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ARTICLE INFO ABSTRACT

Keywords: Although hepatocellular carcinoma (HCC)-related mortality has increased over the past decades, treatment
Diarylpyrazole options are still very limited, underlining the need for developing new therapeutic strategies. The molecular
Heat shock proteins chaperone heat shock protein 90 (Hsp90) plays a key role in post-translational maturation of many oncogenic
?;E:Z(:)le client proteins that are important for survival and proliferation of cancer cells. Thus, inhibitors of Hsp90 are

promising targets for many cancer types. In this study, 15 diarylpyrazole compounds were screened against
MCF7 and HepGz2 cell lines. Compound 8, which contained a thiophene group, demonstrated the highest an-
tiproliferative activity against HepG2 cells having an ICso of 0.083 pM. Four additional diarylpyrazoles, each
containing a thiophene group, were prepared and screened for antiproliferative activity. None of these four
compounds exhibited superior activity to compound 8 on HepG2 cells. Therefore, compound 8 was selected for
further in vitro assays. Cell cycle arrest was observed at the G2 phase in compound 8-treated cells. Compound 8
also caused a 7.7-fold increase in caspase-3. These results confirm the apoptotic effect of compound 8 on HepG2
cells. Moreover, compound 8 inhibited Hsp90 (ICso = 2.67 *+ 0.18 uM) in an in vitro assay and caused a 70.8%
reduction in Hsp90 levels in a HepG2 cell-based assay. Additionally, compound 8 caused significant reduction in
the levels of Hsp90 client proteins (Akt, c-Met, c-Raf, and EGFR) and a 1.57-fold increase in Hsp70. Molecular
docking studies were also performed to predict the binding mode of compound 8 and followed by molecular
dynamics simulations to give further insights into the binding mode of 8.

Client proteins

1. Introduction

Liver cancer or hepatocellular carcinoma (HCC) has the third
highest mortality rate amongst cancer-related illnesses worldwide [1].
Although treatment modalities have remarkably improved over the past
years, most patients with advanced HCC ultimately require surgery
such as resection or orthotopic liver transplantation. Sorafenib, a non-
selective multiple kinase inhibitor, is the only approved drug for ad-
vanced HCC. However, limited efficacy and de novo resistance to sor-
afenib, emphasize the urgent need for developing new therapeutics to
treat the disease [2].

Given the intratumor heterogeneity of HCC, working on a single
molecular target in a signaling pathway is not considered a practical
approach and may explain the poor response to many emerging tar-
geted therapies. Hence, a good target to work on is a one that may
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synchronize with or control several other downstream molecules im-
plicated in carcinogenesis. Heat shock proteins (HSPs) are molecular
chaperones that are constitutively expressed cellular proteins and guide
the normal folding, disposition, and turnover of many of the key reg-
ulators of cell growth and survival [3]. These processes are achieved by
multiple chaperone complexes acting in co-operation with several co-
chaperones. The intracellular levels of these molecular chaperones in-
crease in response to various stresses such as heat, electric shock,
chemicals, toxins, and ischemia. These stresses can cause cellular pro-
tein denaturation and cell damage. In response to these stimuli, cells
increase the level of HSPs to mediate protein refolding. Proteins that
fail to refold properly are ubiquitinated and degraded by proteasomes.
Newly synthesized proteins also need HSPs for proper folding and as-
sembly [4]. The molecular chaperone ATP-dependent heat shock pro-
tein 90 (Hsp90) is the most common among the family of HSPs. It plays
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a key role in post-translational maturation, proper folding, and acti-
vation of over a five hundred client proteins [5]. Many of these proteins
are important oncogenic transcription factors, steroid receptors, and
protein kinases. Hsp90 is abundant in normal cells and constitute up to
1-2% of total cell proteins. This percentage increases up to three-fold in
cancer cells [6]. Cancer cells utilize Hsp90 to chaperone mutated and
overexpressed oncogenic client proteins to protect them from mis-
folding and degradation. Thus, inhibition of Hsp90 can result in si-
multaneous and collective disruption of oncogenic signal transduction
pathways and eradication of these oncogenic client proteins via ubi-
quitin-proteasome activation and, ultimately, apoptosis of the cancer
cells [7]. Drugs that target Hsp90 were found to be selective for cancer
cells over normal cells [7,8]. This is attributed to the fact that Hsp90
derived from tumor cells was found to be present in the active ATP
consuming form, while those from normal tissues are in dormant state
[8]. These drugs, whether used as monotherapy or in combination with
other chemotherapeutic agents, are considered as a promising treat-
ment strategy for various types of malignancy.

At the molecular level, Hsp90 is a flexible homodimer. Each
monomer consists of three domains, an N-terminal ATP and drug
binding domain, a middle domain for client protein and co-chaperone
binding and ATP-hydrolysis, and a C-terminal domain containing sites
for dimerization. There are two main Hsp90 isoforms, Hsp90a and
Hsp90p. Hsp90a is stress-inducible, while Hsp90p is constitutive [9].

