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ABSTRACT: The high level of conservation in ATP-binding sites of protein kinases increasingly demands 
the quest to find selective inhibitors with little cross reactivity. Kinase kinases are a recently discovered 
group of Kinases found to be involved in several mitotic events. These proteins represent attractive 
targets for cancer therapy with several small molecule inhibitors undergoing different phase of clinical 
trials. Alisertib, a synthetic inhibitor of Kinase kinases, acts as an ATP-competitive compound which 
has been proved to be selective for Kinase A and is currently being evaluated in the phase I trial for 
patients with advanced solid tumors. However, the structural details on the selectivity of Alisertib towards 
Kinase-A over Kinase B are still not resolved. To investigate the structural details of this selectivity, the 
complexes of Kinase A and B with Alisertib were modeled and evaluated using molecular dynamics 
simulation and docking techniques. The predicted free energy for the binding of Alisertib to Kinase A 
and B suggests stronger interactions between Alisertib and Kinase A. Results also indicate that there 
are a strong attraction and anion- pi stacking interaction between the Phe144 in Kinase A and CLBB 
atom and benzazepine scaffold of Alisertib. As well as it seems a desired anion-pi stacking interaction 
was created between the carboxyl group of the side chain of Asp274 and fluoro methoxyphenyl ring of 
Alisertib. Furthermore, Kinase kinases contain a conserved hydrophobic ligand-binding pocket that is 
highly involved in ligand binding specificity. Taken together it seems that the mentioned difference in the 
binding pockets of Kinase A and B are the key factors responsible for selectivity.
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The kinase kinases, a family of serine/threonine kinas-
es, play a critical role in multiple features of mitosis 
in eukaryotic cells [1]. Humans express three members 

of Kinase kinases: Kinase A, B, and C which exhibit 
67-76% amino acid sequence identity in their catalytic 
domain, but differ in amino acid length and sequence 
at the N-terminal domain [2,29]. Kinase A, the polar 
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kinase, localizes on centrosomes, and plays a crucial 
role in each step during mitosis. Kinase B, the equato-
rial kinase, is a chromosomal passenger protein that 
moves from centromeres to the spindle midzone dur-
ing mitosis. Although little is known about the impor-
tance of Kinase C, it is specifically expressed in the 
testis and plays a role in spermatogenesis [3]. Deregu-
lation of Kinase kinases due to gene amplification and 
overexpression results aneuploidy and may contribute 
to tumor genesis. A large amount of evidence indicates 
that Kinase kinases are over expressed in a variety of 
solid tumors, including colon, breast, pancreas, pros-
tate, and thyroid cancers [4]. As a result, Kinase ki-
nases have attracted considerable attention as poten-
tial targets for cancer chemotherapy. In recent years, a 
number of small molecule inhibitors targeting Kinase 
kinases are developed which can be subdivided in to 
three general classes [5]: selective Kinase A inhibitors 
such as MLN8054 [6] and Alisertib [7,8,10,11,12], 
selective Kinase B inhibitors such as hesperidin [9] 
and AZD1152 [13], and Kinase A/B inhibitors such 
as VX-680 [14] and ZM447439 [15]. The great ma-
jorities of these synthetic Kinase kinase inhibitors are 
ATP-competitive and has a planar heterocyclic ring 
system that can occupy the adenine-binding region 
and mimic adenine-kinase interactions. Alisertib, a 
synthetic inhibitor of Kinase kinases, acts as an ATP-
competitive compound which has been proved to be 
selective for Kinase A and is currently being evalu-
ated in phase I and II trials for patients with advanced 
solid tumors. However, the structural details on the 
selectivity of Alisertib towards Kinase-A over Kinase 
B are still not resolved. On the other hand, a thorough 
understanding of ligand binding sites may aid the ra-
tional design of novel antitumor drugs and accelerate 
important therapeutic breakthroughs. To obtain new 
insights into this specific Inhibitor-Kinase, kinase in-
teractions, we have carried out a theoretical study em-
ploying modeling, molecular docking and molecular 
dynamics simulation. 

MATERIAL AND METHODS

Modeling 
All starting atomic coordinates of proteins were mod-

eled with Modeler 9.9 software [16].  

