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Abstract: Hsp90 is involved in correcting, folding, maturation and activation of a diverse
array of client proteins; it has also been implicated in the treatment of cancer in recent
years. In this work, comparative molecular field analysis (CoMFA), comparative molecular
similarity indices analysis (CoMSIA), molecular docking and molecular dynamics were
performed on three different series of Hsp90 inhibitors to build 3D-QSAR models, which
were based on the ligand-based or receptor-based methods. The optimum 3D-QSAR
models exhibited reasonable statistical characteristics with averaging internal q2 > 0.60 and
external r2pred > 0.66 for Benzamide tetrahydro-4H-carbazol-4-one analogs (BT), AT13387
derivatives (AT) and Dihydroxylphenyl amides (DA). The results revealed that steric
effects contributed the most to the BT model, whereas H-bonding was more important to
AT, and electrostatic, hydrophobic, H-bond donor almost contributed equally to the DA
model. The docking analysis showed that Asp93, Tyr139 and Thr184 in Hsp90 are
important for the three series of inhibitors. Molecular dynamics simulation (MD) further
indicated that the conformation derived from docking is basically consistent with the
average structure extracted from MD simulation. These results not only lead to a better
understanding of interactions between these inhibitors and Hsp90 receptor but also provide
useful information for the design of new inhibitors with a specific activity.
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1. Introduction
Hsp90 belongs to a family of proteins called molecular chaperones that are responsible for
maintaining the appropriate folding and three-dimensional conformation of proteins in the cell and are
critical for controlling the balance between the synthesis and degradation of many proteins.
Furthermore, they have also been shown to play an important role not only in the stress response but
also in regulating many critical cellular functions, such as cell proliferation and apoptosis [1–3]. More
recently, Hsp90 has emerged as a very important and validated target in several diseases including
cancer, neurodegeneration, viral, fungal, and microbial infection [4–14]. Therefore the development of
Hsp90 inhibitors has become an urgent field in both theoretical and practical fields, in view of the
urgency for improving cancer treatment in recent years.
Hsp90 exists as two isoforms: Hsp90α and Hsp90β [15]. In this study, we adopted Hsp90α as the
target as Hsp90α is an inducible form overexpressed in cancer cells. Hsp90 consists of a highly
conserved N-terminal domain, a charged linker, and a highly conserved C-terminal region, the charged
linker is not important for Hsp90 function, and the inhibitors of Hsp90 mainly bind to the N-and
C-terminal regions [16–18]. These inhibitors first act on Hsp90, then disrupt client proteins folding and
degradation via the ubiquitin-proteasome pathway. Since Hsp90 client proteins are signaling proteins
implicated in survival/proliferation, including protein kinases, antiapoptotic proteins and
transcription factors, its inhibition has the potential to simultaneously interfere with multiple signaling
pathways [16–18]; meanwhile, these proteins are important for tumor cell survival. The N-terminal
domain binds the natural products geldanamycin (GDA), radicicol and their derivatives, which
modulate at least two different conformational states. Novobiocin binds to the C-terminal nucleotide
binding site and inhibits Hsp90 function. In this work, we mainly focus on uncovering the interaction
mechanism of inhibitors in the N-terminal site of the protein.
The first Hsp90 inhibitor drug is geldanamycin, a natural product isolated from Streptomyces
hygroscopicus [19]. Although geldanamycin displays high potency in cytotoxicity assays, it also
shows hepatotoxicity in preclinical trials [20]. Interestingly, the geldanamycin analogue 17AAG
(17-allylamino-17-demethoxy-geldanamycin) possesses all the Hsp90-related characteristics of
geldanamycin but with lower toxicity [19,21,22]. Although less hepatotoxic than geldanamycin,
17-AAG is poorly soluble, difficult to formulate and undergoes extensive metabolism leading to
non-target-based effects [21]. Another natural Hsp90 inhibitor is radicicol (RD), which has high
binding affinity, but limited in vivo stability. Besides these natural compounds, some synthesized
inhibitors have also shown promising effects on Hsp90, for example, purine-based inhibitors [23,24],
the Pyrazole-isoxazole analogues, Novobiocin and coumarin scaffold analogues, such as 4TCNA [25].
The deficiency of natural compounds led to significant efforts to identify novel small molecule
inhibitors of Hsp90 which had more potent inhibitory activity and could ideally be fitted for
combination therapies for cancer. To date, a number of Hsp90 inhibitors have been reported [26–28].
More recently, the 3D-QSAR (3 dimensional-quantitative structure-activity relationship) including
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CoMFA, CoMSIA and 3D-pharmacophore and docking methods were employed to investigate PU3
analogues [29,30], which provided useful models for designing the Hsp90 targeted inhibitors. In
addition, another work has described an integrated 3D-QSAR model using pharmacophore modeling
and docking approaches applied on a dataset of 72 Hsp90 adenine inhibitors [31]. The results
found a set of pharmacophoric features, i.e., one H-bond donor, one H-bond acceptor, one
hydrophobic_aromatic, and two hydrophobic_aliphatic features, which might be of import to develop
inhibitors as anti-cancer agents [31]. At the same time, some other series of compounds, such as
Benzamide tetrahydro-4H-carbazol-4-one analogs (BT) [32], AT13387 derivatives (AT) [33] and
Dihydroxylphenyl amides (DA) [34], have been developed as further potent Hsp90 inhibitors. In
these literatures, the authors only synthesized and evaluated the inhibitors; to date, there are no
three-dimensional quantitative relationship (3D-QSAR) studies of the ligands reported. Moreover, no
comprehensive feature for the ligand-receptor interactions, such as the hydrophobic contact between the
key amino acid residues has been demonstrated. Therefore, in order to investigate the binding
mechanism and the properties of these inhibitors, we have studied the quantitative structure—activity
relationships of these three classes of Hsp90 inhibitors. In this work, we used the comparative
molecular field analysis (CoMFA) [35] and comparative molecular similarity indices analysis
(CoMSIA) methods [36] to produce 3D-QSAR models with the ligand-based and receptor-based
approaches for three different classes of Hsp90 inhibitors. Ligand-based 3D-QSAR approaches were
reported to be effective for understanding the structure—activity relationships [37]. While the more
reliable receptor-based 3D-QSAR methods were also employed to demonstrate the physical-chemical
principles of the interactions between inhibitors and Hsp90. Moreover, the contour map generated
from the CoMFA and CoMSIA models can further illustrate the observed variation in activity for the
given structural differences in these inhibitors. In addition, molecular dynamics was performed to
better understand the probable binding modes of these inhibitors. The developed models can, not only
be used to predict the activities of new designed inhibitors, but also to provide useful information for
modification in the design of new potential inhibitors.
2. Material and Methods
2.1. Data Sets and Biological Activity
The 89 compounds involved in this study were taken from [32–34]. Those molecules that did not
have the specified inhibitory activity and did not share a common scaffold with the other molecules
were discarded. Inhibitory concentrations Kd (μM) and IC50 (μM) of the molecules were converted into
corresponding inhibitory activity pKd (−logKd) and pIC50 (−logIC50) values, which were used as
dependent variables in the 3D-QSAR analysis. The total set for each group was divided into the
training set and the test set. The test set was selected by considering that the test compounds represent
structural diversity and a range of biological activities similar to that of the training set. In addition, the
training set was used to generate 3D-QSAR models, while the test set was employed to validate the
quality of the models. All the chemicals and activities are presented in Tables S1–S3.
All molecular modeling was performed using SYBYL package (Tripos Associates, St. Louis, MO,
U.S.). 3D structures of all molecules were constructed using the Sketch Molecule function in Sybyl
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software. Gasteiger-Hückel charges were employed to calculate the partial atomic charges. Energy
minimization was performed by using the Tripos force field [38] with the Powell conjugate gradient
minimization algorithm and a convergence criterion of 0.05 kcal/mol·
Å.
2.2. Conformational Sampling and Alignment
In the 3D-QSAR studies, in order to obtain valid and reliable models, molecular alignment was
employed. In this study, two alignment rules were employed; one is ligand-based alignment. In this
method, a molecule of each class that has the most potent inhibitory activity (compounds 17, 24, 19,
respectively) was chosen as template molecule to align with the remaining training and test compounds
by using the Database Align function in SYBYL. The common substructure of the compounds is
shown in bold in Figure 1 and the aligned compounds are depicted in Figure 2. The other approach is
the receptor-based alignment, in which the aligned results are further applied to QSAR analysis. The
receptor-based alignment is shown in Figure 3.
Figure 1. Skeletons for benzamide tetrahydro-4H-carbazol-4-one analogs (A); AT13387
Derivatives (B) and dihydroxylphenyl amides (C).
(A)

