
 

 

PLEASE SCROLL DOWN FOR ARTICLE

This article was downloaded by:
On: 23 January 2011
Access details: Access Details: Free Access
Publisher Taylor & Francis
Informa Ltd Registered in England and Wales Registered Number: 1072954 Registered office: Mortimer House, 37-
41 Mortimer Street, London W1T 3JH, UK

Journal of Coordination Chemistry
Publication details, including instructions for authors and subscription information:
http://www.informaworld.com/smpp/title~content=t713455674

Synthesis, molecular docking, and inhibitory activity of a Ni Schiff-base
complex against urease
Yong Ming Cuiab; Wen Xuan Yanc; Ying Jie Caia; Wu Chena; Hai Liang Zhuab

a Engineering Research Center for Clean Production of Textile Printing, Ministry of Education, Wuhan
Textile University, Wuhan 430073, P.R. China b State Key Laboratory of Pharmaceutical Biotechnology,
Nanjing University, Nanjing 210093, P.R. China c Library of Wuhan Textile University, Wuhan 430073,
P.R. China

First published on: 14 September 2010

To cite this Article Cui, Yong Ming , Yan, Wen Xuan , Cai, Ying Jie , Chen, Wu and Zhu, Hai Liang(2010) 'Synthesis,
molecular docking, and inhibitory activity of a Ni Schiff-base complex against urease', Journal of Coordination
Chemistry, 63: 21, 3706 — 3713, First published on: 14 September 2010 (iFirst)
To link to this Article: DOI: 10.1080/00958972.2010.517268
URL: http://dx.doi.org/10.1080/00958972.2010.517268

Full terms and conditions of use: http://www.informaworld.com/terms-and-conditions-of-access.pdf

This article may be used for research, teaching and private study purposes. Any substantial or
systematic reproduction, re-distribution, re-selling, loan or sub-licensing, systematic supply or
distribution in any form to anyone is expressly forbidden.

The publisher does not give any warranty express or implied or make any representation that the contents
will be complete or accurate or up to date. The accuracy of any instructions, formulae and drug doses
should be independently verified with primary sources. The publisher shall not be liable for any loss,
actions, claims, proceedings, demand or costs or damages whatsoever or howsoever caused arising directly
or indirectly in connection with or arising out of the use of this material.

http://www.informaworld.com/smpp/title~content=t713455674
http://dx.doi.org/10.1080/00958972.2010.517268
http://www.informaworld.com/terms-and-conditions-of-access.pdf


Journal of Coordination Chemistry
Vol. 63, No. 21, 10 November 2010, 3706–3713

Synthesis, molecular docking, and inhibitory activity of

a Ni Schiff-base complex against urease

YONG MING CUIyz, WEN XUAN YANx, YING JIE CAIy, WU CHEN*y and
HAI LIANG ZHU*yz

yEngineering Research Center for Clean Production of Textile Printing, Ministry of
Education, Wuhan Textile University, Wuhan 430073, P.R. China

zState Key Laboratory of Pharmaceutical Biotechnology, Nanjing University,
Nanjing 210093, P.R. China

xLibrary of Wuhan Textile University, Wuhan 430073, P.R. China

(Received 27 March 2010; in final form 16 July 2010)

A Ni(II) Schiff-base complex, Ni(C14H10NOBr2)2, was synthesized and structurally
characterized by single-crystal X-ray analysis. Its inhibitory activity against Helicobacter pylori
urease was evaluated in vitro and showed strong inhibitory activity against H. pylori urease
compared with acetohydroxamic acid (IC50¼ 42.12mmolL�1), which is a positive reference.
A docking analysis using the autodock 4.0 program could explain the inhibitory activity of the
complex against urease.
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1. Introduction

Schiff-base transition metal complexes have been extensively investigated for many
years due to their novel structures and potential applications in many fields [1]. Many
Schiff-base transition metal complexes possess anticancer and antimicrobial activities
[2–4]; some drugs have greater activity when administered as metal complexes than that
as free organic compounds [5]. Therefore, Schiff-base transition metal complexes may
be an untapped reservoir for drugs.