The active model of Kinase A
For the preparation of this model, we used the human 
structure 1LO5 recorded in the PDB database. After-
ward, we refined 1-6 and 22-29 (related toTPX2) and 
140-149 (related to glycine-rich loop) regions. For 
this purpose, were used for 3HA6, 3E5A and 4C2V, 
respectively. Moreover, to generate active form of Ki-
nase kinase A, the ultimate structure was phosphory-
lated in the Thr 287 and Thr 288 locations [17, 18].  

The active model of Kinase B
For the preparation of this model, we used Human 
Kinase B (PDB: 4AF3) as a template structure, and 
missing areas (Activation loop and Glycine-rich loop) 
were refined by Xenopus Kinase kinase (PDB: 2BFX 
and 4C2V, respectively).

Model of Alisertib
Since no recorded three- dimensional structure for 
Alisertib in PDB, its analog structure, MLN8054 
(PDB: 2X81) was used as a template. Then this struc-
ture was modeled and energy minimized with Hyper-
chem software [19].

Molecular dynamics (MD) simulation
All Molecular dynamics simulations were performed 
using the GROMACS simulation package version 
4.5.3 and modified GROMOS 43A1 force field. Each 
protein was centered in a cubic box and immersed in 
SPCE water molecules so that the shortest distance 
between the protein and the box boundaries was 1.1 
nm and periodic conditions were applied. To achieve 
a neutral simulation box, the net charge of the protein 
was neutralized by replacing water molecules with 
necessary Cl- or Na+ ions. Each solvated and neutral-
ized was energy minimized using the steepest descent 
algorithm until the maximum force was smaller than 
500 kJ/mol.nm. After energy minimization, two-po-
sition- restrained MD simulations were sequentially 
carried out to adjust temperature and velocities and 
to equilibrate the solvent and ions around the pro-
tein. First, to adjust the system temperature, an NVT 
MD simulation was performed for 400 ps at 300 K by 
imposing thermal energy in a constant volume con-
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dition using the velocity rescale algorithm (modified 
Berendsen thermostat) with τT = 0.1 ps (ref-15). After 
arrival at the correct temperature, the resulting atom 
velocities and coordinates were used to start an NPT 
MD simulation at 300 K and 1 bar for 400 ps by parri-
nello-Rahman algorithm with τp = 2.0 ps during which 
density of the system was stabilized at around 1000 
kg/m³ [20,21]. Finally, the production MD period of 
600000 ps at constant pressure (1 bar) and tempera-
ture (300 K) without position restraints was performed 
on four systems. Bond length was constrained using 
LINCS algorithm [22]. In Gromos 43A1 the Lennard-
Jones and short-range electrostatic interactions are op-
timized with a cut-off radius of 1.0 nm. The particle 
mesh Ewald algorithm was used for the long range 
electrostatic interactions [23]. The neighbor list was 
updated every 5 steps. Each component of the system 
was coupled separately to a thermal bath, and isotro-
pic pressure coupling was used to keep the pressure at 
the desire value. A time step of 2 fs was used for the 
integration of equation of motion. 
 
Molecular Docking
To estimate the binding Energy, flexible ligand dock-
ing was initially performed in the Auto Dock 4.0 
software package. Polar hydrogen atoms were added, 
nonpolar hydrogen atoms were merged and Gasteiger 
charges were assigned by default. All docking calcu-
lations were performed with the Lamarckian genetic 
algorithm (LGA) [24]. A population size of 300 and 
25,000,000 energy evaluations were used for 10 runs. 
The grid dimensions were 40×40×40 points along the 
x-, y- and z- axes. And grid spacing of 0.375 Å was 
used. The conformation with the lowest docked ener-
gies and reasonable orientations in light of the nature 
of the ATP-binding pocket were chosen for subsequent 
analysis [24,26,28].

RESULTS AND DISCUSSION

Molecular dynamics simulation for both Kinase ki-
nase A/B as well as their complexes with Alisertib 
was performed during 60 ns. After the simulation, us-
ing data from the simulation tools in Gromacs 4.6.7 
package to verify the accuracy of the simulation, some 

parameters were examined throughout all four struc-
tures. After that to determine the equilibrium, Struc-
tural changes, and changes in the interaction region of 
all four structures were assessed in the presence and 
absence of inhibitor. Finally, the range of 10 -60 ns 
was chosen for all analysis.

