6, and Table S3,
in the Supporting Information, depicts a comparison between the binding free energy components
in all three complexes. The results demonstrate a noticeable difference in the computed binding
affinities for compound terpinen-4-ol against OSD (∆Gpred (GB) = −10.34 kcal/mol, FPPS I (∆Gpred (GB)
= −9.43 kcal/mol) and HSP 60 (∆Gpred (GB) = −7.94 kcal/mol). Although the difference in binding
free energies is not very high, it sufficiently reflects the fact that terpinen-4-ol exhibits greater binding
affinity towards OSD than FPPS I and HSP 60. Interestingly, these results are also in agreement with
molecular docking and experimental gene expression analysis. To identify the key driving forces
responsible for the higher binding affinities of terpinen-4-ol, total binding free energy was further
decomposed into independent binding free energy components (Figure 6 and Table S4). As shown in
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Figure 6, although van der Waals (vdW) interactions and nonpolar solvation display a slight favorable
contribution towards FPPS I, the electrostatic force play substantial role in the higher binding affinity
of terpinen-4-ol towards OSD than towards FPPS I and HSP 60. In the HSP 60-terpinen-4-ol complex
system, the vdW forces display an almost comparable contribution for OSD and HSP 60, while the
major difference in binding affinity arises from electrostatic interaction. These results are consistent
with the results obtained from GRAVY analysis, which revealed that OSD is more hydrophilic than
FPPS I and HSP 60. Moreover, according to the molecular docking results for the HSP 60-terpinen-4-ol
system, there was only one H-bond interaction, as compared to two H-bond interaction in OSD.
These results also support the MD simulation results. Hence, it might be speculated that the higher
binding affinities of inhibitor terpinen-4-ol is mainly dominated by electrostatic and polar solvation
free energies along with moderate vdW and H-bond interactions. These findings may further be
used to identify some novel compounds with promising potential to interact with developmental and
dispersal-related genes and may ultimately present an alternative strategy in M. persicae management.
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3. Significance of Study

M. alternifolia oil has already been proved to exhibit promising insecticidal potential against
various insects. However, no studies have been reported regarding its insecticidal potential against
M. persicae. In this work, we studied the deterrent and toxicity potential of M. alternifolia essential
oil against M. persicae for the first time. To study the impact of essential oil, a combination of gene
expression analysis with molecular docking and MD simulations was also performed for the first
time. As a result, M. alternifolia oil has been identified to possess significant deterrent and toxic
potential against M. persicae. M. alternifolia oil has significantly enhanced upregulation of OSD, TOL,
ANT, HSP 60 and FPPS I genes, which negatively influence the fecundity, growth and development
of M. persicae. An exquisite combination of molecular docking, MD simulation and binding free
energy calculation (MMGB/PBSA) was performed to reveal the binding modes of terpinen 4-ol and
γ-terpinene in complex with FPPS I, HSP 60 and OSD genes. The graphical and energetic analysis
revealed that terpinen-4-ol develops more favorable H-bond and hydrophobic interactions with the
surrounding residues. The findings of the present study provide valuable guidelines for identifying a
better ecofriendly alternative to conventional insecticides.



Toxins 2018, 10, 425 10 of 15

4. Conclusions

In the present study, M. alternifolia essential oil has displayed mild to excellent (concentration
dependent) anti-M. persicae potential, due to its promising deterrent and insecticidal activities.
The significant outcomes in biological and in silico studies are likely a result of the amalgamation
of various secondary metabolites constituting the essential oil. Gene expression assays, along with
in silico studies, identified terpinen-4-ol as a key component, responsible for significant deterrent
and insecticidal activities of M. alternifolia essential oil, since in the present work, the essential oil
from M. alternifolia alone showed appreciable insecticidal potential. Furthermore, research focused
on combination of M. alternifolia essential oil with other oils or combination of terpinen-4-ol with
other chemo-types against M. persicae is extensively required. The findings of the present study could
provide valuable guidelines for the rational design and identification of novel compounds either in lab
or from natural sources, respectively, with better insecticidal properties and a high safety profile.

5. Materials and Methods

5.1. 40% M. alternifolia Essential Oil Preparation

Essential oil of M. alternifolia was sourced from Fujian Senmeida Biological Technology Co.,
Ltd. (Fuzhou, Fujian, China). The insecticidal properties of essential oils are primarily attributed to
the blend of various major and minor phytochemicals. Content assessment analysis for ten major
components in the M. alternifolia were predetermined by GC/MS and reported in our previous
study [35], which indicated that the major constituents terpinen-4-ol (40.09%), γ-terpinene (21.85%),
α-terpinene (11.34%), α-terpineol (6.91%), α-pinene (5.86%), terpinolene (3.24%), 1,8-cineole (1.83%)
limonene (1.20%), p-cymene (1.36%), and sabinene (0.20%) were within the range specified according
to Inter-national Organization for Standardization standard 4730.