Interest in the development of selective Hsp90 inhibitors has grown
rapidly over the last two decades [10]. More than 20 Hsp90 inhibitors
are currently in various phases of clinical trials. So far, none of these
inhibitors has been commercialized [11]. Most of the Hsp90 inhibitors
target the N-terminal domain at the ATP-binding site, preventing ATP
hydrolysis necessary for proper Hsp90 functioning and ensuing pro-
teasomal degradation of client proteins leading to apoptosis of cancer
cells [12]. These Hsp90 inhibitors are usually classified according to
chronological evolution into two generations. The benzoquinoid ansa-
mycin antibiotic geldanamycin (GA, Fig. 1) is the vanguard of the first
generation and was first described as an Hsp90 inhibitor in mid 1990s
[13]. GA blocks ATP from binding to the N-terminal pocket by mi-
micking the 3D structure that ATP adopts in the active site of the N-
terminal pocket [14]. In an effort to combat GA side effects such as
hepatotoxicity and lower aqueous solubility, three derivatives of GA
were developed; 17-allylamino-demethoxy geldanamycin (17-AAG,
Tanespimycin) was developed to reduce hepatotoxicity, while 17-di-
methylaminoethylamino-17-demethoxy geldanamycin (17-DMAG) and
IPI-504 (retaspimycin) were developed as water soluble GA derivatives
with lower hepatotoxicity. Unfortunately, none of these compounds
passed Phase II clinical trials [15]. The failure of these compounds has
stimulated the quest for other structural scaffolds with better pharma-
cological and safety profiles. This resulted in the development of the
second generation Hsp90 inhibitors; these are synthetic compounds
that can be broadly categorized into three main categories, the purine
family [16], the pyrazole family [17], and the isoxazole family (Fig. 1)
[18].

There is increasing interest in Hsp90 as a target for treating HCC.
The lack of clinical efficacy of current Hsp90 inhibitors [19] prompted

NH,

Geldanamycin, R = OCH3;
17-AAG, R = -NHCH,-CH=CH,
17-DMAG, R = -NHCH,CH,NMe,
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us to search for novel Hsp90 inhibitor chemotypes and investigate their
anti-HCC potential in vitro. Here we report on the discovery of 5-aryl-3-
thiophen-2-yl-1H-pyrazoles as novel Hsp90 inhibitors possessing potent
Hsp90 inhibitory activity in HepG2 cells.

2. Results and discussion
2.1. Chemistry

Compounds 1, 2, 3, 4, 5, 6, 7, and 8 were previously prepared
according to our reported procedure (Table 1 entries 1-8) [20]. Using
the same reaction methodology, compounds 9, 10, and 11 were pre-
pared by heating a mixture of the corresponding aryl ketone and 1.2
equiv aryl hydrazone in ethanol in presence of catalytic amounts of
hydrochloric acid for 1 h followed by the addition of 4 equiv DMSO and
0.1 equiv iodine and reflux for 16 h. (Table 1 entries 9-11)

The reverse method, whereby the hydrazone of the ketone is con-
densed with an aryl aldehyde was used for the preparation of com-
pounds 12, 13, 14, 15, 16, 17, 18 (Table 2 entries 1-7).

Compound 19 was prepared according to a variant of our general
synthetic protocol by refluxing 4-amino-acetophenone and 1.2 equiv.
benzalhydrazone in ethanol in presence of catalytic amounts of HCI and
H,S0,4 for 100 h (Scheme 1).

3. Biological evaluation
3.1. Effect of compounds on cell viability

Initially, 15 diarylpyrazole compounds were screened for their po-
tential anticancer activity on two cancer cell lines; MCF7 and HepG2.
Table 3 shows the ICsq values of these 15 compounds (1-9, 12-16, and
19) on both MCF7 and HepG2 using Erlotinib as reference. The pre-
sented results showed a promising antiproliferative potential for 8,
particularly on HepG2 cell line which was, therefore, selected as lead
for further optimization.

It was observed from the biological data given in Table 3 that the
most potent analog was compound 8 which carries 2-thienyl moiety. By
comparing the activities of compounds 1, 7, and 8, it was clear that 2-
thienyl moiety contribute well to the activity. It was also observed that
the presence of 3-OCHj3, 3-OH, or 4-halogeno substitution contributes to
the biological activity. For example, compound 5 contains 4-CF; and
3,4-dimethoxy (ICso = 0.52 *= 0.01 uM) , compound 9 possesses 3-
and 4-OH (ICso = 0.57 = 0.01 uM), and compound 15 possesses 4-Br
and 4-CF3 (ICsp = 0.74 = 0.03 uM) (Table 3). Therefore, four addi-
tional pyrazole compounds were prepared in which the thiophene
group was kept and the other substituents were 3-OH, 4-CF3, 3,4-di-
methoxy, and 2-fluoro-4-OCHj respectively (Table 4). The four com-
pounds were then tested against HepG2 cells (Table 4). None of the
tested compounds gave superior activity to 8. Thus, further biological
assays were performed on 8.

VER-49009

NYP-AUY922

Fig. 1. Structure of some natural and synthetic Hsp90 inhibitors.
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Table 1
Synthesis of 3,5-diaryl pyrazoles from aryl ketones and aldehyde hydrazones H
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3.2. Effect of 8 on cell cycle

As shown in Fig. 2, cell cycle analysis showed that 8 caused cell
cycle arrest at the G2 phase where the number of cells treated with 8
were 2.3-fold higher in the G2 phase compared to control. Moreover,
treatment with 8 caused a 6.2-fold increase in the cells in pre-G1. Early

and late apoptotic cells were also 3.3- and 21-fold higher in 8-treated
cells, as compared to control, respectively. Additionally, necrotic cells
were 4.2-fold higher in treated cells compared to control. These results
strongly suggest that compound 8 has an antiproliferative effect on
HepG2 cells.
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Table 2
Synthesis of 3,5-diaryl-pyrazoles using ketone hydrazones and aryl aldehydes. H

N/NHZ 1. Cat. HCI, Ethanol, reflux,1 h. N-N ,

2 - Ar,
| L A . M
; o 2. 4 equiv. DMSO, cat. I, Ar'
Ar CH, heat, 16h.
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3.3. Effect of 8 on caspase-3 levels

In order to further confirm the apoptotic potential of 8 on HepG2
cells, the level of the primary executioner caspase, caspase-3, was
evaluated and compared to that of erlotinib. As shown in Fig. 3, cas-
pase-3 was 7.7-fold higher in 8-treated HepG2 cells compared to con-
trol. Erlotinib, on the other hand, caused almost one-fold higher ex-
pression of caspase-3 compared to 8. These results further confirm the
apoptotic potential of 8.