Structural analysis
To investigate the structural changes of proteins, ini-
tially, Radius of gyration was computed for all four 
systems. The radius of gyration is a scale for measur-
ing the concentration of protein. The calculation of 
this parameter was performed during the final 50 ns 
of simulation. The results showed that in the presence 
of inhibitors Radius of gyration values of all four pro-
teins were increased substantially. On the other hand, 
to assess the stability of protein, root- mean- square 
deviation (RMSD) of backbone atoms of protein, 
ligand-binding site, and ligand was estimated. The 
structure of proteins and ligands was stable except for 
the glycine-rich loop. In other words, in the presence 
of ligand, glycine-rich loop being opened so that li-
gand can place in the ligand-binding site. This is while 
the RMSD of Kinase-A ligand binding site were de-
creased substantially after ligand binding.

Binding modes of Kinase A and –B with Alisertib 
Because of two Kinase proteins are highly homolo-
gous and conservative in the binding site, the interac-
tion modes of Alisertib with Kinase A and –B should 
be very similar. To throw light on the differences be-
tween two Kinase kinases, we performed a compara-
tive study of the structures of the Kinase A-Alisertib 
and Kinase B-Alisertib complexes. In the other words, 
there are some specific interactions between Kinase-
A/ B and inhibitor. Hence amino acids of the ligand-
binding site were divided into three categories.
 
Specific amino acids in Kinase A ligand binding site
In Kinase A, binding site, Phe144, Lys162, Thr217, 
and Asp274 constitute specific interactions with 
Alisertib. So that HD2, CD2, CE2, O and CA atoms of 
Phe144 undergo favorable hydrophobic interactions 
with HAI atom of inhibitor. Also, the phenyl ring of 
Phe144 establishes favorable anion –pi stacking in-
teraction with CLBB atoms of Alisertib. It seems that 
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there is a strong attraction between N atom of Phe144 
and CLBB atom of Alisertib. On the other hand, the 
oxygen atom of Phe144 created an anion- pi stacking 
interaction with the benzazepine scaffold of inhibi-
tor. That the gatekeeper residue leucine is identical in 
the three identical sequences (Leu210 in kinase A and 
Leu156 in kinase B). Moreover, there are only four 
residues located in the vicinity of the ATP binding site 
that is not identical between kinase A and kinase B. 
Particularly, Leu215, Thr217, Val218, and Arg220 of 
kinase-A are replaced by Arg159, Glu161, Leu162, 
and Lys164 in kinase B. According to 3D structures 
and properties of the amino acids, these replacements 
are compared to gain insight into their influence on 
the binding pocket. The replacement of Val 218 by 
Leu162 seems to be the least important since both va-
line and leucine are nonpolar and lipophilic with side 
chains pointing away from the pocket. In contrast, the 
replacement of Thr217 by Glu161 should be consid-
ered great importance. In this case, a polar threonine 
residue is replaced by an acidic glutamate with a lon-
ger and more flexible side chain. And this residue is 
located near the edge of the catalytic pocket in the ri-
bose binding region. The importance of this replace-
ment was validated by the experimental results report-
ed by Dodson et al [25]. In their work, the individual 
T217E point mutant of kinase-A is almost 20-fold less 
potently inhibited by MLN8054 than the wild-type 

kinase A. Our result showed that there is favorable 
hydrophobic interaction between CG2 of Thr217 and 
HAY atom of Alisertib RTIB but it seems that there 
is an electrostatic repulsion between side chains of 
Glu161and CLBB and NAQ atoms of Alisertib. The 
remaining two replacements seem to be of medium 
significance. Although the replacement of Leu215 by 
Arg159 has a nonpolar residue replaced by a basic 
one, the side chains of both leucine and arginine are 
directed toward the solvent and away from the cata-
lytic pocket. In the replacement of Arg220 by Lys164, 
both residues share the same basic character and their 
side chains point to the solvent. As well as it seems a 
desired anion-pi stacking interaction was created be-
tween the carboxyl group of the side chain of Asp274 
and fluoro methoxyphenyl ring of Alisertib, while this 
amino acid is far from Alisertib in kinase B.