The formulation of 40% M. alternifolia essential oil was prepared by the general method [36].
The emulsifiers used for dispersing essential oil in water, thickening agents, and anti-freezing agents
used in the formulation, along with their quantities (g/g), is tabularized in Table 1.

Table 1. List of the main components of 40% M. alternifolia essential oil.

Compound % (g/g) Properties

M. alternifolia essential oil 40 Active ingredient
Ethylene glycol 2.5 Antifreeze

Epoxy ethane epoxide propane block polymer 2.5 Emulsifier
Polyoxyethylene Polyoxypropylene ether 2.5 Emulsifier

Silicone 0.3 Emulsifier
Gelatin 0.2 Thickener
Water 52 Deionized water

5.2. Myzus Persicae Culture

The susceptible laboratory population of M. persicae (Sulzer) used in this study was originally
obtained from cabbage on the campus of Anhui Agriculture University. Then it was maintained in
our laboratory at Anhui Agriculture University under 23 ± 2 ◦C, 75 ± 5% RH, and a photoperiod of
L12:D12. M. persicae was reared on the insecticide-free cabbage seedlings. After ten generations in our
insectary, 1-day-old apterous M. persicae were used for the further experiment.

5.3. Bioassay of M. persicae

5.3.1. Deterrent Assay

The area preference method [37] was adopted to estimate the repellency potential of the
M. alternifolia oil in five gradually increasing concentrations (0.1, 0.5, 1, 1.5, and 2 g/L). A filter
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paper disk of 9 cm in diameter was cut into semicircles. One half was dipped into the sample solutions
while the second half was treated with water (controlled) for a time of 30 s. Both parts of filter papers
were air dried at room temperature and placed at the bottom of petri dishes of the same size with
connected edges. Twenty-five adult M. persicae were introduced at the center of petri dish containing
filter paper and the petri dish was covered with a para film and lid to avoid the insects’ escape.
Each treatment was replicated three times and the numbers of insects present on the control- and
the sample-treated halves were recorded after 2, 4, 24 and 48 h. All petri-dishes were then placed in
controlled conditions. A deterrence index was calculated for each dish as follows:

Detterence index =
(C − T)
(C + T)

(1)

where C is the number of M. persicae on the controlled half and T is the number of M. persicae on the
treated paper after 2, 4, 24 and 48 h.

5.3.2. Leaf-Dip Bioassay

The leaf dipping method was used to evaluate the toxicity of the M. alternifolia oil in the petri
dish [38]. The test solution of 40% M. alternifolia oil was further diluted with distilled water containing
0.05% (v/v) Triton X-100, to prepare the following serial concentrations: 0.08, 0.2, 0.4, 0.8 and 4 g/L.
Cabbage leaf discs 20 mm in diameter were prepared and immersed in the prepared solution for 30 s.
The leaf discs were shed dried by exposing them to air for 2 h, and then placed upside down in a
petri dish filled with 2% agar. The control was dipped into distilled water containing 0.05% (v/v)
Triton X-100 and shed dried by exposure to air. Twenty-five adult healthy M. persicae were carefully
transferred on the surface of the leaf with the help of soft brush. All discs were critically examined to
identify and immediately remove sick or molting M. persicae. Each petri dish, both for the sample and
the control, was covered with para film. All treatments were replicated at least three times, and the
rate of mortality was recorded at 24, 48, and 72 h post treatment. The M. persicae were considered
dead when they did not move any of their legs after probing with a soft brush. LC30 and LC50 were
calculated by prohibit analysis [39]. The percentage of dead M. persicae was calculated by the Abbott’s
formula [40]. The mortalities of all of the control were lower than 5%.