(B)

(C)

Figure 2. Ligand-based alignment. (A) Compound 17 was used as a template for
alignment; (B) Compound 24 was used as a template for alignment; (C) Compound 19 was
employed as a template for alignment. C is colored in white; H is colored in cyan; O is
colored in red; N is colored in blue; S is colored in yellow.
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Figure 3. Receptor-based alignment. (A) Compound 17 was selected as a template for
alignment; (B) Compound 24 was used as a template for alignment; (C) Compound 19 was
employed as a template for alignment. Alignment of these compounds was further used for
3D-QSAR model generation.

2.3. 3D-QSAR Analysis
CoMFA and CoMSIA studies were performed based on the molecular alignment as described above in
order to build predictive 3D-QSAR models. CoMFA calculates steric and electrostatic properties, whereas
CoMSIA calculates similarity indices in the space surrounding each of the molecules in the dataset.
The aligned molecules were placed in a 3D grid box of 2.0 Å such that the entire set was included
in the simulation box. The CoMFA descriptors, steric field and electrostatic fields with a
distance-dependent dielectric at each grid point were calculated using a sp3 carbon atom probe with a
vander Waals radius of 1.52 Å and a charge of +1.0 using default settings in SYBYL. The CoMFA
fields generated automatically were scaled by the CoMFA-STD method with default energy
of 30 kcal/mol.
In addition to steric and electrostatic fields, hydrophobic, hydrogen-bond donor and acceptor
descriptors were calculated in CoMSIA models. CoMSIA similarity index descriptors were derived
using the same lattice box as that used in the CoMFA calculations. All the five physicochemical
descriptors were calculated using the standard settings that probe with charge +1, radius 1 Å and
hydrophobicity +1, hydrogen-bond donating +1, hydrogen-bond accepting +1, attenuation factor α of
0.3 and grid spacing 2 Å. CoMSIA similarity indices (AF) for a molecule j with atoms i at a grid point
q are calculated by Equation (1) as follows:
AF,K q ( j )   probe,k ik eiq2

 r

(1)

Five physicochemical properties k (steric, electrostatic, hydrophobic, hydrogen bond donor, and
hydrogen bond acceptor) were evaluated using the common sp3 carbon probe atom. Wik is the actual
value of physicochemical property k of atom i, and Wprobe,k is the value of the probe atom. α is the
attenuation factor and the default value of 0.3 was used. A Gaussian type distance dependence was used
between the grid point q and each atom i of the molecule. This can avoid singularities at the atomic
positions and the dramatic changes of potential energy due to grids in the proximity of the surface [39].
The CoMFA/CoMSIA fields combined with observed biological activities (pIC50) were included in
a molecular spreadsheet and partial least square (PLS) methods [40] were applied to generate
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3D-QSAR models. The cross-validation analysis was performed using the leave-one-out (LOO)
method. The cross-validated r2 which was used to generate the optimum number of components and
lowest standard error of prediction were taken. Then the optimum number of components obtained
from the cross-validation analysis was used to calculate the conventional r2. The predictive ability of
the 3D-QSAR model was determined using the compounds which were not included in the training set.
The predictive correlation coefficient rpred2, based on the test set molecules, was calculated using
Equation (2):

rpred 2  (SD  PRESS ) / SD

(2)

where, SD is the sum of the squared deviations between the biological activities of the test set and
mean activities of the training set molecules and PRESS is the sum of squared deviation between
predicted and actual activities of the test set compounds.
2.4. Molecular Docking
Molecular docking is an application wherein molecular modeling techniques are used to predict
how a protein (enzyme) interacts with small molecules (ligands) [41]. Molecular docking was
performed to study the binding modes for the allosteric site of Hsp90 protein with its ligands and to
develop docking-based 3D-QSAR models. All the parameters were set as the default values in the
whole process. The crystal structures of Hsp90 have been obtained from RCSB protein data bank [42]
(3D0B, 2XJG and 3K97). During the procedure, two parameters, i.e., protomol_bloat and
protomol_threshold, which can determine how far from a potential ligand the site should extend and
how deep into the protein, the atomic probes used to define the protomol can penetrate, are specified
default values. Finally, each conformer of all 89 inhibitors in three different groups, was docked into
the binding site 10 times. During the process, water molecules and the inhibitors were removed and
hydrogens were added to the system. The putative poses of molecules were scored using the
Hammerhead scoring function [43], which also served as an objective function for local optimization
of poses. On the other hand, the ligands (i.e., substrates) were regarded as being flexible, while the
enzyme was regarded as rigid. Finally, the highest-ranking conformers/poses, according to each
scoring function, were aligned together for CoMFA and CoMSIA modeling.
Before docking analysis, a redocking process was performed to verify that the docking parameters
specified in the input file for docking method were reasonable, and able to recover a known complex’s
structure and interactions. The root-mean-square deviation (RMSD) values are between 0.7 and 1.6 Å for
the 10 top-ranked docking poses for BT, between 0.6 and 1.9 for AT and between 0.08 and 0.6 for DA.
2.5. Molecular Dynamics Simulations
All MD simulations were performed with the GROMACS program package [44], employing the
GROMOS96 force field [45]. For MD simulations, the three models (BT, AT and DA) used NPT
ensemble at 300 K with periodic boundary conditions, and the temperature was kept constant by a
Berendsen thermostat; the values of the isothermal compressibility were set to 4.5 × 10−5 bar−1.
Van der Waals interactions and cut-off distances for the calculation of Coulomb were 1.4 and 1.0 nm,
respectively. The particle mesh Ewald method [46] was used to calculate electrostatic interactions.
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For this simulation, each system applied a cubic periodic box with a side length of 70.55 Å, 66.81 Å
and 74.77 Å, respectively. Between the protein and the box walls the minimum distance was set to
more than 8 Å. The net charge of the protein was neutralized by 8 Na+, 11 Na+ and 8 Na+ for BT, AT,
DA series of Hsp90 inhibitors. The extended simple point charge (SPCE) water model [47] was used
to fill the remaining box volume. The total number of the atoms in each simulation system was 30,209,
36,696, 25,048 including complex and waters.
In the simulation process, the whole system was first minimized by using 5000 steepest descent
steps. This was followed by a 200 ps MD run to equilibrate the water molecules, protein and
counterions. The simulation was run with LINCS algorithms [48] on hydrogen atoms and then
continued for 5 ns by using 2 fs time step, where the coordinates were saved every 5 ps for analysis.
3. Results and Discussion
3.1. CoMFA and CoMSIA Statistical Results
An effective 3D-QSAR model is generated by considering a number of statistical parameters, such
as the cross-validated correlation coefficient (r2cv), non-cross-validated correlation coefficient (r2ncv),
standard error estimate (SEE) and F-statistic values (F). The CoMFA and CoMSIA models are built
after model development and validation based on internal predictions of the training set and the
external predictions of the test set.
For CoMFA analysis, a cross-validated partial least-square (PLS) analysis is performed using the
leave-one-out option which produces the cross-validated correlation coefficient (q2) values and the
optimal number of components. Generally, in 3D-QSAR studies, a cross-validated regression
coefficient q2 being higher than 0.5 can be considered as statistical proof with high predictability [49].
Then, using the optimal number of components found earlier, the non-cross-validated PLS analysis is
performed to produce a non-cross-validated correlation coefficient (r2ncv), a standard error estimate
(SEE) and F-statistic values which can combine to evaluate the models.
For CoMSIA analysis, five descriptors (steric, electrostatic, hydrophobic, hydrogen-bond-donor and
hydrogen-bond-acceptor) are considered. However, some previous work has found that the five
descriptor fields are not totally independent of each other and such dependencies of individual fields
might decrease the statistical significance of the models [50,51]. Therefore, in this work all 31 possible
descriptors’ combinations for each group are calculated to provide the optimal models. The statistical
results are summarized in Table 1.
In both the CoMFA and CoMSIA analysis, the models produced from the ligand-based alignment
are better than the receptor-based alignment. So, we mainly discuss the ligand-based models in this
study. Other than the optimum results listed in this paper, the others are shown in the supporting
information (Tables S4–S9).
3.2. Validation of the 3D QSAR Models
A predictive correlation coefficient r2pred is used to determine the stability and predictive abilities of
the obtained models from the test sets which were not used to construct the models. The resultant
optimum models exhibit agreeable statistical results for three classes and are shown in Table 1. The
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correlation between the CoMFA and CoMSIA predicted activities and the experimental activities of
the test set compounds are shown in Figure 4. The test results indicate that the CoMFA and CoMSIA
models are reliable.
Table 1. The best results of the CoMFA and CoMSIA analyses for the training and test
set compounds.
Parameters
2