3.4. Effect of 8 on Hsp90

In order to investigate the inhibitory potential of 8 on Hsp90 (C-
terminal domain), an in vitro enzyme inhibition assay was performed
where the ICs, calculated was found to be 2.67 + 0.18 uM. Moreover,
in order to investigate whether this effect could be extrapolated to
HepG2 cells, a cell-based ELISA assay was performed to estimate the
level of Hsp90 after treatment with 8. As shown in Fig. 3, HepG2-
treated cells showed a 70% reduction in Hsp90, as compared to control
untreated cells.

o 1. Cat. HCI, cat. H,SO4 Ethanol, reflux,1 h.

+ /—Ph

3.5. Effect of 8 on Hsp70

Hsp90 inhibition is accompanied by the induction of the chaperone
Hsp70 which is considered a molecular signature for both targets.
Hence, the effect of 8 on Hsp70 was investigated in HepG2 cells. As
shown in Fig. 3, Hsp70 level was 1.6-fold higher in 8-treated HepG2
cells compared to untreated cells. These results further confirm in-
hibition of Hsp90 by 8. Despite the fact that a correlation between an
increase in Hsp70 levels and Hsp90 inhibition was reported in many
previous studies [21,22], the study of Wang et al. [23], suggested that
the increase in Hsp70 could be related to stress induced in cells which
may or may not be due to Hsp90 inhibition. Accordingly, Hsp70 alone
might not be a reliable tool to validate Hsp90 inhibition and hence
investigating the effect of 8 on client proteins was also performed.

3.6. Effect of 8 on Hsp90 client proteins

Hsp90 is responsible for the functioning of a number of client pro-
teins that are known to control cancer development and progression.
So, inhibition of Hsp90 will ultimately cause degradation of the pro-
survival client proteins. Investigation of the effect of 8 on four Hsp90

N-
| /) Ph

H,N—N
H,N

2. 4 equiv. DMSO, heat, 100h.

L
?

H,N

19, 61%

Scheme 1. Synthesis of 19.
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Table 3
In vitro antiproliferative potential of the newly synthesized first series of compounds against MCF7 and HepG2 cell lines. Data are presented as mean * S.D. of
ICs values.

Compound Structure IC50 (uM)
MCF7 HepG2
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|
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)
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VoW,
) on
Br
19 H 0.94 + 0.03 6.15 + 0.21
N’N
H,N
Erlotinib (Reference) 1.14 = 0.01 0.87 = 0.04
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Table 4
In vitro antiproliferative potential of the second series of compounds against
HepG2 cell line. Data are presented as mean * S.D. of ICs, values.

Compound Structure ICs0 (UM)
HepG2
10 H 5.15 + 0.21
N| -N
Y
S
N OH
11 H 1.66 = 0.08
N”N
|/ CF3
S
N\
17 H OCHj3 9.02 = 0.28
OCH;
18 3.25 = 0.11
OCHg
Erlotinib (Reference) 1.94 = 0.06

client proteins (Akt, c-Met, c-Raf, and EGFR) was performed in order to
examine whether 8 triggered their degradation in HepG2 cells. Their
levels were all significantly decreased after treatment reaching 87, 90,
77, and 90% for Akt, c-Met, c-Raf, and EGFR, respectively (Fig. 4).

(b)

(a)

Control

Aggregates : 1.93%
Cell Debris :  2.17%
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These findings suggest a potential degradation of the aforementioned
client proteins, and further validate Hsp90 inhibition by 8.

3.7. Molecular docking

A molecular docking study was carried out in order to predict the
binding mode of compound 8 inside Hsp90 C-Terminal Domain (CTD).
The CTD of human Hsp90 alpha (PDB ID: 3Q6M) [24] was used as a
receptor model for docking. In this crystal structure, missing loop in
Hsp90 alpha (PDB ID: 3Q6M) (616-629) was modeled using Modeller
[25] software which was implemented through “Model Loops/Refine
Structure” utility in UCSF chimera 1.13.1 [26]. Docking search space
was assigned to enclose the interface between the CTD of the two
chains, A and B, (651-698) [27]. Docking simulations were conducted
using two docking engines implementing two different search algo-
rithms (systematic for FRED and stochastic for AutoDock vina) and
scoring functions (Chemgauss4 for FRED [28] and tuned X-score,
combining knowledge-based potentials and empirical scoring functions,
for AutoDock vina [29]). Since the pyrazole hydrogen is tautomeric, in
each docking run, the two ligand pyrazole tautomers, 3-thiophen-2-yl
and 5-thiophen-2-yl, were considered, and are referred to as tautomerl
and tautomer2, respectively, throughout the text. Based on the docking
scores, three poses of docking results were chosen to be subjected to
molecular dynamics (MD) simulations. For FRED results, two types of
binding modes were observed occupying 100% and 60% for tautomerl
and tautomer2, respectively. For vina results, one pose occupied 40%
for tautomer1 which is similar to that of FRED, hence it was cancelled
for being redundant with FRED result for tautomerl, and the other
occupied 30% for tautomer2 and subjected to MD simulations. The
three binding modes are depicted in Fig. 5B. Tautomerl and tautomer2
poses of FRED, referred to as tlf and t2f, show a hydrogen bond