Urease, the first enzyme crystallized to be shown to possess nickel ions, is an
important enzyme in both agriculture and medicine, rapidly catalyzing the hydrolysis of
urea to form ammonia and carbamic acid [6, 7]. The end-product of such decompo-
sition also results in a pH increase, responsible for the negative effects of urease activity
in human health, such as causing peptic ulcers, stomach cancer, etc. [8], and in
agriculture, for example, the efficiency of soil nitrogen fertilization with urea decreases
due to ammonia volatilization and root damage caused by an increase in soil pH [9].
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It is of interest to control the activity of urease through the use of inhibitors in order to
counteract these negative effects. Some materials possessing inhibitory activity against
urease have been reported, such as Fuoride [10], �-hydroxy ketones [11], and boric acid
[12]. Recently, our group reported that some salen-type Schiff-base complexes possess
good inhibitory activities against xanthine oxidase and excellent antibacterial
activities [13].

In order to have insight into the potential application of complexes of Schiff bases as
an enzyme inhibitor against urease, we designed and synthesized a new Ni complex
containing the Schiff-base ligand derived from the condensation of 3,5-dibromosali-
cylaldehyde with benzylamine (HL, C14H11NOBr2), and investigated its inhibitory
activity against Helicobacter pylori urease. Docking simulation was performed to
position the complex into the H. pylori urease active site to determine the probable
binding conformation using autodock 4.0 [14].

2. Experimental

2.1. Materials and methods

3,5-Dibromosalicylaldehyde and benzylamine were purchased from Aldrich and used
without purification. Elemental analyses (C, H, and N) were carried out on a Perkin-
Elmer 2400 analyzer. Infrared (IR) spectra were recorded using KBr pellets (4000–
400 cm�1) on a Nexus 870 FT-IR spectrophotometer. Electronic spectra from 200 to
800 nm were measured using DMSO-H2O (1 : 1 v/v) solution on a Shimadzu UV-160
spectrophotometer.All chemicals and reagents used in the current studywere of analytical
grade. Protease inhibitors (Complete mini EDTA-free) were purchased from Roche
Diagnostics GmbH (Mannhein, Germany) and brucella broth was from [Becton–
Dickinson] (Cockeysville, MD). Horse serum was from Hyclone (Utah, America).

2.2. Synthesis of ([Ni(L)2])

3,5-Dibromosalicylaldehyde (56mg, 0.2mmol) and benzylamine (21mg, 0.2mmol)
were dissolved in an aqueous acetonitrile solution (5mL). The mixture was stirred for
5min to give an orange solution, which was added to a methanol solution (1mL) of
Ni(NO3)2 � 6H2O (29mg, 0.1mmol). The mixture was stirred for another 5min at room
temperature to give a kelly-green solution and then filtered. The filtrate was kept in air
for 3d, forming brown flake crystals. The crystals were isolated, washed three times with
distilled water, and dried in a vacuum desiccator containing anhydrous calcium
chloride. Yield: 86%. Anal. Calcd for C28H20Br4N2NiO2 (%): C, 42.31; H, 2.54;
N, 3.52. Found (%): C, 42.20; H, 2.99; N, 3.41. IR (KBr, cm�1): 457, 555, 607, 1168,
1444, 1496, 1517, 1618, 2868, 2926, 3028. UV-Vis (DMSO-H2O, k nm�1): 243, 267, 376.

2.3. Crystal structure determinations

Diffraction intensities for the complex were collected at 291(2)K using a Bruker
SMART CCD area detector with Mo-Ka radiation (�¼ 0.71073 Å). The collected data
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were reduced using the SAINT program [15], and empirical absorption corrections were

performed using SADABS [16]. The structures were solved by direct methods and

refined against F 2 by full-matrix least-squares using SHELXTL version 5.1 [17].

All non-hydrogen atoms were refined anisotropically. All hydrogens were placed

in geometrically ideal positions and constrained to ride on their parent atoms.

The crystallographic data for the complex are summarized in table 1. Selected bond

lengths and angles are given in table 2.

2.4. Measurement of inhibitory activity against H. pylori urease

Helicobacter pylori (ATCC 43504; American Type Culture Collection, Manassas, VA)

was grown in brucella broth supplemented with 10% heat-inactivated horse serum for

24 h at 37�C under microaerobic conditions (5% O2, 10% CO2, and 85% N2), as

previously described [18].
The method of preparation of H. pylori urease by Mao [19] was followed. Briefly,

50mL broth cultures (2.0 � 108CFUmL�1) were centrifuged (5000 g, 4�C) to collect

the bacteria, and after washing twice with phosphate-buffered saline (pH 7.4), the

H. pylori precipitation was stored at �80�C. Helicobacter pylori was returned to room

temperature, and after addition of 3mL of distilled water and protease inhibitors,

sonication was performed for 60 s. Following centrifugation (15,000 g, 4�C), the

supernatant was desalted through SephadexG-25 column (PD-10 columns, Amersham–

Pharmacia Biotech, Uppsala, Sweden). The resultant crude urease solution was added

to an equal volume of glycerol and stored at 4�C until use in the experiment. The

mixture, containing 25 mL (4U) of H. pylori urease and 25 mL of the test compound, was

pre-incubated for 3 h at room temperature in a ninety-six-well assay plate. Urease

activity was determined by measuring ammonia production using the indophenol

method as described by Weatherburn [20].