Benzamide tetrahydro-4H
-carbazol-4-one analogs
CoMFA
0.482
0.903
0.22
78.818
0.5747
0.507
2

AT13387
CoMSIA
0.715
0.892
0.304
86.941
0.7013
0.494
2

Dihydroxylphenyl
amides
CoMSIA
0.645
0.858
0.478
60.608
0.7177
0.757
2

R cv
R2ncv
SEE
F
2
R pred
SEP
Nc
Field Contribution
S
0.825
0.179
0.153
E
0.175
0.322
0.285
H
0.29
D
0.499
0.273
A
2
R cv = Cross-validated correlation coefficient after the leave-one-out procedure; R2ncv = Noncross-validated correlation coefficient; SEE = Standard error of estimate; F = Ratio of R2ncv
explained to unexplained = R2ncv/(1 − R2ncv); R2pred = Predicted correlation coefficient for the
test set of compounds; SEP = Standard error of prediction; Nc = Optimal number of principal
components; S = Steric; E = Electrostatic; H = Hydrophobic; D = Hydrogen-bond-donor;
A = Hydrogen-bond-acceptor.
Figure 4. Plot of the predicted pIC50 versus the experimental pIC50 values for the models.
(A) COMFA model of benzamide tetrahydro-4H-carbazol-4-one analogs; (B) CoMSIA
model of AT13387 Derivatives; (C) CoMSIA model of dihydroxylphenyl amides.
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3.2.1. BT
Eight compounds (shown in Table S1) out of the total twenty eight Hsp90 inhibitors were used as the
test set and the remaining compounds were used as the training set. The statistical results of the optimal
model are shown in Table 1. The optimal CoMFA model gives a q2 of 0.428 for two components and
F of 78.818, with a SEE of 0.22 and shows good predictive ability. However, the CoMSIA model shows
poor internal predictions (r2cv = 0.408) relative to the CoMFA model using steric and electrostatic fields.
Meanwhile, an incorporation of the hydrophobic field makes the models perform poorer, and attempting
to use all possible field combinations also could not improve the model performance. All this suggests
that the CoMFA model is superior to the CoMSIA model for this class of Hsp90 inhibitors.
For the results of CoMFA model, the r2pred is 0.2769 before omitting compound 11; after discarding
it, the predicted value increased to 0.5747, indicating compound 11 is the outlier. The outlier status of
compound 11 can stem from its low activity (Kd = 2.9), compared to its counterpart, compound 12.
Furthermore, it has a higher residue between the observed and predicted biological activity which
further confirms the robustness and statistical confidence of the derived model.
3.2.2. AT
The statistical parameters of the optimal model, for AT, are summarized in Table 1. The highest q2
of 0.715 is obtained with two components. F = 86.941, SEE = 0.304, r2pred = 0.7013 and SEP = 0.494
for the model derived from the combinations of SED descriptors. At the same time, the model derived
from the combinations of SEHDA also shows comparable predictions. However, incorporation of
hydrophobic and hydrogen-bond-acceptor fields to SED, led to no notable improvement in statistical
features (q2 = 0.728, SEE = 0.268, F = 115.04, r2pred = 0.5398). So, the model shown in Table 1was
selected as the optimum model for further analysis, showing reasonable statistical features. On the
other hand, the CoMFA model gives a q2 of 0.604 for two components, r2pred of 0.7272. Overall, the
performance of the CoMSIA model is superior to that of the CoMFA one. The decrease of contribution
of steric field in the CoMSIA model (shown in Table 1) can be explained by introducing a
hydrophobic field in the CoMSIA model, and also by the fact that in some cases, the steric field is
correlated to some extent with hydrophobic field [52].
Compound 6 in the CoMFA and CoMSIA models was treated as an outlier. On inclusion of this
compound, the model showed poor predictive ability with r2pred of 0.2225. Omission of compound 6
resulted in an increased r2pred value of 0.7272 for CoMFA model. There are several reasons that may
account for outliers, including unique structural differences, different binding conformations, and a
higher residual between the observed and predicted biological activity of an inhibitor. Compound 6
was very similar in structure to compound 5; the only difference being that the substituent of
compound 6 is a cyclopropyl, which is also the only inhibitor with cyclic substituent in this position,
and might account for its outlier status.
3.2.3. DA
In this model, the data set is divided into a training set of 23 and a test set of 6 molecules. The most
active compound, 19, was selected as a template to sketch the rest of the molecules. Figure 2C shows
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the aligned molecules which are further used to generate the CoMFA and CoMSIA columns. The
CoMSIA results are shown in Table 1. The CoMFA and CoMSIA statistical data show q2 of 0.401 for
CoMFA, and 0.645 for the CoMSIA models, respectively, indicating that the CoMSIA model has
better internal predictive ability than the CoMFA model.
In the CoMSIA model, PLS analysis of this group of Hsp90 inhibitors of the training set showed
cross-validated q2 of 0.645 using two principal components, and the non cross-validated r2 value
was 0.858, with a SEE, SEP and F value of 0.478, 0.757 and 60.608, respectively. The CoMFA model
exhibits a q2 of 0.401 with two compounds, with the non-cross-validated r2 of 0.724, F = 26.192 and
SEE of 0.668. Table 1 shows that the steric field and electrostatic field have an almost similar
influence on producing the CoMFA model. This 3D-QSAR model was further validated using the
external test set. Both the CoMFA and CoMSIA models gave r2pred of 0.6913 and 0.7177, respectively.
The values suggest that all these models have good generalization ability in the test set.
3.3. 3D-QSAR Contour Maps
CoMFA, and CoMSIA contour maps were generated to visualize the information of the derived
3D-QSAR model by plotting the coefficients from CoMFA and CoMSIA QSAR models, which
represent the lattice points and the difference in the field values at lattice point. Briefly, the contour
maps indicate regions in 3D space around the molecules where changes in the particular
physicochemical properties are predicted to increase or decrease potency. To aid in visualization, the
most active compounds are shown with the contour maps.
3.3.1. BT
The CoMFA contour plots of steric and electrostatic interactions are shown in Figure 5. Figure 5A
shows the steric contour map with the highly active inhibitor 17 (pKd = 6.6021) as a reference. A large
region of green contour near Region B (shown in Figure 6A) indicates that steric bulk is favored there.
This is consistent with the reported experimental results that compounds 7, 8, 9, 10 with bulky
substituent were more active than compounds 1–6 with small substituents [32]. A small yellow contour
is close to the N atom of Region A, which indicates that bulky groups at this position would decrease
the potency. Several yellow contours are observed outside the Region B and around the green contour,
which strongly delimits the sideward relocatability. For example, compounds 16, 17, 18 with high
inhibitory activity can be explained as they have moderate substituents at the R1 position that cannot
reach the yellow contour area. However, molecules 19, 20, 22, and 24 show complete incorporation of
extended side chain into the yellow region, apparently responsible for their lower potency. This
indicates that the optimal length of substituent at R1 position would enhance the activity of these
compounds (10 and 17).
The electrostatic contour map is shown in Figure 5B. Two blue polyhedra encompassing the
benzamide indicate positively charged groups which are beneficial to the activity. Positively charged
propylene at Region B of compound 17 leads to its high activity (pKd = 6.6021), while the negatively
charged bromo, cyano and methoxy group at the same position of compounds 3, 4, 5 respectively show
inactivity. Three red contours at the opposite sites of the blue polyhedra indicate that electronegative
groups are tolerated at this position. Both of the electropositive favored and electronegative contours
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emerge at the same region which indicates that a balance of these properties among the groups present
at this region is required for optimum binding.
Figure 5. CoMFA StDev*Coeff contour plots for benzamide tetrahydro-4H-carbazol-4-one
analogs in combination with compound 17. (A) The green (sterically favorable) and yellow
(sterically unfavorable) contours represent 80% and 20% level contributions, respectively;
(B) The blue (electropositive charge favorable) and red (electronegative charge favorable)
contours represent 70% and 30% level contributions, respectively.