5.4. Real-Time Quantitative PCR (qRT-PCR)

To investigate the expression levels of five candidate genes under different concentrations (LC30

and LC50 values at 24 h) of 40% M. alternifolia oil, qRT-PCR was employed. Under each concentration,
at least 40 M. persicae were collected at 24 h post-treatment, and immediately placed in liquid nitrogen
to be stored at −80 ◦C until analysis. Firstly, total RNA was extracted from each treatment using
TRIZOL reagent (Invitrogen, Carlsbad, MX, USA.) according to the manufacturer’s instructions. RNA
integrity was evaluated and quantized by Biophotometer Plus (Eppendorf, Hamburg, Germany).
First-strand complementary DNA (cDNA) was synthesized using Prime Script™ reagent kit (Takara,
Dalian, China) in accordance with the manufacturer’s instructions. For qRT-PCR, β-actin was used as
internal control for the quantification of OSD and TOL, and the ACE gene for ANT, HSP 60, and FPPS I.
All primers for qRT-PCR are listed in Table S1. qRT-PCR was performed on a Bio-Rad iCycler iQ
Real-time Detection System (Bio-Rad, Hercules, CA, USA.) containing 7.5 µL of 2× UltraSYBR Mixture
(Promega Corporation, Beijing, China), 2 µL of cDNA, 1 µL each primer (10 µM), and 3.5 µL of
RNase-free water in a final volume of 15 µL. In all qRT-PCR, each treatment was repeated three times.
The gene expression (mean ± SD) quantified as a relative fold change was performed using the 2−∆∆CT

method [41]. To determine the relative quantitative fold expression change, data was analyzed by
ordinary one-way ANOVA of the t-test, and their compression between doses was analyzed by Tukey’s
test [20].
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5.5. Computation Methods

5.5.1. Sequence Analysis and Modeling

To the best of our knowledge, the co-crystalized 3D structures for OSD, FPPS I and HSP 60 proteins
of M. persicae have not been reported to the Protein Data Bank (PDB) yet. The three-dimensional
structure was predicted by the online server iterative threading assembly refinement algorithm
implemented in I-TASSER. The FASTA sequences with NCBI Accession no # CAB58441, CAI34909
and XP_022183539 for HSP 60, OSD and FPPS I, respectively, were retrieved from uniprot [42,43],
and submitted to the I-TASSER online server [42] for protein modeling. The I-TASSER-generated and
-optimized 3D-models of the selected proteins were downloaded along with their confidence score
(C-score). Structural and stereo chemical analyses were performed by using various evaluations and
validation tools after generating 3D model. PROCHECK was used to attain the Psi/Phi Ramachandran
plot [44], which can be utilized to assess the non-Gly residues in the disallowed regions. The ProSAweb
web tool [45] employs an empirically derived Z-score functionality that was used to ensure the
thorough quality of generated structural model and certify that the anticipated structure is within the
range of scores as recovered in the native proteins. Only the top-ranking generated conformations
according to the Z-score of each protein were further processed for molecular docking and MD
simulations. Finally, the generated structures were energy-minimized and MD-simulated for 10 ns,
which will be discussed in a later section.

5.5.2. Ligand Preparation and Molecular Docking

The 3D structures of the terpinen-4-ol and γ-terpinene were constructed by the Sybyl-X1.3/
SKETCH module [46], and energy was minimized using the Tripos force field with Gasteigere
Hückel atomic charge. Both structures were further subjected to the MD approach for further
optimization to obtain active geometrical conformation. To reveal the binding modes of selected
ligands bonded with respective proteins, flexible molecular docking simulations were performed using
the Surflex-Dock module of the molecular modeling software package SYBYL-X 1.3 [34,47]. First of
all, to ensure chemical accuracy, structures of all three M. persicae proteins were carefully examined
by adopting structure preparation tools applicable in the biopolymer module of SYBYL-X 1.3 [46].
Missing hydrogens were added, charges were applied, and atom types were assigned in accordance
to the AMBER 7 FF99 force field. At the end, energy minimization was executed to hamper steric
clashes by utilizing the Powell algorithm along with a convergence gradient of 0.5 kcal/(mol·Å)
for 1000 cycles. Surflex-docking utilized an idealized active site ligand known as protomol [34],
which provides a target site to generate putative poses of small molecules to guide the molecular
docking. The parameters for protomol generation, such as threshold (0.50) and bloat (zero), were
kept at default values. These settings are the same as those used in our previously reported docking
validation studies [48,49]. Finally, the generated and energy-optimized conformations of terpinen-4-ol
and γ-terpinene were separately docked to the active sites of OSD, FPPS I and HSP 60. For each
ligand–protein complex system, the twenty best docked poses were saved conclusively for every
inhibitor. By adopting the Hammerhead scoring function, these putative poses of ligands were
graded [34].