Specific amino acids in Kinase B ligand binding site
Since Alisertib is also kinase B inhibitor, we analyzed 
Kinase B binding site and found that the interactions 
between residue Gly84 and Alisertib are stronger than 
corresponding residues in kinase B. In the other word, 
N, H, and CA atoms of Gly84 were created desired 
hydrophobic interactions with HAI atom of Alisertib 
with average distances of 3.5 Å. While the average 
distances between atoms of Gly140 in kinase A and 
atoms of Alisertib are 6.02 Å.

Investigation the Mechanism of Interaction between Inhibitor ...

Table 1. Hydrophobic interactions between Benzazepin Scaffold of inhibitor and specific amino acids of  
Protein

Kinase A: Atoms of  Benzazepin Scaffold Distance (Å) Contact (for each frame)

Leu139 side chain CAI,CBC,HAI,HBC 4.5 15

Leu263 side chain NAV,CAB 4.7 6
Gly140 side chain CBC,CAI,CAH 3.5 28

Kinase B:
Val91 side chain CAI,HAI,CBC,HBC 4.3 11

Leu207 side  chain NAV,CAB 5.1 5

Model Total  Contact (for each frame)
Kinase  A-Alisertib 779
Kinase B- Alisertib 749

Table 2. Comparison of the number of hydrophobic contacts between the ami-
no acids present in the A and B interaction zone with ALISERTIB during the 
analyzed time frame.
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Non-specific amino acids in Kinase A and B ligand 
binding site
It can be seen that the interactions between Alisert-
ib and kinase A are mainly determined by residues 
Ala213, Leu263, Arg137, Tyr212, Leu139, Val147, 
Arg220, Leu194, Gly216, Leu210, Leu215, Ala160, 
and Asp261. Residues such as Leu83, Val91, Leu138, 
Glu155, Tyr156, Ala157, Arg159, Asn205, and 
Leu207 of kinase B also undergo strong interactions 
with Alisertib. Correspondingly, the residue Glu-
161causes an unfavorable contribution to kinase B, 
compared with Thr217 which is favorable to kinase 
A. It indicates that the interaction spectra of Kinase A 
and Kinase B are quite similar. However, interactions 
with kinase-A are stronger than those with Kinase B, 
which is consistent with the experimental result that 
Alisertib shows stronger activities towards kinase-A 
over kinase B. 

Hydrogen bond between Kinase A / B and Alisertib
The conservative residues from H-bond interactions 
with Alisertib, playing a key role in stabilizing the 

binding of the conformation. The two H-bond between 
Alisertib and Ala in the hinge region were strongly 
formed with occupancies of over 90% for both kinase 
A / B complexes during the 50 ns MD simulation And 
the distances of the two H-bonds were almost the same 
for both proteins, with average distances of 2.9 ±0.12 
Å for Ala213/157 C=O…H-N, and 3.02 ±0.13 Å for 
Ala213/157 N-H…N. Therefor the H-bonds with the 
hinge region are essential for Alisertib binding to Ki-
nase kinases.

Mechanism of selectivity for ALISERTIB over ki-
nases
Here we mainly discuss its selectivity mechanism by 
considering two individual factors. It is worth men-
tioning that there are primarily three different residues 
in active sites between Kinase A and kinase B, namely 
the corresponding residues: L215/R159, T217/E161, 
and R220/K164. Meanwhile, the inhibitor Alisertib 
undergoes similar interactions with the two proteins 
in the binding pockets. Based on the structural and the 
dynamic information, the conformational changes at 

Amino acids in Kinase A: Atoms of Alisertib
 Total contact (for each

frame)
Distance (Å)

Thr217 Side chain ( FAX) 3 3.4
Leu139 Side chain (HAI,HBC,CAI,CBC) 15 4.5

Gly140 (CL,HAI,CAI,CBC,CAH,HBC) 28 3.8
Lys141 Side chain (CBK,OAZ) 14 4.1
Phe275 Side chain (Phenyl Ring) 58 4.8
Leu263 Side chain (FAX,CAB,NAV) 10 4.3