Figure 6. The most active molecule showing different regions which are used in contour
analysis. (A) Compound 17 in the group of benzamide tetrahydro-4H-carbazol-4-one
analogs; (B) Compound 24 in the class of AT13387 Derivatives; (C) Compound 19 in the
series of dihydroxylphenyl amides.

3.3.2. AT
The contour maps of CoMSIA (steric, electrostatic, hydrogen-bond-donor) are represented by color
codes shown in Figure 7. To aid in visualization, the highly active inhibitor 24 was overlaid in the maps.
Figure 7A shows the CoMSIA steric field. One medium sized of green contour near the 5’ position
(shown in Figure 6B) of benzamide ring indicates that bulk subtituents are favorable in this region.
Another green contour region, around the 5-position of isoindoline, suggests that a bulky substituent is
preferred in this position to produce higher inhibitory activity. The activity of compound 12 decreased
after the -F substituent on that position was replaced with a less bulky group, such as compound

Int. J. Mol. Sci. 2011, 12

957

10 (-Cl). The yellow contour near the 3-position of benzamide ring indicates the need for a small
substituent in this area to enhance the biological activity. This is consistent with the reported
experimental results of one compound which is not listed in this study because it binds very weakly [33].
The graphical interpretation of the electrostatic interaction in the CoMSIA model is represented in
Figure 7B. The red contour near the 5’ position of isoindoline indicates electronegative groups are
beneﬁcial to the activity. This is in accord with compounds 23, 24, 25 and compounds 17, 31, 32, the
activity of the former is larger than that of the latter, because the former possesses a more electronegative
atom (-O) than the latter (-C) at this position. Another red contour appears at the
2-position of benzamide, showing that an electronegative group here is important for inhibitory activity.
The blue contour seperate from the main contour map indicates that electropositive groups which can
extend to this region add to its activity. The large blue contour around the isoindoline suggests
electropositive groups are preferred at this position. The electronegative oxygen atom at 4-position of
benzamide embedded in the blue contour, suggests that it is unfavorable for the inhibitory activity.
Therefore, we suggest replacing the hydroxyl with an electropositive group, which may be beneficial to
the activity.
Figure 7C indicates areas where hydrogen-bond-donors in the ligand promote or decrease the
inhibitory activity. Two purple contours either side of the R4 substituent suggest that
H-bond donor groups are disfavored here; this can be explained by compound 29 with two -NH in this
region exhibiting lower activity (pKd = 8.8861) than compound 24. However, the most potent
compound 24 also has one H-bond donor group -NH in this area suggesting that there is room for
modification at this position considering the effect of H-bond donor. The large polyhedra around the
benzamide implies that H-bond donor groups could have a positive effect on the inhibitory activity. In
addition, it has H atom at the 3-position. From the contour, we can conclude that maybe it is better for
the inhibitory activity if the H atom is transformed to other H-bond donor groups.
Figure 7. CoMSIA StDev*Coeff contour plots for AT13387 Derivatives in combinition
with compound 24. (A) The green (sterically favorable) and yellow (sterically unfavorable)
contours represent 80% and 20% level contributions, respectively; (B) The blue
(electropositive charge favorable) and red (electronegative charge favorable) contours
represent 70% and 30% level contributions, respectively; (C) The cyan (hydrogen-bonddonor favorable) and purple (hydrogen-bond-donor unfavorable) contours represent 70%
and 30% level contributions, respectively.
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3.3.3. DA
The CoMSIA contour maps of steric, electrostatic, hydrophobic and hydrogen-bond-donor fields
are shown in Figure 8. The most potent compound, 19, is displayed as a reference.
Figure 8. CoMSIA StDev*Coeff contour plots for Dihydroxylphenyl amides in
combination with compound 19. (A) The green (sterically favorable) and yellow (sterically
unfavorable) contours represent 90% and 10% level contributions, respectively; (B) The
blue (electropositive charge favorable) and red (electronegative charge favorable) contours
represent 80% and 20% level contributions, respectively; (C) The yellow (hydrophobic
favorable) and white (hydrophobic unfavorable) contours represent 80% and 20% level
contributions, respectively; (D) The cyan (hydrogen-bond-donor favorable) and
purple (hydrogen-bond-donor unfavorable) contours represent 80% and 20% level
contributions, respectively.