5.5.3. Molecular Dynamics Simulations

For further refinement and stabilization in solution systems, each of the top ranked
docking-simulated structural model (terpinen-4-ol-OSD, terpinen-4-ol- FPPS I and terpinen-4-ol-HSP 60)
complexes was subjected to MD simulations for 40 nanoseconds (ns). All MD simulations and molecular
mechanics-based free energy calculations (MM/PB(GB)SA) [50], were entirely carried out in the
AMBER16 software package [51], following the same protocol and parameters as those reported
in our previous publications [48,49,52].
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Figure S2: 3D structures of proteins built by I-TASSER. (A) OSD, (B) FPPS 1 (C) HSP-60. Ramachandran Plot
analysis performed with RAMPAGE online webserver. (D) OSD, (E) FPPS 1 (F) HSP-60, Table S1: List of the
selected primers (forward and reverse) which used for the measurements of gene expression in the M. persicae
at three different lethal concentration of the M. alternifolia oil, Table S2: summary of pre- and post-molecular
modeling analysis, Table S3: Surflex score of docked ligands terpinen-4-ol and γ-terpinene for OSD, FPPS 1,
and HPSA-60, Table S4: Comparison between binding free energies of terpinen-4-ol bonded with OSD, FPPS I,
HSP 60.

Author Contributions: T.A.C. (Talha Ali Chohan) performed all the studies, conducted experiments, compiled the
data and results and also wrote the manuscript. T.A.C. (Tahir Ali Chohan) helped with in silico studies. L.Z. helped
with insect rearing and provision. Y.Q. helped with experimental work. L.M. helped with providing necessary
material for experimental work. H.C. supervised the whole of the work and the revision of the manuscript.

Funding: This research was supported by Anhui Science and Technology Major Project (17030701050), Natural
Science Research Projects of Anhui College (KJ2018A0148) and the Talent Research Project of Anhui Agricultural
University (yj2018-04).

Acknowledgments: College of Pharmaceutical Sciences, Zhejiang University, Hangzhou, China, is acknowledged
for providing facilities and assistance in performing in silico studies. Special thanks to Anum Islam king Edward
Medical University, Mayo Hospital Lahore, Pakistan for helping in writing manuscript.

Conflicts of Interest: The authors declare that they do not have any conflict of interest for this article.

References

1. Bakkali, F.; Averbeck, S.; Averbeck, D.; Idaomar, M. Biological effects of essential oils—A review.
Food Chem. Toxicol. 2008, 46, 446–475. [CrossRef] [PubMed]

2. Dedryver, C.-A.; Le Ralec, A.; Fabre, F. The conflicting relationships between aphids and men: A review of
aphid damage and control strategies. C. R. Biol. 2010, 333, 539–553. [CrossRef] [PubMed]

3. Edwards, O.R.; Franzmann, B.; Thackray, D.; Micic, S. Insecticide resistance and implications for future
aphid management in Australian grains and pastures: A review. Aust. J. Exp. Agric. 2008, 48, 1523–1530.
[CrossRef]

4. Hagenbucher, S.; Wäckers, F.L.; Romeis, J. Aphid honeydew quality as a food source for parasitoids is
maintained in Bt cotton. PLoS ONE 2014, 9, e107806. [CrossRef] [PubMed]

5. Silva, A.X.; Jander, G.; Samaniego, H.; Ramsey, J.S.; Figueroa, C.C. Insecticide resistance mechanisms in
the green peach aphid Myzus persicae (hemiptera: Aphididae) I: A transcriptomic survey. PLoS ONE 2012,
7, e36366. [CrossRef] [PubMed]

6. Isman, M.B. Plant essential oils for pest and disease management. Crop Prot. 2000, 19, 603–608. [CrossRef]
7. Khani, A.; Heydarian, M. Fumigant and repellent properties of sesquiterpene-rich essential oil from

Teucrium polium subsp. Capitatum (L.). Asian Pac. J. Trop. Med. 2014, 7, 956–961. [CrossRef]
8. Mossa, A.-T.H. Green pesticides: Essential oils as biopesticides in insect-pest management. J. Environ.

Sci. Technol. 2016, 9, 354. [CrossRef]
9. Nouri-Ganbalani, G.; Ebadollahi, A.; Nouri, A. Chemical composition of the essential oil of Eucalyptus procera

dehnh. and its insecticidal effects against two stored product insects. J. Essent. Oil Bear. Plants 2016, 19,
1234–1242. [CrossRef]

10. Carson, C.; Hammer, K.; Riley, T. Melaleuca alternifolia (tea tree) oil: A review of antimicrobial and other
medicinal properties. Clin. Microbiol. Rev. 2006, 19, 50–62. [CrossRef] [PubMed]

11. Thomsen, N.A.; Hammer, K.A.; Riley, T.V.; Van Belkum, A.; Carson, C.F. Effect of habituation to tea tree
(Melaleuca alternifolia) oil on the subsequent susceptibility of Staphylococcus spp. to antimicrobials, triclosan,
tea tree oil, terpinen-4-ol and carvacrol. Int. J. Antimicrob. Agents 2013, 41, 343–351. [CrossRef] [PubMed]