Amino acids in Kinase B:
Val91(Side chain) (CAI,HAI,CAH,CL) 17 3.8
Phe88(Side chain) Phenyl Ring 72 4.1

Leu207(Side chain) (CAB,NAV,FAX) 9 4.4
Ala217(Side chain) (FAX,HAY) 4 5.5

Table 3. Distance (Å) and number of hydrophobic contacts between specific amino acids Kinase kinase A and B 
with Alisertib during the analyzed time frame

Protein Donor Acceptor (inhibitor)
 Percentage of hydrogen bonds =

Occupancy (%)
Distance (Å)

Kinase A: Ala213(O) (NAQ) 96.8 2.9
Ala213(N) (N1) 80.17 3

Kinase B: Ala213(O) (NAQ) 96.05 2.9
Ala213(N) (N1) 75 3

Table 4.  Comparison of the percentage of hydrogen bonds formed between the protein and the inhibitor.
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the active sites were compared, especially for the dif-
ferent residues and free energy calculations ranked the 
activities reasonably and analyzed the differences and 
energy components.  

CONCLUSIONS 

In the current work, we mainly aimed to clarify the 
molecular mechanism of selective inhibitor and pro-
vide useful guidance for the rational design of new 
potential selective inhibitors of Kinase kinase A. Our 
simulation results show that the different proper-
ties of the binding pocket from polar to hydrophobic 
arising from the induced favorable interactions with 
two important variable residues within the active site 
play a key role in the binding selectivity. Alisertib, 
a modified compound of MLN8054, is reported as a 
second-generation kinase-A selective inhibitor with 
increased anti-tumor activity [1, 25]. Compared with 
its predecessor MLN8054, the structure of Alisetib is 
improved by introducing methoxyl to the benzoic acid 
and difluorophenyl groups. These modifications could 
strengthen the interactions in the binding site.
Molecular dynamics simulation, binding free energy 
calculation, and per-residue decomposition analysis 
were performed to study the inhibition and subtype 
selectivity mechanism of Alisertib to kinase A and B 
protein kinases. To improve the selectivity for Kinase 
A over kinase B, enhancing the interactions with Phe 
144 and Asp274 should be an effective way. The resi-
due Glu161 in kinase B contributes unfavorably to 
Alisertib with electrostatic repulsion, while the cor-
responding Thr217 in kinase-A has favorable interac-
tions with Alisertib. The information gained from this 
study should help lead to the design and discovery of 
new inhibitors with improved binding properties.

AUTHOR CONTRIBUTIONS 

Conceived and designed the experiments: NM. Per-
formed the experiments: ME. Analyzed the data:     
ME FY NM. Contributed reagents/ materials/analysis 
tools: NM. Wrote the paper: ME.

REFERENCES

[1] Bernard, M., Sanseau, P., Henry, C., Couturier, A. 
and Prigent, C. 1998. Cloning of STK13, a third 
human protein kinase related to Drosophila kinase 
and budding yeast Ipl1 that maps on chromosome 
19q13.3-ter. Genomics, 53(3), 406-409.

[2] Bayliss, R. and Sardon, T. 2003. Structural Basis 
of kinase-A Activation by TPX2 at the Mitotic 
Spindle. Mol. Cell, 12(4), 851-862.

[3] Yan, X., Cao, L., Li, Q., Wu, Y., Zhang, H. and 
Saiyin, H, et al. 2005. Kinase C is directly associ-
ated with Survivin and required for cytokinesis. 
Genes Cells, 10(6), Jun, 617-626.

[4] Cimini, D., Howell, B., Maddox, P., Khodjakov, 
A., Degrassi, F. and Salmon. E.D. 2001. Merotelic 
kinetochore orientation is a major mechanism of 
an euploidy in mitotic mammalian tissue cells. J. 
Cell Biol., 153(3), 517-527.

[5] Cheung, C.H.A., Coumar, M.S., Hsieh, H.P. and 
Chang, J.Y. 2009. Kinase inhibitors in preclinical 
and clinical testing. Expert Opin. Invest. Drugs, 
18(4), 379-398.