Table 1. Crystal data for the complex.

Empirical formula C28H20Br4NiN2O2

Molecular weight 794.81
Crystal system Monoclinic
Space group P21/c
Unit cell dimensions (Å, �)
a 10.6062(6)
b 6.1056(4)
c 20.7125(15)
� 90
� 102.431(3)
� 90
Temperature (K) 291(2)
Volume (Å3), Z 1309.84(15), 2
Calculated density (g cm�3) 2.015
F(000) 772
Absorption coefficient (Mo-Ka) (mm�1) 6.872
Data/restraint/parameters 2712/0/169
Goodness-of-fit on F 2 1.049
Final R indices [I42�(I)] R1¼ 0.0432, wR2¼ 0.1081
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2.5. Docking simulations

Molecular docking of the complex into the 3-D X-ray structure of H. pylori urease

(entry 1E9Z in the Protein Data Bank) was carried out using the AUTODOCK

software package (version 4.0) as implemented through the graphical user interface

AutoDockTools (ADT 1.4.6) [21].

3. Results and discussion

3.1. IR, UV analysis

The complex and the Schiff-base HL have been characterized from elemental analytical

and spectral data. The strong absorption at 1629 cm�1 for HL is assigned to �(C¼N)

[22], which is shifted to lower wavenumber in the complex (1618 cm�1), due to the

coordination of the Schiff-base ligand. This conclusion is further supported by the

presence of weak �(Ni–N) at 555 cm�1 for the complex. A weak band indicative of Ni–O

is observed at 457 cm�1. For the complex, a broad, strong absorption at 1444, 1496, and

1517 cm�1 can be reasonably attributed to the presence of benzene ring C¼C backbone

stretching vibration. The complex exhibits the other absorptions: �(C–Br) at 607,

�(Ph–O) at 1168, and �(C–H) at 2868, 2926, and 3028 cm�1. The IR spectra agree with

single-crystal X-ray analysis.
UV-Vis spectra for the complex were obtained in assay condition (DMSO :H2O, 1 : 1

v/v). Absorptions of amine are displaced due to the coordination of nitrogen to nickel.

The complex shows a weak d–d band in the 500 nm region. The complex exhibits weak

bands at 370–390 nm, attributed to a charge transfer (CT) transition [23, 24].

3.2. Crystal structure description

The coordination environment of Ni(II) and the crystal structure of the complex are

shown in figure 1. X-ray single-crystal diffraction reveals that the complex crystallizes in

monoclinic space group P21/c. The Ni(II) lies on an inversion center [symmetry codes:

1�x, 1� y, �z] and is four-coordinate by two nitrogens and two oxygens from two

Schiff bases in a square planar trans-[NiN2O2]. The bond distances of Ni1–O1 and

Ni1–N1 are 1.847(3) and 1.944(4) Å, respectively, comparable with corresponding

values reported for analogous square planar Ni(II) species [25, 26].

Table 2. Selected bond lengths (Å) and angles (�) in the complex.

Ni(1)–O(1) 1.847(3) Ni(1)–O(1a) 1.847(3)
Ni(1)–N(1) 1.944(4) Ni(1)–N(1a) 1.944(4)

O(1)–Ni(1)–O(1a) 180.00(18) O(1)–Ni(1)–N(1a) 88.03(15)
O(1)–Ni(1)–N(1) 91.97(15) O(1a)–Ni(1)–N(1a) 91.97(15)
O(1a)–Ni(1)–N(1) 88.03(15) N(1)–Ni(1)–N(1a) 180.0(2)

Complex (a: 1� x, 1�y, �z).
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3.3. Inhibitory bioactivity against urease

The ability of the Schiff-base HL, Ni2þ, and the complex in inhibiting urease has been
studied by IC50 values of the material (25 mL, 100 mg) tested against H. pylori urease
(25 mL, 10 kUL�1) using urea (500mmol L�1) in HEPES buffer (0.2mL, 100mmol L�1;
pH¼ 6.8). On reaction with H. pylori urease in the presence of phenol red, HL has no
ability to inhibit urease (IC504100 mmolL�1), indicating that the Schiff base has little
influence on the activity ofH. pylori urease. Under the same conditions, both Ni(II) and
its Schiff-base complex showed potent urease inhibitory activities, compared with that
of the standard inhibitor acetohydroxamic acid which had IC50 of 42.12 mmolL�1, as
shown in table 3. The results agree with those reported previously [25], but are much
stronger than the IC50 value (13.0–41.1mmol L�1) of copper(II) complexes [27, 28].