Int. J. Mol. Sci. 2011, 12

959

Figure 8A depicts the CoMSIA steric contour map of the optimal QSAR model. A small green
contour located on the outer side of C4’ position of ring C (shown in Figure 6C) represents regions
where bulky groups can increase activity. In addition, another sterically favorable green contour, near
the C2’ position of ring C, suggests that maybe substituents larger than methyl in this region is good
for increasing the activity; therefore, reasonable structural modifications can be carried out to improve
the activity and selectivity of Hsp90 inhibitors. The medium sized yellow contour localizes at the
linker area between ring B and ring C indicating bulkier groups are unfavored at this position; for
example, compounds 6 and 8 have bulkier linker (-SO2-, -COOCH2-) in this region which also have
lower inhibitory activity than compound 19.
The CoMSIA electrostatic contour map is presented in Figure 8B. The red contour overlapping the
-COOCH3 group of compound 19 means that this group is favorable in this region and will lead to
enhanced activity. The large blue contour encompasses ring A and the linker between ring B and ring
C, denotes the region where electropositive groups are preferred in this region; for example, the
activity of compounds 11 and 12 with the Cl− and CH3O− are less potent than compounds 14 which
possesses H- at this position.
The hydrophobic contour map of a CoMSIA model is shown in Figure 8C. The large yellow region
at the C5 position of ring A stresses that hydrophobic substitutions will increase the inhibitor affinity.
Due to another small yellow contour at the C2’ position of ring C, because of hydrophobic -CH3
substituent at C2’ position, compound 19 displays high activity; whereas for the weak compounds, 9–15,
no such substituent is present. Besides, at C4’ position of ring C, there is a large white contour,
suggesting that hydrophilic groups in this area are favorable for inhibitory activity.
Figure 8D shows the CoMSIA H-bond donor contour map. For this class of inhibitors, there are
indeed less H-bond donor groups, therefore, the contour map here is mainly used for considering further
modification of these compounds. A medium sized and a small cyan contour, around ring A, suggests
that H-bond donor substituents are favorable for activity. However, at C5 and C3 position of ring A,
there are chlorine and hydrogen which indicate that incorporation of H-bond donor groups at these two
positions may improve the inhibitory activity. One small H-bond donor unfavorable purple contour,
which is encompassed by the cyan contour, suggests the C atom in this area is very important to the
inhibitory activity. That is, modification on ring C may be useful and a requirement to increase activity.
3.4. Docking Analysis and Comparison with 3D Contour Maps
Other than ligand-based 3D-QSAR analysis, we also performed receptor-based 3D-QSAR studies,
which not only provides the natural interaction between the ligands and the receptor, but also applies
for 3D-QSAR studies. In order to ensure the validity of docking calculations and of the conditions and
parameters of docking, the ligands were flexibly redocked to the binding site of Hsp90 protein and the
optimum docking conformations as the most probable binding conformation corresponding with the
lowest energy score. The low RMSD values for the three different classes of inhibitors are 0.17 Å,
0.05 Å and 0.02 Å, respectively. This means that the docking procedure is reliable and will reproduce
the receptor bound conformation of other molecules in the dataset.
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Lastly, we analyzed whether the docking scores can be correlated to the biological data of the
inhibitors. At the same time, we tried to compare the docking results with the 3D contour maps we
analyzed above.
3.4.1. BT
The binding mode of the most active compound, 17 shown in Figure 9A, is taken as an example for
analysis. The ligand-receptor interaction results show that Met98, Ile96, Ala55, Thr184, Asp93,
Asn51, Phe138, Tyr139, Leu107, Trp162 are the important residues at the active site and are the main
contributors to the ligand and receptor interaction. The amide oxygen at the para position of benzamide
ring forms hydrogen bond with OH of Thr184 (-O·
·
·
HO, 1.95 Å, 130.2°). The oxygen substituent of
carbazol acts as an acceptor to form H-bond with OH of Tyr139 (-O·
·
·
HO, 2.51 Å, 114.6°). Another
H-bond formed between the amino hydrogen at the para position of benzamide and the oxygen atom of
Asp93 (-O·
·
·
HN, 2.04 Å, 156°). These results coincide with the previously quoted paper [32]. Residues
Ala55, Ile96, Met98 formed hydrophobic contacts with the ligands which are favorable for the
inhibitory activity. From Figure 9A, we can see the propylene substituent partially extended outside
the binding pocket, as well as, the steric contour map (shown in Figure 5A) had a green contour at this
position. On the other hand, the carbazol group forms π-π bond with Phe 138 which further enhanced
the interaction between the ligand and the receptor.
3.4.2. AT
Compound 24 was selected as a reference to analyze the binding mode of docking shown in.
Figure 9B From the map, we can see that the -OH group at C4 position of benzamide acts as a
H-bond donor to form hydrogen bond with oxygen atom of carboxyl of Asp93 (-O·
·
·
HO, 2.09 Å,
145.7°), which matched well with the H-bond donor contour depicted in Figure 7C. There is a large
cyan contour around C4 position of benzamide which indicates that H-bond donor groups in this area
are favorable for the inhibitory activity. One hydrophobic pocket composed of residues Leu48,
Leu107, Val150, Va186, and the steric contour map with a green contour at C5 position of benzamide,
suggests that bulky substituents in this area can increase the activity. However, large bulky substituents
will lead to steric clash with these hydrophobic amino acids in this area, and would result in decreasing
activity. Therefore, it is not benefitial to introduce too large groups to this position. At the same time, a
group of hydrophilic amino acid Asp102, Lys58, Asn48 around C5’ position of isoindoline suggests
that this area can hold bulky substituents, which coincides with the steric contour map depicted in
Figure 7A. At the docking map, the subtituent at this position partially extended outside the binding
pocket, which further indicates that bulky groups are favorable in this area for the inhibitory activity.
The electropositive favorable blue contour at the C5 position of benzamide ring is surrounded by
Thr184, Asp93, Asn51, which can validate the 3D contour map analysis that the activity will be
enhanced by introducing electropositive groups at this position. In addition, another blue contour at
C5’ position of isoindoline indicates electropositive substituents are favorable, which is consistent with
the docking result whereby it favorably interacted with the backbone -NH of Asn106 and the -OH
of Asp102.
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3.4.3. DA
Figure 9C shows the result of the docking study with compound 19 as a template. Compound 19
forms a hydrogen bond between the oxygen atom of the -COO group at 4’ position of ring C and
hydrogen atom of -NH group of Asn51 (-O·
·
·
HN, 1.97 Å, 142.4°). At the same time, the carbonyl
oxygen atom at the linker, between ring A and ring B, forms hydrogen bond with the hydrogen atom of
-OH group of Thr184 (-O·
·
·
HO, 1.87 Å, 154°). In addition, the third hydrogen bond forms between
hydrogen atom of -OH group which is at C2 position of ring A and the oxygen atom of the -COO
group of Asp93 (-O·
·
·
HO, 2.00 Å, 114.4°). This is consistent with the H-bond donor contour map
(Figure 8D). The cyan contour around the C2 position of ring A suggests this is a H-bond donor
favorable region. All of the hydrogen bonds described above are the same as those described in the
original paper [34]. Figure 9C displays the methyl substituent at C2’ position of ring C embedded into
a relatively large pocket composed of Val136, Gly135, Asn106. From the docking results, we can see
that there is large free space in this pocket, suggesting that there is sufficient room for introducing
bulky substituents, which is also validated by a sterically favorable green contour at this position seen
in the CoMSIA model. The hydrophilic favorable white contour at the C2’ position of ring C is
enclosed by Asn106, Asn51 and Gly137, which explains the increased activity after introducing
hydrophilic groups in this area. The C2’ position of ring C is surrounded by carbonyl group of Asp54
and Ser50 suggesting that electropositive substituents in this area are favorable for a binding activity of
a ligand, correlating well with the analysis of the electrostatic contour map of the CoMSIA model
which has a blue contour at this position. The red contour (Figure 8B) at the C4’ position of ring C
suggests an electronegative favorable region, corroborated by introducing suitable electronegative
groups which would have a favorable interaction with the backbone NH of Phe138 and Asn51.
That is, the results of the docking studies and 3D-QSAR can complement and validate each other,
indicating that the 3D-QSAR model which we developed is reasonable and can offer constructive
suggestions to the further rectification and modification of inhibitors of Hsp90.
Figure 9. The enlargement for the structure of the binding site with substrates which are
displayed in ball and sticks, H-bonds are shown as dotted green lines, and the nonpolar
hydrogens were removed for clarity. (A) Docked conformation derived for compound 17 in
complex to the active site of Hsp90 enzyme; (B) Docked conformation derived for
compound 24 with the binding site of Hsp90; (C) The docking structure of compound 19
with the allosteric binding site of Hsp90 enzyme.
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3.5. Comparison of Binding Modes for Each Class
From the docking results, we can compare the inhibitory activity of the three series of Hsp90
inhibitors in order to better understand the variations in biological activities. According to the docking
study, for BT, it mainly formed three hydrogen bonds between compound 17 and Thr184 (-O·
·
·
HO,
1.95Å, 130.2°), Tyr139 (-O·
·
·
HO, 2.51 Å, 114.6°) and Asp93 (-O·
·
·
HN, 2.04 Å, 156°) of the receptor
(Figure 9A). Additionally, for AT, only one hydrogen bond formed during the docking procedure.
Asp93 (-O·
·
·
HO, 2.09 Å, 145.7°) served as the hydrogen bond donor to form hydrogen bond with
compound 24 (Figure 9B). As for the class of DA, three hydrogen bonds were formed. From
Figure 9C, we can see that Thr184 (-O·
·
·
HO, 1.87 Å, 154°), Asn51 (-O·
·
·
HN, 1.97 Å, 142.4°) and
Asp93 (-O·
·
·
HO, 2.00 Å, 114.4°) were involved in the hydrogen bonding contacts with compound 19.
From the docking study, we can simply conclude that the three series of Hsp90 inhibitors all involve
one common active amino acid residue Asp93 (see Figure 10). On the other hand, BT and DA all form
three hydrogen bonds which are more than the AT. Thus, we can assume that the activities of BT and
DA are higher than AT. On the other hand, due to the fact that the docking analysis in this work
eliminates the effect of environment, we do not consider waters which can form hydrogen bonds with
inhibitors to enhance its stability and inhibitory activity. Therefore, it needs further analysis to validate
the docking results.
Figure 10. Docked conformations derived from compounds 17, 24, 19 with the binding
site of Hsp90 protein; Hydrogen bonds are shown by broken lines; Compounds 17, 24, 19
are shown in A, B and C, respectively as a reference, and are depicted in different colors:
cyan, blue and orange. Thr184, Asp93, Tyr139, Asn51, as the significant residues, are
colored by atom type (C, yellow; N, blue; H, white; O, red).