12. Huang, Y.; Liao, M.; Yang, Q.; Xiao, J.; Hu, Z.; Zhou, L.; Cao, H. Transcriptome profiling reveals differential
gene expression of detoxification enzymes in Sitophilus zeamais responding to terpinen-4-ol fumigation.
Pestic. Biochem. Phys. 2018. [CrossRef] [PubMed]

13. Gould, M.N. Cancer chemoprevention and therapy by monoterpenes. Environ. Health Perspect. 1997, 105,
977–979. [PubMed]

14. Shelton, D.; Leach, D.; Baverstock, P.; Henry, R. Isolation of genes involved in secondary metabolism from
Melaleuca alternifolia (Cheel) using expressed sequence tags (ESTs). Plant Sci. 2002, 162, 9–15. [CrossRef]

http://www.mdpi.com/2072-6651/10/11/425/s1
http://www.mdpi.com/2072-6651/10/11/425/s1
http://dx.doi.org/10.1016/j.fct.2007.09.106
http://www.ncbi.nlm.nih.gov/pubmed/17996351
http://dx.doi.org/10.1016/j.crvi.2010.03.009
http://www.ncbi.nlm.nih.gov/pubmed/20541165
http://dx.doi.org/10.1071/EA07426
http://dx.doi.org/10.1371/journal.pone.0107806
http://www.ncbi.nlm.nih.gov/pubmed/25226521
http://dx.doi.org/10.1371/journal.pone.0036366
http://www.ncbi.nlm.nih.gov/pubmed/22685538
http://dx.doi.org/10.1016/S0261-2194(00)00079-X
http://dx.doi.org/10.1016/S1995-7645(14)60169-3
http://dx.doi.org/10.3923/jest.2016.354.378
http://dx.doi.org/10.1080/0972060X.2016.1178606
http://dx.doi.org/10.1128/CMR.19.1.50-62.2006
http://www.ncbi.nlm.nih.gov/pubmed/16418522
http://dx.doi.org/10.1016/j.ijantimicag.2012.12.011
http://www.ncbi.nlm.nih.gov/pubmed/23481659
http://dx.doi.org/10.1016/j.pestbp.2018.05.008
http://www.ncbi.nlm.nih.gov/pubmed/30033015
http://www.ncbi.nlm.nih.gov/pubmed/9255590
http://dx.doi.org/10.1016/S0168-9452(01)00504-0


Toxins 2018, 10, 425 14 of 15

15. Demusyak, A. International standards organization (ISO). Meas. Tech. 1967, 10, 651–655. [CrossRef]
16. Chen, Y.; Li, Y.; Su, Z.; Xian, J. Insecticidal and repellent action of pogostone against Myzus persicae (hemiptera:

Aphididae). Fla. Entomol. 2017, 100, 346–349. [CrossRef]
17. Ebrahimi, M.; Safaralizade, M.H.; Valizadegan, O. Contact toxicity of Azadirachta indica (Adr. Juss.),

Eucalyptus camaldulensis (Dehn.) and Laurus nobilis (L.) essential oils on mortality cotton aphids, aphis
gossypii glover (hem.: Aphididae). Arch. Phytopathol. Plant Prot. 2013, 46, 2153–2162. [CrossRef]

18. Ghanim, M.; Dombrovsky, A.; Raccah, B.; Sherman, A. A microarray approach identifies ANT, OS-D
and takeout-like genes as differentially regulated in alate and apterous morphs of the green peach aphid
Myzus persicae (Sulzer). Insect Biochem. Mol. Biol. 2006, 36, 857–868. [CrossRef] [PubMed]

19. Stanley, K.; Fenton, B. A member of the Hsp60 gene family from the peach potato aphid, Myzus persicae
(Sulzer.). Insect Mol. Biol. 2000, 9, 211–215. [CrossRef] [PubMed]

20. Pfaffl, M.W. A new mathematical model for relative quantification in real-time RT–PCR. Nucleic Acids Res.
2001, 29, e45. [CrossRef] [PubMed]

21. Ayyanath, M.-M.; Cutler, G.C.; Scott-Dupree, C.D.; Prithiviraj, B.; Kandasamy, S.; Prithiviraj, K. Gene
expression during imidacloprid-induced hormesis in green peach aphid. Dose-Response 2014, 12. [CrossRef]
[PubMed]