Control 8

3.00%
1 8.82%

0.42%

(c)

Cell Cycle Analysis (HepG2)

B Go-G1
B %S
 G2-M

Control

0 20 40 60 80
Cell cycle phase %

100

Fig. 2. Effect of 8 on cell cycle progression in HepG2 cell line. (a) Representative histograms for the effect of 8 on cell cycle phases compared to control. (b) Control
and 8-treated HepG2 cells double stained with Annexin V-FITC and propidium iodide (PI) and analyzed by flow cytometry showing living (bottom left), necrotic (top
left), early apoptotic (bottom right), and late apoptotic (top right) cells. (¢) Stacked bar chart representing different percentages of cells in each stage of cell cycle

after treatment with 8 compared to control.
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Fig. 3. Effect of 8 on caspase-3, Hsp90, and Hsp70 levels. (a) Caspase-3, (b)
Hsp90, and (c) Hsp70 protein levels were determined in 8-treated HepG2 cells.
Protein levels were estimated using ELISA. Values are presented as
means + S.D. from three independent experiments performed in triplicates.
*P < 0.05 significant from control untreated or erlotinib-treated cells using
one-way ANOVA followed by Bonferroni post hoc test for caspase-3 and
Student’s t test for Hsp90 and Hsp70.

between the nitrogen of the pyrazole ring, which acts as a hydrogen
bond acceptor, and the guanidine moiety of arginine 690 amino acid of
chain B, which acts as a hydrogen bond donor, with docking scores of
—11.2470 and —10.5955, respectively. Tautomer2 pose predicted by
vina, referred to as t2v, shows no hydrogen bonds with the protein,
with free energy of —6.7 kcal/mol.

Molecular docking was followed by molecular dynamics (MD) si-
mulations to give further insights into the binding mode of 8 and the

Bioorganic Chemistry xxx (xxxx) xxxx

tautomer with more time-evolution stable binding dynamics. The 2D
interaction representations between protein and 8 tautomerl and tau-
tomer?2 are depicted in Fig. S1-4.

3.8. Molecular dynamics

In order to gain more insight into the binding mode of 8 inside
Hsp90 CTD, molecular dynamics simulations for each binding pose
were carried out for 10ns at NPT ensemble for minimization and
equilibration purposes. Analyses of protein RMSD (Root Mean Square
Deviation), RMSF (Root Mean Square Fluctuation) and Radius of
gyration are depicted in Fig. 6. RMSD is a measure of structure stability.
RMSD of the protein backbone (C,, C and N) in the 3 dynamics runs
show stability after 7ns of the simulation with RMSD 3.97 + 0.73,
424 + 0.99 and 4.34 + 0.99A (mean + SD) for t1f, t2f and t2v,
respectively (Table S1). High RMSD standard deviation (SD) is attrib-
uted to the highly flexible loops present in N-terminal of the protein and
the flexible loops (616-629) modelled by Modeller software (Fig. 5A),
which contributes to the fluctuation of RMSD throughout the simula-
tion.

RMSF is a measure for per residue stability and protein local con-
formational changes during the simulation. Binding site amino acid
residues (651-698 of chain B) show minimal RMSF which is an in-
dication for relatively strong binding with 8 throughout the simulation
and minimal local conformational change in the binding site. Residues
with high RMSF (> 2 A) showed to be terminal or far away from the
binding site. N-terminal loops of the A and B protein chains (535-554)
and the modelled loops (616-629) show very high RMSF, 6-12 10\,
confirming our observation of their high RMSD SD due to these highly
flexible loops (Fig. 6).

Radius of gyration (Ry) is an indicator of the compactness of the
protein structure and a parameter for protein equilibrium conforma-
tion. As shown in Fig. 6, Ry values of t1f, t2f ando t2v, were
43.260 + 0.182, 43.264 = 0.184 and 43.249 + 0.183 A (mean *+
SD), respectively (Table S2). R, is stable for each protein throughout
the simulation, hence, no major conformational changes occur during
the simulation, and this is consistent with our knowledge that major
protein conformational changes rarely occur in the nanosecond time
range.

RMSD analysis of each of the 8 tautomers through evolution of si-
mulation time revealed that t2v (5-thiophen-2-yl tautomer) has less
RMSD than t1f (3-thiophen-2-yl tautomer) and t2f in the three simu-
lations as shown in Fig. 7. The relatively high RMSD in both t1f and t2f
indicates that the ligand abandons its starting position predicted by
docking to a more stable binding pose.

A major finding in the binding interactions was observed that a
hydrogen bond between the pyrazole N—H and Asp661 residue car-
boxylate was formed during the MD simulations that was not predicted
by docking. Fig. 8 shows the total number of hydrogen bonds formed
between the ligand and the protein vs the number of hydrogen bonds
formed between the ligand and Asp661 (Table S3), which indicates the
Asp661 hydrogen bond to be the driving force for such binding.

In Fig. 9, the last snapshot of the dynamics simulations, after 10 ns,
for the three proteins is depicted along with the starting docking pose. It
confirms the stable binding mode of compound 8 inside the binding
pocket with the hydrogen bond between pyrazole N—H of 8 and car-
boxylic group of Asp661 being the main driving force for binding.