3.6. Molecular Dynamics Simulations
When predicting the binding orientation of ligand candidates to the binding site, docking analysis
can provide a starting point for further calculations for the purpose of predicting the binding affinity of
the molecules and to evaluate the stability of the predicted interactions involved in binding. In turn,
MD simulations were undertaken to consider the impacts of the receptor flexibility and the effects of
water solvation on the complex.
The three docked complex structures of 3D0B with ligand 17 (the most potent compound of BT),
2XJG with ligand 24 (the most potent compound of AT), 3K97 with ligand 19 (the most potent ligand
of DA) have done a 5 ns simulation. The simulations were performed to obtain a dynamical picture of
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the conformational change in the MD simulations; the main purpose is to explore the conformational
alterations that take place in the ligand and the receptor.
3.6.1. BT
The RMSD of 3D0B complex is shown in Figure 11A. The RMSDs of the trajectory with respect to
their initial structure range from 1.2 to 1.5 Å. After 2 ns, the RMSDs of the complex reach about
1.4 Å, and retain this value throughout the simulation. A superposition of the stable structure in all the
MD simulations (coming after 2 ns) and the initial docked structure is shown in Figure 11B, C. After
MD simulation, we analyzed interactions between compound 17 and the receptor in order to explore
the similarity and difference between the results of docking and MD simulation. From the average
structure extracted from the MD simulation, we can see that it mainly forms four hydrogen bonds
(shown in Figure 12A). A proper H-bond (1.55 Å) is built between the oxygen substituent of carbazol
and Tyr139; the docked model of the complex also formed hydrogen bond with Tyr139 with a distance
of 2.51 Å, which is bigger than the former. The other two hydrogen bonds formed between the two
amino hydrogens at the para position of benzamide ring and Asp93 (-O·
·
·
HN, 2.61 Å, 99.6°),
(-O·
·
·
HN, 2.84 Å, 106.1°). For the docking result, only one hydrogen bond was formed in this position.
In addition, the amide oxygen atom at the para position of benzamide ring acts as hydrogen acceptor to
form H-bond with the amino group N atom of Ala55 (-O·
·
·
HN, 3.52 Å, 100.4°). At the same time, it
also produces π-π bond between the carbazol and Phe138 to enhance its stable conformation and
binding activity.
Figure 11. (A) Plot of the root-mean-square deviation (RMSD) of docked complex versus
the MD simulation time in the MD-simulated structures; (B), (C) View of superimposed
backbone atoms of the lowest energy structure of the MD simulation (cyan) and the initial
structure (green) for compound 17-3D0B complex. Compound 17 is represented as
carbon-chain in green for the initial complex and carbon-chain in cyan for the lowest
energy complex.
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Figure 12. Plot of the MD-simulated structures of the binding site with ligand. H-bonds are
shown as dotted black lines; Active site amino acid residues are represented as sticks; the
inhibitors are shown as stick and ball model. (A) Compound 17 in complex to the active
site of Hsp90 enzyme; (B) Compound 24 with the binding site of Hsp90; (C) Compound 19
with the allosteric binding site of Hsp90 enzyme.

3.6.2. AT
As for this class of inhibitors, the RMSDs of the trajectory with respect to their initial structure
ranging from 1.3 to 2.2 Å are depicted in Figure 13A. A superposition of the average structure of
ensemble and the docked structure is shown in Figure 13B. Figure 12B shows the conformation
derived for compound 24 with the allosteric binding site of 2XJG, in which five hydrogen bonds were
produced which is more than the docking process. The hydroxyl group H atom at C4 position of
benzamide forms H-bond with the oxygen atom of carboxyl of Asp93 (-O·
·
·
HO, 1.35 Å, 165.1°) as
well as the docking result. However, the hydrogen bond formed by the docking process with a distance
of 2.09 Å. The other H-bonds form between the hydroxyl group H atom at C4 position of benzamide
and the oxygen atom of Ser52 (-O·
·
·
HO, 1.66 Å, 139.9°); the oxygen atom of carboxyl between the
benzamide ring and the isoindoline ring forms hydrogen bond with the Asn51 (-O·
·
·
HN, 1.74 Å,
113.5°). The oxygen atom of the substituent at the C5’ position of isoindoline forms two
H-bonds with the backbone NH2 of Lys58 (-O·
·
·
HN, 2.97 Å, 80.2°) and (-O·
·
·
HN, 2.36 Å, 116.9°).
3.6.3. DA
Figure 14A shows the RMSD values, the RMSDs of the trajectory with respect to their initial
structure ranging from 1.4 to 2 Å for 3K97. After 2 ns, the RMSDs of the complex reach about 1.8 Å
and retain these values throughout the simulation. This clearly indicates that the docked complexes can
reach metastable conformation after 2 ns of simulation. Figure 14B, C represents the superimposed
backbone atoms of the lowest energy structure of the MD simulation and the initial structure. By
combining Figure 14B, C and Figure 12C, we attempt to analyze the differences between the structure
extracted from MD simulations and the docked model of the complex. The docked complex structure
of 3K97 with ligand 19 was further used for molecular dynamics to obtain a dynamical picture of the
conformational changes. Figure 12C shows that the ligand core is anchored in the binding site via four
H-bonds. The hydrogen atom of -OH group at C2 position of ring A interacts through H-bonding with
the backbone -COO of Asp93 (-O·
·
·
HO, 1.14 Å, 133.4°), and the same H-bond is formed for the
docking result, but with a distance of 2.00 Å. In addition, the carbonyl oxygen atom at the linker
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between ring A and ring B form two hydrogen bonds with NH group of Gly97 (-O·
·
·
HN, 1.66 Å,
167.2°) and Ile96 (-O·
·
·
HN, 1.89 Å, 137.6°). Also the oxygen atom of the COO- group at C4’ position
of ring C forms H-bond with NH group of Phe138 (-O·
·
·
HN, 1.94 Å, 165.5°). All these three hydrogen
bonds are different from the docking results.
The analysis described above suggest that there is no significant differences between the stable
structure extracted from MD simulations and the docked model of the complex, which indicates that
the docking model is rational and valid. But there are also some differences between them, such as the
number and length of hydrogen bonds and the main amino acids involved in forming hydrogen bonds.
To sum it up, the conformations obtained after molecular dynamics are more stable than the docked
conformations. This coincides with the QSAR results derived from the receptor-based method, which
have poorer prediction than the ligand-based method. This also can be explained by the fact that the
docking method itself has some shortcomings and does not consider the impact of solvents which are
not explicitly treated. However, MD simulation is performed in a more realistic environment, and
much closer to physiological conditions. In addition, compared with the docking analysis, the
corresponding binding mode from MD simulation has better correlation with the 3D-QSAR analysis.
Figure 13. (A) Plot of the root-mean-square deviation (RMSD) of docked complex versus
the MD simulation time in the MD-simulated structures; (B), (C) View of superimposed
backbone atoms of the lowest energy structure of the MD simulation (cyan) and the initial
structure (green) for compound 24-2XJG complex. Compound 24 is represented as
carbon-chain in green for the initial complex and carbon-chain in cyan for the lowest
energy complex.
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Figure 14. (A) Plot of the root-mean-square deviation (RMSD) of docked complex versus
the MD simulation time in the MD-simulated structures; (B), (C) View of superimposed
backbone atoms of the lowest energy structure of the MD simulation (cyan) and the initial
structure (green) for compound 19-3K97 complex. Compound 19 is represented as
carbon-chain in green for the initial complex and carbon-chain in cyan for the lowest
energy complex.