22. Zhang, Y.Q.; Roote, J.; Brogna, S.; Davis, A.W.; Barbash, D.A.; Nash, D.; Ashburner, M. Stress sensitive B
encodes an adenine nucleotide translocase in Drosophila melanogaster. Genetics 1999, 153, 891–903. [PubMed]

23. Fujikawa, K.; Seno, K.; Ozaki, M. A novel takeout-like protein expressed in the taste and olfactory organs of
the blowfly, Phormia regina. FEBS 2006, 273, 4311–4321. [CrossRef] [PubMed]

24. Weil, T.; Korb, J.; Rehli, M. Comparison of queen-specific gene expression in related lower termite species.
Mol. Biol. Evol. 2009, 26, 1841–1850. [CrossRef] [PubMed]

25. Bohbot, J.; Vogt, R.G. Antennal expressed genes of the yellow fever mosquito (Aedes aegypti L.);
characterization of odorant-binding protein 10 and takeout. Insect Biochem. Mol. Biol. 2005, 35, 961–979.
[CrossRef] [PubMed]

26. Dauwalder, B.; Tsujimoto, S.; Moss, J.; Mattox, W. The drosophila takeout gene is regulated by the somatic
sex-determination pathway and affects male courtship behavior. Genes Dev. 2002, 16, 2879–2892. [CrossRef]
[PubMed]

27. Parsell, D.; Lindquist, S. The function of heat-shock proteins in stress tolerance: Degradation and reactivation
of damaged proteins. Annu. Rev. Genet. 1993, 27, 437–496. [CrossRef] [PubMed]

28. Huang, L.-H.; Chen, B.; Kang, L. Impact of mild temperature hardening on thermotolerance, fecundity,
and Hsp gene expression in Liriomyza huidobrensis. J. Insect Phys. 2007, 53, 1199–1205. [CrossRef] [PubMed]

29. Lewis, M.; Prosser, I.; Mohib, A.; Field, L. Cloning and characterisation of a prenyltransferase from the
aphid Myzus persicae with potential involvement in alarm pheromone biosynthesis. Insect Mol. Biol. 2008, 17,
437–443. [CrossRef] [PubMed]

30. Vandermoten, S.; Charloteaux, B.; Santini, S.; Sen, S.E.; Béliveau, C.; Vandenbol, M.; Francis, F.;
Brasseur, R.; Cusson, M.; Haubruge, É. Characterization of a novel aphid prenyltransferase displaying
dual geranyl/farnesyl diphosphate synthase activity. FEBS Lett. 2008, 582, 1928–1934. [CrossRef] [PubMed]

31. Singhal, N.; Kumar, M.; Virdi, J.S. Molecular analysis of β-lactamase genes to understand their differential
expression in strains of Yersinia enterocolitica biotype 1A. Sci. Rep. 2014, 4, 5270. [CrossRef] [PubMed]

32. Wickramasinghe, G.H.I.M.; Indika, P.P.A.M.S.; Chandrasekharan, N.V.; Weerasinghe, M.S.S.; Wijesundera, R.L.C.;
Wijesundera, W.S.S. Trichoderma virens β-glucosidase I (BGL I) gene; expression in Saccharomyces cerevisiae
including docking and molecular dynamics studies. BMC Microbiol. 2017, 17, 137. [CrossRef] [PubMed]

33. Smialowski, P.; Martin-Galiano, A.J.; Mikolajka, A.; Girschick, T.; Holak, T.A.; Frishman, D. Protein solubility:
Sequence based prediction and experimental verification. Bioinformatics 2006, 23, 2536–2542. [CrossRef]
[PubMed]

34. Jain, A.N. Surflex: Fully automatic flexible molecular docking using a molecular similarity-based search
engine. J. Med. Chem. 2003, 46, 499–511. [CrossRef] [PubMed]

35. Liao, M.; Xiao, J.J.; Zhou, L.J.; Yao, X.; Tang, F.; Hua, R.M.; Wu, X.W.; Cao, H.Q. Chemical composition,
insecticidal and biochemical effects of Melaleuca alternifolia essential oil on the Helicoverpa armigera.
J. Appl. Entomol. 2017, 141, 721–728. [CrossRef]