3.4. Molecular docking study

Molecular docking of H. pylori urease and the complex were performed on the binding
model based on the H. pylori urease structure (entry 1E9Z in the Protein Data Bank).
A superposition of the structures of uninhibited and inhibited H. pylori urease reveals a
flap motion of the segment composed of residues �313–�346 forming a helix-turn-helix
motif, which opens the active site when the inhibitor is bound and closes it when not
bound [29]. Helicobacter pylori urease’s active site contains two nickel(II) ions (NI3001
and NI3002) coordinated by His136, His138, Kcx219, His248, His274, Asp362, and
water [30–32].

Figure 1. An ORTEP diagram showing the structure of the complex with selected atom labeling. The
thermal ellipsoids are plotted at 30% probability and hydrogens omitted for clarity. Symmetry codes A: 1� x,
1� y, �z.

Table 3. Inhibition of H. pylori urease by the complex,
Schiff-base ligand and Ni(II) ion.

Tested materials IC50 (mmolL�1)

HL 4100
Ni2þ 4.6� 0.3
Complex (Ni(C14H10NOBr2)2) 3.9� 0.2
Acetohydroxamic acid 42.3� 0.4

3710 Y.M. Cui et al.
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The binding mode of phenylphosphorodiamidate, a known efficient urease inhibitor,
in the enzyme active site was modeled [33]. In the binding model, the oxygen of
phenylphosphorodiamidate formed a hydrogen bond with the amino hydrogen of
His221 (length of the hydrogen bond: His221N–H � � �Ophenylphosphorodiamidate¼ 2.167 Å;
angle of the hydrogen bond: His221N–H � � �Ophenylphosphorodiamidate¼ 171.6�). The
benzene ring of phenylphosphorodiamidate probably forms hydrophobic interactions
with Ala168, Ala169, and Ala365.

The binding model of the complex and H. pylori urease is depicted in figure 2. All the
amino acid residues which had interactions with H. pylori urease are shown.
In comparison to phenylphosphorodiamidate–urease complex and acetohydroxamic
acid–urease complex, in the model, hydroxy of THR171 forms a hydrogen bond with
the oxygen of the complex (length of the hydrogen bond: THR171O–
H � � �Ocomplex¼ 2.495 Å; angle of the hydrogen bond: THR171O–
H � � �Ocomplex¼ 66.7�). Moreover, the complex may form hydrophobic interactions
with Ile157, Val245, and Ala246 of H. pylori urease. The urease-inhibitory property
possessed by the complex may be attributed to the above hydrogen bond and
hydrophobic interactions formed with H. pylori urease. The docking calculations reveal
that the complex has lower free energy of binding (�11.72 kcalmol�1) than that of
AHA (�10.07 kcalmol�1), which may also explain the excellent inhibitory activity of
the complex against H. pylori urease.

4. Conclusion

The present report describes the syntheses, X-ray crystal structure, and inhibitory
enzyme activity of a Schiff-base nickel complex. The complex exhibits ability

Figure 2. (Ni(C14H10NOBr2)2) bound into H. pylori urease (entry 1E9Z in the Protein Data Bank).
The dotted line shows the hydrogen bond.
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to inhibit urease, although its Schiff-base ligand HL has no ability to inhibit urease
(IC504100mmolL�1). Docking simulation was performed to position the complex into
the H. pylori urease active site to determine the probable binding conformation, and the
result indicated that the complex was a potent inhibitor of H. pylori urease. Detailed
investigations are continuing to study the mechanisms of the inhibitory activity
reported here.

Supplementary material

Crystallographic data in CIF format for the structural analysis have been deposited
with the Cambridge Crystallographic Data Centre No. 754514 for the complex
([Ni(C14H10NOBr2)2]). Copies of this information can be obtained free of charge from
The Director, CCDC, 12 Union Road, Cambridge CB2 1EZ, UK (Fax: þ44 1223 336
033; Email: deposit@ccdc.cam.ac.uk or http://www.ccdc.cam.ac.uk).
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