In conclusion, the hydrogen bond between 8 and Asp661 carboxylic
group is the main interaction responsible for binding between 8 and
Hsp90 CTD. From molecular dynamics simulations, it is concluded that
Asp661 is responsible for the hydrogen bond with 8 not Arg690 pre-
dicted by docking (Supplementary information, videos 1, 2 and 3).
Video 1, video 2 and video 3 trajectory analysis of t1f, t2f and t2v,
respectively, show the stable binding due to the hydrogen bonding in-
teraction with the key binding residues (Asp661) with less deviation of
t2v.
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Fig. 4. Effect of 8 on HSP90 client proteins. Protein levels of (a) p-Akt, (b) c-Met, (c) c-Raf, and (d) EGFR were estimated in 8-treated HepG2 cells. Protein levels were
estimated using ELISA. Values are presented as means *= S.D. from three independent experiments performed in triplicates. *P < 0.05 significant from control

untreated cells using Student’s t test.

4. Experimental
4.1. General

All reagents and solvents were purchased from commercial sup-
pliers and used without purification unless stated otherwise. Chemical
shifts (8) for 'H NMR spectra in acetone-dg are reported in ppm relative
to acetone-dg residual solvent protons (8 2.05). Chemical shifts for 3¢
NMR spectra run in acetone-dg are reported in ppm relative to the
solvent residual carbon (8 30.8). Peaks in NMR spectra are described as
follows: singlet (s), broad singlet (bs), doublet (d) triplet (t) apparent
doublet (appd), apparent triplet (appt), doublet of doublets (dd).

Samples for high resolution positive ion electrospray ionization mass
spectrometry (HRMS-ESI™) were prepared in 1:1 CH3CN/H,0 + 0.2%
formic acid. Melting points are measured using Stuart SMP 30 and are
uncorrected.

4.2. General method for the synthesis of compounds 17 and 18

To a mixture of 2-acetyl-thiophene hydrazone (1.5 mmol, 210 mg)
and the corresponding aldehyde (1.8 mmol) in ethanol (10 mL), added
HCl (75pL). The reaction mixture was refluxed for one hour, then
DMSO (6 mmol, 425 pL) and iodine (0.15mmol, 38 mg) were added.
The reaction mixture was refluxed for 16h, cooled to room

Fig. 5. (A) CTD of Hsp90 (3g6m) with the flexible N-terminal (red) and the loops modelled with Modeller software (blue). (B) Molecular docking results showing the
two binding poses predicted by FRED (green for t1f and blue for t2f) and AutoDock vina (grey for t2v). The docked pose predicted by FRED shows a hydrogen bond
between the pyrazole nitrogen and Arginine 690 in chain B. (Chain A is depicted in gold and chain B in grey).
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Fig. 6. RMSD (top), per residue RMSF (middle) and Radius of gyration (bottom) of the three protein structures (t1f, t2f and t2v). RMSF x-axis depicts the number of
protein chain A 163 residues (535-697) and chain B 165 residues (698-862). Dark green, dark blue and dark orange for t1f, t2f and t2v, respectively. N-terminal (red
braces) and modelled (blue braces) highly flexible loops of chains A and B show high RMSF (middle) and contributes to the RMSD (top) fluctuation. The binding site
of chain B (black braces) shows low RMSF < 2 which is an indication for relatively strong binding with 8 throughout the simulation and minimal local con-

formational change in the binding site.

temperature, quenched with 5% aqueous sodium thiosulfate (ca
30 mL), and extracted with EtOAc (3 X 20 mL). The combined EtOAc
extracts were washed with water (1 X 20 mL), dried over anhydrous
magnesium sulfate and concentrated by rotary evaporation. The crude
product was purified by column chromatography using a gradient of
30-50% EtOAc-Hexane. The desired fractions were pooled, con-
centrated and vacuum dried.

4.3. 5-(3,4-dimethoxyphenyl)-3-(thiophen-2-yl)-1H-pyrazole (17)

Yellowish white solid. 343 mg, 80%, Mp 159-160 °C. 'H NMR (300
MHz, acetone-dg): § 12.41 (bs, 1H), 7.36-7.44 (m, 4H), 7.09 (t, J = 3.6
Hz, 1H), 7.03 (d, J = 8.2 Hz, 1H), 6.92 (s, 1H), 3.89 (s, 3H), 3.85 (s,
3H); °C NMR (75 MHz, DMSO-de): 8 149.4,147.2, 144.0, 137.5, 128.0,
125.0, 123.9, 122.3, 118.1, 112.4, 109.4, 99.2, 55.9; HRMS-ESI+ (m/
2): [M+H]" calculated for C;sH;50,N,S, 287.0849; found, 287.0848.

4.4. 5-(2-fluoro-4-methoxyphenyl)-3-(thiophen-2-yl)-1H-pyrazole (18)

Yellow solid, 329 mg, 80%, Mp 138-140°C. 'H NMR (300 MHz,
acetone-dg): 8 12.4 (s, 1H), 7.81 (t, J = 9.2 Hz, 1H), 7.44 (d, J = 4.6 Hz,
1H), 7.39 (d, J = 4.9 Hz, 1H), 7.08 (d, J = 3.6, 5.3 Hz, 1H), 6.84-6.88
(m, 3H); °C NMR (75MHz, DMSO-dg): & 160.5; 159.2 (d,
J = 243.1 Hz), 146.6, 137.4, 136.8, 128.4, 127.6, 124.6, 123.7, 111.0,
102,1 (d, J = 26.8 Hz); 101.1, 55.7; 1°F NMR (282 MHz, acetone-dg): 8-
114.2 HRMS-ESI+ (m/z): [M+H]" calculated for C;4H;50N,SF,
275.0649; found,. 275.0647.