36. Cheng, C. The Antimicrobial Activity of Tea Tree Oil (Melaleuca alternifolia) Oil and Preparation of Its
Emulsion in Water. Master’s Thesis, Anhui Agricultural University, Hefei, China, 2012. (In Chinese)

http://dx.doi.org/10.1007/BF00980651
http://dx.doi.org/10.1653/024.100.0233
http://dx.doi.org/10.1080/03235408.2013.774526
http://dx.doi.org/10.1016/j.ibmb.2006.08.007
http://www.ncbi.nlm.nih.gov/pubmed/17046599
http://dx.doi.org/10.1046/j.1365-2583.2000.00174.x
http://www.ncbi.nlm.nih.gov/pubmed/10762429
http://dx.doi.org/10.1093/nar/29.9.e45
http://www.ncbi.nlm.nih.gov/pubmed/11328886
http://dx.doi.org/10.2203/dose-response.13-057.Cutler
http://www.ncbi.nlm.nih.gov/pubmed/25249837
http://www.ncbi.nlm.nih.gov/pubmed/10511565
http://dx.doi.org/10.1111/j.1742-4658.2006.05422.x
http://www.ncbi.nlm.nih.gov/pubmed/16930135
http://dx.doi.org/10.1093/molbev/msp095
http://www.ncbi.nlm.nih.gov/pubmed/19541881
http://dx.doi.org/10.1016/j.ibmb.2005.03.010
http://www.ncbi.nlm.nih.gov/pubmed/15978998
http://dx.doi.org/10.1101/gad.1010302
http://www.ncbi.nlm.nih.gov/pubmed/12435630
http://dx.doi.org/10.1146/annurev.ge.27.120193.002253
http://www.ncbi.nlm.nih.gov/pubmed/8122909
http://dx.doi.org/10.1016/j.jinsphys.2007.06.011
http://www.ncbi.nlm.nih.gov/pubmed/17651748
http://dx.doi.org/10.1111/j.1365-2583.2008.00815.x
http://www.ncbi.nlm.nih.gov/pubmed/18651925
http://dx.doi.org/10.1016/j.febslet.2008.04.043
http://www.ncbi.nlm.nih.gov/pubmed/18466770
http://dx.doi.org/10.1038/srep05270
http://www.ncbi.nlm.nih.gov/pubmed/24920253
http://dx.doi.org/10.1186/s12866-017-1049-8
http://www.ncbi.nlm.nih.gov/pubmed/28637443
http://dx.doi.org/10.1093/bioinformatics/btl623
http://www.ncbi.nlm.nih.gov/pubmed/17150993
http://dx.doi.org/10.1021/jm020406h
http://www.ncbi.nlm.nih.gov/pubmed/12570372
http://dx.doi.org/10.1111/jen.12397


Toxins 2018, 10, 425 15 of 15

37. You, C.X.; Jiang, H.Y.; Zhang, W.J.; Guo, S.S.; Yang, K.; Lei, N.; Ma, P.; Geng, Z.F.; Du, S.S. Contact toxicity
and repellency of the main components from the essential oil of Clausena anisum-olens against two stored
product insects. J. Insect Sci. 2015, 15. [CrossRef] [PubMed]

38. Moores, G.D.; Gao, X.; Denholm, I.; Devonshire, A.L. Characterisation of insensitive acetylcholinesterase in
insecticide-resistant cotton aphids, Aphis gossypiiglover (homoptera: Aphididae). Pestic. Biochem. Phys. 1996,
56, 102–110. [CrossRef]

39. Fong, D.K.; Kim, S.; Chen, Z.; DeSarbo, W.S. A bayesian multinomial probit model for the analysis of panel
choice data. Psychometrika 2016, 81, 161–183. [CrossRef] [PubMed]

40. Lee, B.-H.; Choi, W.-S.; Lee, S.-E.; Park, B.-S. Fumigant toxicity of essential oils and their constituent
compounds towards the rice weevil, Sitophilus oryzae (L.). Crop Prot. 2001, 20, 317–320. [CrossRef]

41. Rainen, L.; Oelmueller, U.; Jurgensen, S.; Wyrich, R.; Ballas, C.; Schram, J.; Herdman, C.; Bankaitis-Davis, D.;
Nicholls, N.; Trollinger, D. Stabilization of mRNA expression in whole blood samples. Clin. Chem. 2002, 48,
1883–1890. [PubMed]

42. Zhang, Y. I-Tasser server for protein 3D structure prediction. BMC Bioinform. 2008, 9, 40. [CrossRef]
[PubMed]

43. Fujimoto, K.; Horio, Y.; Sugama, K.; Ito, S.; Liu, Y.; Fukui, H. Genomic cloning of the rat histamine H1

receptor. Biochem. Biophys. Res. Commun. 1993, 190, 294–301. [CrossRef] [PubMed]
44. Consortium, U. Uniprot: A hub for protein information. Nucleic Acids Res. 2014, 43, D204–D212. [CrossRef]