[6] Dodson, C.A., Kosmopoulou, M., Richards, M.W., 
Atrash, B., Bavetsias, V., Blagg, J. and Bayliss, 
R. 2010. Crystal structure of a Kinase-A mutant 
that mimics Kinase-B bound to MLN8054: in-
sights into selectivity and drug design. Biochem. 
J, 427(1), 19-28.

[7] Sloane, D.A., Trikic, M.Z., Chu, M.L.H., Lamers, 
M.B.A.C., Mason, C.S., Mueller, I., Savory, W.J., 
Williams, D.H. and Eyers, P.A. 2010. Drug-Re-
sistant Kinase A Mutants for Cellular Target Vali-
dation of the Small Molecule Kinase Inhibitors 
MLN8054 and Alisertib. ACS chem. Biol, 5(6), 
563-576.

[8] Görgün, G., Calabrese, E., Hideshima, T., Ec-
sedy, J., Perrone, G., Mani, M., Ikeda, H., Bian-
chi, G., Hu, Y., Cirstea, D., Santo, L., Tai, Y.T., 
Nahar, S., Zheng, M., Bandi, M., Carrasco, RD., 
Raje, N., Munshi, N., Richardson, P., and Ander-
son, K.C. 2010. A novel Kinase-A kinase inhibi-
tor Alisertib induces cytotoxicity and cell-cycle 
arrest in multiple myeloma. Blood, 115(25), 
5202-5213.

[9] Sessa, F., Mapelli, M., Ciferri, C., Tarricone, C., 

M. Eskordi & et al.



75

Int. J. Bio-Inorg. Hybr. Nanomater., 8(2): 69-76, Summer 2019

Areces, L.B., Schneider, T.R., Todd Stukenberg, P. 
and Musacchio, A. 2005. Mechanism of Kinase B 
Activation by INCENP and Inhibition by Hesper-
adin. Mol. Cell 18 (3), 379–391.

[10]Nair, J.S, Schwartz, G.K. 2016. Alisertib: A dual 
inhibitor of kinase A and B in soft tissue sarcomas. 
Oncotarget, 7(11), 12893-12903.

[11]Sells, T., Ecsedy, J., Stroud, S., Janowick, D., 
Hoar, K., LeRoy, P., Wysong, D., Zhang, M., 
Huck, J., Silverman, L., Chen, W., Bembenek, M., 
Claiborne C., and Manfredi, M. 2008. Alisertib: 
an orally active small molecule inhibitor of Kinase 
A kinase in phase I clinical trials. AACR, 68(9). 
237.

[12]Siddiqi, T., Frankel, P., Beume,r J.H., Kiesel, 
B.F., Christner, S., Ruel, C., Song, JY., Chen, 
R., Kelly, KR., Ailawadhi, S., Kaesberg, P., Pop-
plewell, L., Puverel, S., Piekarz, R., Forman, SJ., 
Newman, EM. 2014. Phase 1 Study of Alisertib, 
a Kinase KinaseA Inhibitor, Combined with Vori-
nostat, a Histone Deacetylase (HDAC) Inhibi-
tor, in Lymphoid Malignancies. Blood, 124(21), 
4483.

[13]Helfrich, B.A., Kim, J., Gao, D., Chan, D.C., 
Zhang, Z., Tan, AC., Bunn. PA Jr. 2016. Baraser-
tib (AZD1152), a small molecule Kinase B in-
hibitor, inhibits the growth of SCLC cell lines 
in vitro and in vivo. Mol Cancer Ther, 15(10), 
2314–2322.

[14]Harrington, E.A., Bebbington, D., Moore J., Ras-
mussen, R.K., Ajose-Adeogun, A.O., Nakayama, 
T., Graham, J.A., Demur, C., Hercend, T., Diu-
Hercend, A., Su, M., Golec, JM., Miller, KM. 
2004. VX-680, a potent and selective small-mol-
ecule inhibitor of the kinases, suppresses tumor 
growth in vivo. Nat Med, 10(3), 262-267.