4. Conclusions
3D-QSAR studies on three kinds of Hsp90 inhibitors using CoMFA and CoMSIA based on
ligand- and receptor-based methods have led to the identification of important structural features of
steric, electrostatic, hydrophobic and H-bond donor interactions between the receptor and its ligand.
The obtained QSAR models are reliable, evidenced by the high r2cv values and small standard errors,
and the 3D contour maps are also well correlated with docking models.
For BT series, the CoMFA model yields relatively better prediction than the CoMSIA one, which
reveals the importance of the steric effect, making a contribution of 82.5% to the model. The results
indicate that -R1 group was very important for the inhibitory activity. Docking studies reveal that the
amino hydrogen and the oxygen atom at the para position of benzamide, and the oxygen substituent of
carbazol plays a main contribution to enhance the activity.
For AT derivatives, the optimal CoMSIA model shows that the bulky electropositive groups at C5
position of benzamide and electropositive; H-bond donor groups at positions C3, C4 of benzamide had
a positive effect on the inhibitory activity. The docking study reveals that substituent at C5 position of
benzamide can bind to a hydrophobic pocket, while the -OH group at C2 position of benzamide forms
hydrogen bond with the backbone of Asp93.
For DA analogs, the contour map showed that the substituents at C2 and C4 position of ring C had a
great impact on the overall inhibitory activities, which is consistent with the docking results.
Electropositive substituent at C2 position is surrounded by Asp54 and Ser50, which was favorable for
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a binding activity. In addition, electronegative substituent at C4 position has a good interaction with
the backbone NH of Phe138 and Asn51. It also formed hydrogen bond with hydrogen atom of
-NH group of Asn51. In summary, good consistency between the 3D-QSAR, the docking and MD
modeling results indicates the robustness of the 3D-QSAR models, which can serve as a basis for
modification and design of novel anticancer compounds with enhanced activities.
Acknowledgements
This work is financially supported by the Foundation of Bureau Science of Shaanxi (Grant
No. 2009K01_25) and the Foundation of Education Bureau of Shaanxi (Grant No. 2010JC22). The
authors are grateful to L. Yang for access of Sybyl software. The research is also supported by
high-performance computing platform of Northwest A & F University.
References
1.
2.
3.
4.
5.
6.
7.
8.
9.
10.

11.
12.

13.

Smith, D.F.; Whitesell, L; Katsanis, E. Molecular chaperones: biology and prospects for
pharmacological intervention. Pharmacol. Rev. 1998, 50, 493–513.
Smith, D.F. Chaperones in signal transduction. In Molecular Chaperones in the Cell; Lund, P.,
Ed.; Oxford University Press: Oxford, UK, 2001; pp. 165–178.
Jolly, C.; Morimoto, R.I. Role of the heat shock response and molecular chaperones in
oncogenesis and cell death. J. Natl. Cancer Inst. 2000, 92, 1564–1572.
Solit, D.B.; Chiosis, G. Development and application of Hsp90 inhibitors. Drug Discov. Today
2008, 13, 38–43.
Neckers, L. Heat shock protein 90: the cancer chaperone. J. Biosci. 2007, 32, 517–530.
Pratt, W.B. The hsp90-based chaperone system: involvement in signal transduction from a variety
of hormone and growth factor receptors. Proc. Soc. Exp. Biol. Med. 1998, 217, 420–434.
Maloney, A.; Workman, P. Hsp90 as a new therapeutic target for cancer therapy: The story
unfolds. Expert Opin. Biol. Ther. 2002, 2, 3–24.
Conroy, S.E.; Latchman, D.S. Do heat shock proteins have a role in breast cancer? Br. J. Cancer
1996, 74, 717–721.
Ferranini, M.; Helta, S.; Zocchi, M.R.; Rugarli, C. Unusual expressionand localization of heat
shock proteins in human tumour cells. Int. J. Cancer 1992, 16, 613–619.
Kawanishi, K.; Shiozaki, H.; Doki, Y.; Sakita, I.; Inoue, M.; Yano, M.; Tsujinaka, T.;
Shamma, A.; Monden, M. Prognostic signiﬁcance of heat shock proteins 27 and 70 in patients
with squamous cell carcinoma of the esophagus. Cancer 1999, 85, 1649–1657.
Jameel, A.; Skilton, R.A.; Campbell, T.A.; Chander, S.K.; Coombes, R.C.; Luqmani, Y.A. Clinical
and biological signiﬁcance of Hsp89a in human breast cancer. Int. J. Cancer 1992, 50, 409–415.
Lebeau, J.; Le Cholony, C.; Prosperi, M.T.; Goubin, G. Constitutiveoverexpression of 89 kDa
heat shock protein gene in the HBL100 mammary cell line converted to a tumorigenic phenotype
by the EJ/T24 Harvey-ras oncogene. Oncogene 1991, 6, 1125–1132.
Wataba, K.; Saito, T.; Fukunaka, K.; Nishimura, M.; Kudo, R. Overexpression of heat shock
proteins in carcinogenic endometrium. Int. J. Cancer 2001, 91, 448–456.

Int. J. Mol. Sci. 2011, 12

968

14. Cornford, P.A.; Dodson, A.R.; Parsons, K.F.; Desmond, A.D.; Woolfenden, A.; Fordham, M.;
Neoptolemos, J.P.; Ke, Y.; Foster, C.S. Heat shock protein expression independently predicts
clinical outcome in prostate cancer. Cancer Res. 2000, 60, 7099–7105.
15. Biamonte, M.A.; Van de Water, R.; Joseph W.A.; Scannevin, R.H.; Perret, D.; Lee, W.C. Heat
shock Protein 90: Inhibitors in clinical trials. J. Med. Chem. 2010, 53, 3–17.
16. Porter, J.R.; Fritz, C.C.; Depew, K.M. Discovery and development of Hsp90 inhibitors: A
promising pathway for cancer therapy. Curr. Opin. Chem. Biol. 2010, 14, 1–9.
17. Whitesell, L.; Lindquist, S.L. Hsp90 and the chaperoning of cancer. Nat. Rev. Cancer 2005, 5,
761–772.
18. Wandinger, S.K.; Richter, K.; Buchner, J. The Hsp90 chaperone machinery. J. Biol. Chem. 2008,
283, 18473–18477.
19. BeBoer, C.; Dietz, A. The description and antibiotic production of Streptomyces hygroscopicus
var, Geldanus. J. Antibiot. 1976, 29, 1182–1188.
20. Supko, J.G.; Hickman, R.L.; Grever, M.R.; Malspeis, L. Preclinical pharmacologic evaluation of
geldanamycin as an antitumor agent. Cancer Chemother. Pharmacol. 1997, 36, 305–315.
21. Kelland, L.R.; Sharp, S.Y.; Rogers, P.M.; Myers, T.G.; Workman, P. DT-Diaphorase expression
and tumor cell sensitivity to 17-allylamino, 17-demethoxygeldanamycin, an inhibitor of heat
shock protein 90. J. Natl. Cancer Inst. 1999, 91, 1940–1949.
22. Chiosis, G.; Huezo, H.; Rosen, N.; Whitesell, E.; Mimnaugh, L.; Neckers, L. 17AAG: Low target
binding affinity and potent cell activity-finding an explanation. Mol. Cancan Ther. 2003, 2,
123–129.
23. Chiosis, G. Discovery and development of purine-scaffold Hsp90 inhibitors. Curr. Top. Med.
Chem. 2006, 6, 1183–1191.
24. Chiosis, G.; Timaul, M.N.; Lucas, B.; Munster, P.N.; Zheng, F.F.; Sepp-Lorenzino, L.; Rosen, N.
A small molecule designed to bind to the adenine nucleotide pocket of Hsp90 causes Her2
degradation and the growth arrest and differentiation of breast cancer cells. Chem. Biol. 2001, 8,
289–299.
25. Radanyi, C.; Le Bras, G.; Marsaud, V.; Peyrat, J.F.; Messaoudi, S.; Catelli, M.G.; Brion, J.D.;
Alami, M.; Renoir, J.M. Antiproliferative and apoptotic activities of tosylcyclonovobiocic acids as
potent heat shock protein 90 inhibitors in human cancer cells. Cancer Lett. 2009, 274, 88–94.
26. Dymock, B.; Barril, X.; Beswick, M.; Collier, A.; Davies, N.; Drysdale, M.; Fink, A.;
Fromont, C.; Hubbard, E.R.; Massey, A.; Surgenor, A.; Wright, L. Adenine derived inhibitors of
the molecular chaperone HSP90-SAR explained through multiple X-ray structures. Bioorg. Med.
Chem. Lett. 2004, 14, 325–328.
27. Sanam, R.; Tajne, S.; Gundla, R.; Vadivelan, S.; Machiraju, P.K.; Dayam, R.; Narasu, L.;
Jagarlapudi, S.; Neamati, N. Combined pharmacophore and structure-guided studies to identify
diverse HSP90 inhibitors. J. Mol. Graph. Model. 2010, 28, 472–477.
28. Jadhav, V.D.; Duerfeldt, A.S.; Blagg, B.S.J. Design, synthesis, and biological activity of bicyclic
radester analogues. Bioorg. Med. Chem. Lett. 2009, 19, 6845–6850.
29. Chen, C.Y.; Chen, C.Y.C. Insights into designing the dual-targeted HER2/HSP90 inhibitors.
J. Mol. Graph. Model. 2010, 29, 21–31.