[PubMed]
45. Laskowski, R.A.; MacArthur, M.W.; Moss, D.S.; Thornton, J.M. Procheck: A program to check the stereochemical

quality of protein structures. J. Appl. Crystallogr. 1993, 26, 283–291. [CrossRef]
46. Wiederstein, M.; Sippl, M.J. Prosa-web: Interactive web service for the recognition of errors in

three-dimensional structures of proteins. Nucleic Acids Res. 2007, 35, W407–W410. [CrossRef] [PubMed]
47. Becke, A.D. Density-functional thermochemistry. III. The role of exact exchange. J. Chem. Phys. 1993, 98,

5648–5652. [CrossRef]
48. Ruppert, J.; Welch, W.; Jain, A.N. Automatic identification and representation of protein binding sites for

molecular docking. Protein Sci. 1997, 6, 524–533. [CrossRef] [PubMed]
49. Chohan, T.A.; Chen, J.-J.; Qian, H.-Y.; Pan, Y.-L.; Chen, J.-Z. Molecular modeling studies to characterize

N-phenylpyrimidin-2-amine selectivity for CDK2 and CDK4 through 3D-QSAR and molecular dynamics
simulations. Mol. BioSyst. 2016, 12, 1250–1268. [CrossRef] [PubMed]

50. Chohan, T.A.; Qian, H.-Y.; Pan, Y.-L.; Chen, J.-Z. Molecular simulation studies on the binding selectivity of
2-anilino-4-(thiazol-5-yl)-pyrimidines in complexes with CDK2 and CDK7. Mol. BioSyst. 2016, 12, 145–161.
[CrossRef] [PubMed]

51. Case, D.; Betz, R.; Botello-Smith, W.; Cerutti, D., III; Duke, R.; Giese, T.; Gohlke, H.; Goetz, A. Amber 16;
University of California: San Francisco, CA, USA, 2016.

52. Rehman, K.; Chohan, T.A.; Waheed, I.; Gilani, Z.; Akash, M.S.H. Taxifolin prevents postprandial
hyperglycemia by regulating the activity of α-amylase: Evidence from an in vivo and in silico studies.
J. Cell. Biochem. 2018. [CrossRef] [PubMed]

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

http://dx.doi.org/10.1093/jisesa/iev071
http://www.ncbi.nlm.nih.gov/pubmed/26136499
http://dx.doi.org/10.1006/pest.1996.0064
http://dx.doi.org/10.1007/s11336-014-9437-6
http://www.ncbi.nlm.nih.gov/pubmed/25491165
http://dx.doi.org/10.1016/S0261-2194(00)00158-7
http://www.ncbi.nlm.nih.gov/pubmed/12406972
http://dx.doi.org/10.1186/1471-2105-9-40
http://www.ncbi.nlm.nih.gov/pubmed/18215316
http://dx.doi.org/10.1006/bbrc.1993.1045
http://www.ncbi.nlm.nih.gov/pubmed/7678492
http://dx.doi.org/10.1093/nar/gku989
http://www.ncbi.nlm.nih.gov/pubmed/25348405
http://dx.doi.org/10.1107/S0021889892009944
http://dx.doi.org/10.1093/nar/gkm290
http://www.ncbi.nlm.nih.gov/pubmed/17517781
http://dx.doi.org/10.1063/1.464913
http://dx.doi.org/10.1002/pro.5560060302
http://www.ncbi.nlm.nih.gov/pubmed/9070435
http://dx.doi.org/10.1039/C5MB00860C
http://www.ncbi.nlm.nih.gov/pubmed/26883408
http://dx.doi.org/10.1039/C5MB00630A
http://www.ncbi.nlm.nih.gov/pubmed/26565382
http://dx.doi.org/10.1002/jcb.27398
http://www.ncbi.nlm.nih.gov/pubmed/30191607
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussion 
	Gene Expression 
	OSD Gene 
	TOL Gene 
	ANT Gene 
	HSP 60 Gene 
	FPPS I Gene 

	In Silico Studies 
	Structural Description of the OSD, FPPS I, and HSP 60 3D Model 
	Molecular Docking and Molecular Dynamics Simulation 
	Molecular Dynamics Simulation, MMGB/PBSA 


	Significance of Study 
	Conclusions 
	Materials and Methods 
	40% M. alternifolia Essential Oil Preparation 
	Myzus Persicae Culture 
	Bioassay of M. persicae 
	Deterrent Assay 
	Leaf-Dip Bioassay 

	Real-Time Quantitative PCR (qRT-PCR) 
	Computation Methods 
	Sequence Analysis and Modeling 
	Ligand Preparation and Molecular Docking 
	Molecular Dynamics Simulations 


	References