4.5. General method for the synthesis of compounds 10 and 11

To a mixture of 2-acetyl-thiophene (1.5 mmol, 189 mg) and the
corresponding aldehyde hydrazone (1.8 mmol) in ethanol (10 mL), was
added HCI (75 pL). The reaction mixture was refluxed for one hour,
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Fig. 7. RMSD analysis of 8 tautomers with each protein through the simulation time.

then DMSO (6 mmol, 425 pL) and iodine (0.15 mmol, 38 mg) were
added. The mixture was refluxed for 16 hours, cooled to room tem-
perature, quenched with 5% aqueous sodium thiosulfate (ca 30 mL),
and extracted with EtOAc (3 X 20 mL). The combined EtOAc extracts
were washed with water (1 X 20 mL), dried over anhydrous magne-
sium sulfate and concentrated by rotary evaporation. The crude product
was purified by column chromatography using a gradient of 30-50%
EtOAc-Hexane. The desired fractions were pooled, concentrated and
vacuum dried.

4.6. 3-(3-(thiophen-2-yD-1H-pyrazol-5-yDphenol (10)

Yellow solid, 273 mg, 75%, Mp 179-181 °C. 'H NMR (300 MHz,
acetone-dg): 8 12.45 (bs, 1H), 8.48 (bs, 1H), 7.43 (d, J = 3.6 Hz, 1H),
7.39 (d, J = 4.6 Hz, 1H), 7.22-7.28 (m, 3H), 7.08 (t, J = 4.6 Hz, 1H),
6.91 (s, 1H), 6.83 (d, J = 6.9 Hz, 1H); '*C NMR (75 MHz, DMSO-dg): &
157.7, 146.8, 143.6, 136.9, 130.0, 127.6, 124.6, 123.7, 116.1, 115.3,
99.3; HRMS-ESI+ (m/2): [M+H]* calculated for C;3H;;0N,S,
243.0587; found, 243.0584.

10

4.7. 3-(thiophen-2-yl)-5-(4-(trifluoromethyl)phenyl)-1H-pyrazole (11)

Yellow solid, 353 mg, 80%, Mp 224-226°C. 'H NMR (300 MHz,
acetone-dg): 8 12.76 (bs, 1H), 8.10 (d, J = 6.9 Hz, 1H), 7.80 (d, J = 7.9
Hz, 1H), 7.50 (bs, 1H), 7.13 (bs, 1H); *C NMR (75 MHz, DMSO-dq): &
147.7, 142.4, 138.6, 133.3, 128.6, 128.1, 126.7, 126.5, 126.1, 125.4,
125.2, 124.4, 101.1; '°F NMR (282 MHz, acetone-dg): § — 63.3 HRMS-
ESI+ (m/z): [M+H]" calculated for C;4H;oN5SF3, 295.0511 ; found,
295.0512.

4.8. Cell lines and cell culture

MCF7, estrogen-dependent breast cancer cell line, and HepG2, he-
patocellular carcinoma cell line, were obtained from the American Type
Culture Collection (ATCC, VA, USA). Cells were cultured using
Dulbecco's Modified Eagle Medium (DMEM; Invitrogen, Life
Technologies, CA, USA) supplemented with 10% fetal bovine serum
(FBS; GE Healthcare HyClone, WV, USA), streptomycin (100 pg/ml)
and penicillin (100 units/ml) and incubated in 5% CO, at a temperature
of 37 °C. Passaging was performed when cells were 80-90% confluent.



S. Mohamady, et al.

2

m T
—— tlf-protein

w
— t2f-protein

Number of hydrogen bonds

—— t2v-protein

3
Simulation Time {ns)

4 5 6 7

Bioorganic Chemistry xxx (xxxx) xxxx

2 \

— t1f-D661

— t2f-D661

Number of hydrogen bonds

2 T
t2v-D661
1 .
0 T T T T T T T T T
0 2 3 4 5 6 7 8 9 10

Simulation Time (ns)
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4.9. Cell viability assay

The first series of compounds were tested against both MCF7 and
HepG2 cells. Following this screening step, optimization of compounds
was performed where the second series was tested against HepG2 cells
only. MCF7 and HepG2 cells were seeded in 96-well plates at a density
of 1 x 10* cells/well. One day after seeding plates, MCF7 and HepG2
cells were treated with a 10 fold serial dilution (0.01-100 puM) of the
first series; (compounds 1-9, 12-16, and 19) or Dimethyl sulfoxide
(DMSO; Sigma-Aldrich, St. Louis, MO, USA) as a vehicle representing
the negative control. Erlotinib was used as a reference. As for the
second optimized series of compounds (10, 11, 17, 18), their cytotoxic
effect was investigated against HepG2 cells only using their 10-fold
serial dilutions (0.01-100 uM). Cytotoxicity assay of compounds be-
longing to both series was assessed using 3-(4,5-dimethylthiazol-2-yl)-
2,5-diphenyltetrazolium bromide (MTT) reagent (Sigma-Aldrich, St.
Louis, MO, USA). Briefly, cells seeded in 96-well plates were cultured

11

overnight and on the next day, cells were treated with serial dilutions of
the compounds besides DMSO. Then after seventy-two hours, 20 pl of
5mg/ml MTT was added to each well then incubated for 2h. The ab-
sorbance was then measured at 570 nm. The percentage of the absor-
bance at 570 nm in treated cells against control represented the cell
viability. All experiments were performed in triplicates. Half-maximal
inhibitory concentration (ICso) was calculated using GraphPad Prism
software, version 5.00 (GraphPad Software, CA, USA). For further cell
cycle analysis and cell-based assays, HepG2 cells were treated with the
ICs of compound 8.