Int. J. Mol. Sci. 2011, 12

969

30. Liu, H.C.; Lyu, P.C.; Leong, M.K.; Tsai, K.C.; Hsiue, G.H. 3D-QSAR studies on PU3 analogues
by comparative molecular ﬁeld analysis. Bioorg. Med. Chem. Lett. 2004, 14, 731–734.
31. Roy, K.K.; Singh, S.; Saxena, A.K. Integration-mediated prediction enrichment of quantitative
model for Hsp90 inhibitors as anti-cancer agents: 3D-QSAR study. Mol. Divers. 2010,
doi:10.1007/s11030-010-9269-y.
32. Barta, T.E.; Veal, J.M.; Rice, J.W.; Partridge, J.M.; Fadden, R.P.; Ma, W.; Jenks, M.; Geng, L.F.;
Hanson, G.J.; Huang, K.H.; et al. Discovery of benzamide tetrahydro-4H-carbazol-4-ones as
novel small molecule inhibitors of Hsp90. Bioorg. Med. Chem. Lett. 2008, 18, 3517–3521.
33. Woodhead, A.J.; Angove, H.; Carr, M.G.; Chessari, G.; Congreve, M.; Coyle, J.E.; Cosme, J.;
Graham, B.; Day, P.J.; Downham, R.; et al. Discovery of (2,4-Dihydroxy-5-isopropylphenyl)
[5-(4-methylpiperazin-1-ylmethyl)-1,3-dihydroisoindol-2-yl] methanone (AT13387), a novel
inhibitor of the molecular chaperone Hsp90 by fragment based drug design. J. Med. Chem. 2010,
53, 5956–5969.
34. Kung, P.P.; Funk, L.; Meng, J.; Collins, M.; Zhou, J.Z.X.; Johnson, M.C.; Ekker, A.; Wang, J.;
Mehta, P.; Yin, M.J.; et al. Dihydroxylphenyl amides as inhibitors of the Hsp90 molecular
chaperone. Bioorg. Med. Chem. Lett. 2008, 18, 6273–6278.
35. Cramer, R.D., III; Bunce, J.D.; Patterson, D.E. Cross validation, bootstrapping, and partial least
squares compared with multiple regression in conventional QSAR studies. Quant. Struct. Act.
Relat. 1988, 7, 18–25.
36. Klebe, G.; Abraham, U.; Mietzner, T. Molecular similarity in a comparative analysis (CoMSIA) of
drug molecules to correlate and predict their biological activity. J. Med. Chem. 1994, 37, 4130–4146.
37. Martin, Y.C. 3D-QSAR: Current state, scope, and limitations. Perspect. Drug Disc. Des. 1998,
12, 3–23.
38. Matthew, C.; Cramer, R.D., III; Van Opdenbosch, N. Validation of the general purpose tripos 5.2
force field. J. Comput. Chem. 1989, 10, 982–1012.
39. Zaheer-ul, H.; Uddin, R.; Yuan, H.; Petukhov, P.A.; Choudhary, M.I.; Madura, J.D. Receptorbased modeling and 3D-QSAR for a quantitative production of the Butyrylcholinesterase
inhibitors based on genetic algorithm. J. Chem. Inf. Model. 2008, 48, 1092–1103.
40. Wold, S.; Ruhe, A.; Wold, H.; Dunn, W.J., III. The collinearity problemin linear regression. The
partial least squares (PLS) approach to generalized inverses SIAM. J. Sci. Stat. Comput. 1984, 5,
735–743.
41. Kirkpatrick, P. Virtual screening: Gliding to success. Nat. Rev. Drug Discov. 2004, 3, 299.
42. Homepage of RCSB Protein Data Bank. Available online: http://www.pdb.org (accessed on
27 January 2011)
43. Welch, W.; Ruppert, J.; Jain, A.N. Hammerhead: Fast, fully automated docking of flexible ligands
to protein binding sites. Chem. Biol. 1996, 3, 449–462.
44. Lindahl, E.; Hess, B.; Van der Spoel, D. GROMACS 3.0: A package for molecular simulation and
trajectory analysis. J. Mol. Model. 2001, 7, 306–317.
45. Van der Spoel, D.; Van Buuren, A.R.; Tieleman, D.P.; Berendsen, H.J. Molecular dynamics
simulations of peptides from BPTI: A closer look at amide-aromatic interactions. J. Biomol. NMR
1996, 8, 229–238.

Int. J. Mol. Sci. 2011, 12

970

46. Darden, T.; York, D.; Pedersen, L. Particle mesh Ewald: An N-log(N) method for Ewald sums in
large systems. J. Chem. Phys. 1993, 98, 10089–10092.
47. Berendsen, H.J.C.; Grigerra, J.R.; Straatsma, T.P.J. The missing term in effective pair potential.
Phys. Chem. 1987, 91, 6269–6271.
48. Hess, B.; Bekker, H.; Berendsen, H.J.C. Fraaije JGEM Lincs: A linear constraint solver for
molecular simulations. J. Comput. Chem. 1997, 18, 1463–1472.
49. Wang, G.X.; Li, Y.; Liu, X.L.; Wang. Y.H. Understanding the aquatic toxicity of pesticide:
Structure-activity relationship and molecular descriptors to distinguish the ratings of toxicity.
QSAR Comb. Sci. 2009, 28, 1418–1431.
50. Bringmann, G.; Rummey, C.J. 3D-QSAR Investigations on antimalarial naphthylisoquinoline
alkaloids, by Comparative Molecular Similarity Indices Analysis (CoMSIA), based on different
alignment approaches. J. Chem. Inf. Comput. Sci. 2003, 43, 304–316.
51. Bohm, M.; St rzebecher, J.; Klebe, G. Three-dimensional quantitative structure activity
relationship analyses using comparative molecular field analysis and comparative molecular
similarity indices analysis to elucidate selectivity differences of inhibitors binding to trypsin,
thrombin, and factor Xa. J. Med. Chem. 1999, 42, 458–477.
52. Du, J.; Qin, J.; Liu, H.X.; Yao, X.J. 3D-QSAR and molecular docking studies of selective
agonists for the thyroidhormone receptor β. J. Mol. Graph. Model. 2008, 27, 95–104.
Supplementary Material
Supplementary material is available on the publisher’s website along with the published article.
© 2011 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 license
(http://creativecommons.org/licenses/by/3.0/).