[15]Bedrick, BG., and Ruderman, J.V. 2005. Kinase 
Kinase Inhibitor ZM447439 Blocks Chromoso-
meinduced Spindle Assembly, the Completion of 
Chromosome Condensation, and the Establish-
ment of the Spindle Integrity Checkpoint in Xeno-
pus Egg Extracts Molecular Biology of the Cell, 
16(3), 1305–1318.

[16]Sali, A., MODELLER 9.9, 2011, The latest Re-
lease 9.21, Departments of Biopharmaceutical 
Sciences and Pharmaceutical Chemistry, and Cali-

fornia Institute for Quantitative Biomedical Re-
search, San Francisco, Calif, USA, See also URL 
http://www.salilab.org/modeller.

[17]Xu, X., Wang, X., Xiao, Z., Li, Y. and Wang, 
Y. 2011. Two TPX2-dependent switches con-
trol the activity of Aurpra A. PloS One, 6(2), 
16757.

[18]Schymkowitz J., Borg, J., Stricher, F., Nys, R., 
Rousseau, F., Serrano, L. 2005. The FoldX web 
server: an online force field. Nucleic Acids Re-
search, 33(Web Server issue), 382–388.

[19]Hyperchem 7, 2002, the latest Release 8.0.10, 
Hypercube Inc. Scientific Software, info@hyper.
com.

[20]Parrinello, M. and Rahman, A. 1981. Polymor-
phic transitions in single crystals: a new molecu-
lar dynamics method.  Journal of Applied Physics, 
52, 7182-7190.

[21]Rahman, A. 1964. Correlation in the motion of 
atoms in liquid argon. Phys. Rev., 136, 405-411.

[22]Hess, B., Bekker, H., Berendsen, H.J.C. and 
Fraaije, J.G.E.M. 1997. LINCS: a linear con-
straint solver for molecular simulations. J. Com-
put. Chem, 18 (12), 1463-1472.

[23]Kolafa, J., Perram, J.W. 1992. Cutoff Errors 
in the Ewald Summation Formulae for Point 
Charge Systems. Molecular Simulation, 9 (5), 
351–368. 

[24]Morris, G.M., Goodsell, D.S., Halliday, R.S., 
Huey, R., Hart, W.E., Belew, R.K., Olson, A.J. 
1998. Automated Docking Using a Lamarck-
ian Genetic Algorithm and an Empirical Binding 
Free Energy Function. Computational Chemistry, 
19(14), 1639-1662.

[25]Yang, Y., Shen, Y., Li, S., Jin, N., Liu, H. and Yao, 
X. 2012. Molecular dynamics and free energy 
studies on Kinase kinase A and its mutant bound 
with MLN8054: insight into molecular mecha-
nism of subtype selectivity. Mol. BioSyst., 8(11), 
3049-3060.

[26]Huang, S.Y., Zou, X., 2010. Advances and Chal-
lenges in Protein-Ligand Docking. International 
Journal of Molecular Sciences 11 (8), 3016-3034.

[27]Wallace, A.C., Laskowski, R.A., Thornton, J.M. 
1995. LIGPLOT: a program to generate schematic 
diagrams of protein-ligand interactions. Protein 



76

Eng., 8(2), Feb, 127–134.
[28]Montembault, E., and Prigent, C. 2005. Kinase ki-

nases: Therapeutic potential. Drugs of the future, 
30(1), 1-9.

[29]Huse, M. and Kuriyan, J. 2002. The conforma-
tional plasticity of protein kinases. Cell, 109(3), 
275–282.

AUTHOR (S) BIOSKETCHES

Maryam Eskordi, Biophysics and Computational Biology Laboratory, Department of Biology, College 
of Sciences, Shiraz University, Shiraz, Iran, Email: maryam.eskordi@gmail.com 

Navid Mogharrab, Biophysics and Computational Biology Laboratory, Department of Biology, College 
of Sciences, Shiraz University, Shiraz, Iran, Email: mogharrab@shirazu.ac.ir

Fatemeh Yadegari, Genetics Department, Breast Cancer Research Center, Motamed Cancer Institute, 
ACECR, Tehran, Iran 

Investigation the Mechanism of Interaction between Inhibitor ...