4.10. Apoptosis assay using Annexin V/Propidium iodide staining

HepG2 cells cultured in six-well plates were treated with 8 for 48
hours. Then, the cells were fixed in cold ethanol for half an hour and
stained with 5 ul Annexin V-FITC and 5 pl propidium iodide (PI) using
an Annexin VFITC Apoptosis Detection Kit (BioVision, CA, USA). The
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Fig. 9. Comparison between the starting protein structure (chain A in dark grey and chain B in white) with starting ligand pose (khaki) and the last snapshot after
10 ns molecular dynamics run (chain A in dark green and chain B in lime green) with ligand pose (salmon) for t1f (top), t2f (middle) and t2v (bottom). The three runs
show a conserved hydrogen bond with Asp661 which is considered to be the driving force for protein ligand interaction.

cells were then placed at room temperature for 15 min in the dark then
analyzed by a FACScan flow cytometer (Beckman Coulter, CA, USA).
Apoptosis was evaluated in terms of the FITC-positive cells.

4.11. Cell cycle analysis

Forty-eight hours following the treatment of HepG2 with 8, cells
were trypsinized and washed with phosphate buffered saline (PBS),
resuspended in cold methanol, and kept overnight at 4 °C. Collected
cells were then resuspended in sodium citrate buffer together with
RNase, and incubated at 37 °C for 30 min. After centrifugation, cells

12

were resuspended in PBS and filtered. Cell cycle analysis was then
performed using flow cytometer.

4.12. Determination of caspase-3 in 8-treated HepG2 cells

In order to determine the 8 apoptotic potential, active caspase-3
level was measured in cell lysates using human caspase-3 ELISA kit
obtained from Invitrogen (CA, USA), according to the manufacturer’s
instructions. Erlotinib was included in the assay as a reference.
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4.13. In vitro enzyme inhibition assay against Hsp90

The most promising compound, 8, was selected for in vitro enzyme
inhibition screening assay against Hsp90 C-terminal domain using the
Hsp90 (C-terminal) inhibitor screening assay kit (BPS Bioscience, USA),
according to the manufacturer’s instructions, in order to determine the
ICsp of 8. Briefly, wells of a microtiter plate were designated to sub-
strate control, positive control, test inhibitor and blank. Aliquots of
Hsp90 and its protein target (cyclophilin D), provided in the kit, were
thawed on ice and diluted with assay buffers. Then, 4 pl of diluted Hsp
a protein were added to each well designated for the positive control,
test inhibitor and blank. To the wells designated for substrate control, 4
ul of Hsp90 assay buffer were added. Then, 2 ul of geldanamycin so-
lution were added to wells designated for test inhibitor. For positive
and substrate control wells, 2 ul of the same solution without inhibitor
(inhibitor buffer) were added. Moreover, 4 pl of HspP90 assay buffer
were added to blank wells. In order to initiate the reaction, cyclophilin
D was diluted in assay buffer from which 4 ul were added to wells
designated for substrate and positive controls as well as for test in-
hibitor. The plate was then incubated at room temperature for 30 min.
Acceptor beads were added, then streptavidin-conjugated donor beads,
followed by reading alpha-counts.

4.14. Determination of Hsp90 and Hsp90 client proteins in 8-treated
HepG2 cells

The effect of 8 on Hsp90 and its client proteins; Akt, the hepatocyte
growth factor (c-Met), c-Raf, and epidermal growth factor receptor
(EGFR) was investigated using ELISA kits for human Hsp90 (Cloud-
Clone Corp., USA), phospho-Akt (DRG International, USA), c-Met
(Sigma Aldrich, USA), phospho-c-Raf (Cisbio, France), and EGFR
(Raybiotech, USA), according to the manufacturers’ instructions. For
preparing cell lysates, cells were trypsinized and centrifuged following
72 h of treatment with 8. The cell pellet was then washed with PBS and
RIPA lysis buffer was used for cell lysis. Centrifugation was then per-
formed to remove cell debris. Cell lysates were then collected and
stored at —880 °C for performing the aforementioned ELISA assays.

4.15. Determination of Hsp70 in 8-treated HepG2 cells

To determine the effect of 8 on Hsp70, human Hsp70 ELISA kit
(Cloud-Clone Corp., USA) was used according to the manufacturer’s
instructions. The assay was performed on cell lysates that were pre-
pared, as explained earlier.

4.16. Statistical analysis

All values are presented as means * standard deviation (S.D.) from
three independent experiments performed in triplicates. Statistical
analysis was performed by Student t test for unpaired data and One-
Way Analysis of variance (ANOVA) followed by Bonferroni post hoc test
for multiple comparisons using GraphPad Prism, version 5.0 (GraphPad
Software, CA, USA) (v5). Statistical significance was determined at
P < 0.05.

4.17. Molecular Modeling

4.17.1. Ligands preparation

The two 8 tautomers were constructed using Marvin Sketch 2D
sketcher [30] and minimized using OpenBabel 2.4.1 [31] via Steepest
Descent minimization algorithm for 100,000 steps and a convergence
criterion of 10™® keal/mol/A implementing MMFF94s (Merck Mole-
cular Force Field static variant) [32] for stepwise energy calculations.

4.17.2. AutoDock vina docking
Receptors were fetched from PDB online database (http://www.
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resb.org/) [33]. Receptors and ligands were prepared using pre-
pare_receptor4.py and prepare_ligands4.py scripts, respectively, im-
plemented through AutoDock Tools 1.5.6 [34]. Protein and ligand
preparations involved adding polar hydrogen atoms and Gasteiger
partial charges. Single bonds of the ligands were considered rotatable
while the binding site residues were considered rigid during the
docking calculations. The search box was centered around the co-
crystallized ligands and assigned 60 A box side and 0.375 A grid spa-
cing. Box dimensions determination, writing AutoDock vina config-
uration files and docking automation were carried out using AutoDock/
vina pymol plugin [35]. Docking calculations were carried out using
AutoDock vina docking engine [29]. Crystallized water molecules were
removed from protein before docking. AutoDock implements La-
marckian Genetic search Algorithm (LGA) where LGA runs were set to a
value of 100 with 150 population size, 2,500,000 evaluations and
27,000 generations returning the best binding pose in the largest
cluster. Binding energies are evaluated in terms of difference in Gibbs
free energy (AG).

4.17.3. FRED Docking

Receptors were prepared using Make Receptor graphical utility and
pdb2receptor utility program of OEDOCKING 3.2.0.2 of OpenEye
Scientific Software [28]. Search box was determined around the co-
crystallized ligands after cavity detection step using a molecular probe
implemented through Make Receptor followed by a step of site shape
potential detection. FRED docking engine requires a multiconformer
ligand OpenEye binary file, so ligands were prepared using OpenEye
OMEGA 3.0.1.2 conformer generation program [36]. FRED applies a
systematic exhaustive search algorithm through rotational and trans-
lational degrees of freedom and evaluates the binding interactions using
consensus Chemgauss4 scoring function.

All ligands and protein visualizations and figures generation were
carried out using UCSF Chimera [26]. 2D interaction representation is
generated by OpenEye toolkits [37].

4.17.4. Molecular Dynamics Simulations

The NAMD 2.12 package [38] was used for all the molecular dy-
namics simulation experiments. All system preparations were carried
out using VMD 1.9.3 graphics software [39]. First, the protein molecule
was stripped of any non-protein atoms (ligands, water and ions). Pro-
tein and ligand topology files were generated using VMD psfgen 1.6.4
package and SwissParam web server [40], respectively. The simulation
systems were constructed manually by incorporating the topology files,
solvating the protein-ligand complex in a box of TIP3P water solvent
model with a 12 A margin in all directions, using VMD solvate 1.7
package, and neutralizing the system charge with NaCl molecules, using
VMD autoionize 1.4 package, ending up with systems of approximately
35,000 atoms. Periodic boundary conditions were considered during
the simulations, wrapping all system atoms; by translating atoms that
pass the periodic boundary to its mirror position on the opposite side of
the cell.

100,000 minimization steps were carried out coupling the NAMD
rigorous conjugate gradient algorithm with line search algorithm, fol-
lowed by 10 ns NPT equilibration.

CHARMMS36 Force Field [41] (July 2017 release) was used for
providing protein parameters, whereas SwissParam parameter file was
considered for ligands. The SwissParam derives the ligand atoms data
from MMFF (Merck Molecular Force Field) [42], while Van de Waals
parameters are taken from the closest atom type in CHARMM?22 [41].

During dynamics calculations, any 1-2 and 1-3 atom interactions
were neglected, and 1-4 interactions are fully considered. Van der
Waals and electrostatic interactions are searched for in the system
within a pair list distance of 13.5 A, which is restarted once every in-
tegration cycle, and calculated with a 12 A cut-off implementing
function smoothing at 10 A switch distance. For all runs, the velocity
Verlet integration method was used for velocity and position
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calculations with Particle Mesh Ewald Sum (PME) method for electro-
statics calculations [43], and a 2 fs time step. 1 step size (2 fs) was set as
frequency for non-bonded and full electrostatic interactions calcula-
tions. System temperature was kept constant at 310 K (37 °C) by con-
trolling Kinetic Energy of the system using Langevin Dynamics with
damping coefficient 1 ps~! applying it to only heavy atoms. Pressure
was also kept constant at 1 atm (1.01325 bar) using Langevin piston at
310 Kelvin with oscillation and damping periods of 200 and 50 fs, re-
spectively, coupled with Nosé-Hoover method to control barostat
fluctuations [44].

All dynamics simulations analysis was carried out using ProDy
Python package [45] and VMD RMSD trajectory tool [39]. All analysis
charts were constructed using Matplotlib 3.0.2 Python plotting library
[461.

5. Conclusions

A series of 3,5-diarylpyrazoles has been synthesized and biologically
evaluated against HepG2 and MCF7 cancer cell lines. Compound 8
exhibited cytotoxic potential against both cell lines yet a lower ICs, was
reported on HepG2 cells. Hence, this compound was selected for further
structure optimization and biological evaluation. Compound 8 caused
cell cycle arrest at the G2 phase and showed apoptotic potential as
evidenced by the increase in caspase-3 levels compared to control.
Moreover, compound 8 exhibited potent inhibition of Hsp90 which was
further validated by the degradation of the pro-survival client proteins
(Akt, c-Met, c-Raf, and EGFR) and the increase in Hsp70 levels.
Molecular docking and dynamics simulations were employed to predict
the binding mode of 8.
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