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Abstract: Prostate specific antigen (PSA) is a member of kallikrein family having serine protease-like activity and acts as a
prognostic marker of prostate carcinoma. Various studies have been performed on inhibition of PSA and such targeting requires
the identification of highly selective peptide inhibitors. PSA was purified from human seminal plasma by rapid and efficient
methods, and binding studies for various peptides were carried out by fluorescence spectroscopy and SPR. The ‘S’ of PSA is
predominated by hydrophobic residues, and hence many hydrophobic peptides were used to determine their binding affinity to
PSA by fluorescence spectroscopy. We observed that LLFW, FFKW, and KFW binds strongly to PSA, among them LLFW showed
strong binding. SPR also showed strong binding affinity of PSA toward peptides with hydrophobic and basic residues. Among the
peptides used, FWYS showed dramatic increase in binding affinity (10~1° m). The peptides analyzed for binding studies, suggests
that peptide with Trp residue along with basic or hydrophobic amino acids may be useful for designing specific inhibitors for PSA.
The strong affinities of designed peptides for PSA can be a valuable tool for designing therapeutic agents for prostate carcinomas.
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INTRODUCTION

PSA is one of the most important protein of human
seminal plasma and possesses various important
characteristics, which are essential for fertilization and
normal prostate physiology [1-3]. Apart from prostate
secretions, PSA content has also been detected in
various tissues and fluids like urethral glands [4],
endometrium, normal breast tissue [5], breast milk
[6], salivary gland tissue [7], and the urine of males
and females [8]. In addition to that, PSA has been
also detected in the serum of women with breast,
lung, or uterine cancer and in some patients with
renal cancer by immunohistochemistry [9,10]. Hence,
PSA is treated as a useful marker in determining and
monitoring of therapeutic responses and in evaluating
the prognosis of the disease [11,12]. There is a direct
correlation between the volume of the cancer and the
PSA level, with high PSA content being indicative of
clinically advanced cancer [13,14]. There is a lot of
evidence to suggest that PSA is directly responsible
for prostate cancer invasion and metastasis [15]. There
are two possible mechanisms to indicate the role of
PSA in tumor proliferation and metastasis. PSA has

Abbreviations: PSA, prostate specific antigen; Hk, Human kallikrein;
SPR, surface plasmon resonance; ‘S’, substrate binding pocket; Amino
acids are presented in one letter code.
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been shown to activate urokinase-type plasminogen
activator which is thought to be responsible for tumor
invasion and metastasis, and for spreading tumor
by proteolytic modulation of cell adhesion receptors
[16,17]. Furthermore, PSA has been found to cleave
insulin-like growth factor binding protein-3 (IGFBP-3),
thereby causing release of active IGF-I which could
enhance tumor growth [18]. However, PSA may also
inhibit tumor growth as it has recently been shown
to generate angiostatin from plasminogen [19]. These
results suggest that ligands binding to PSA and
modulating its enzyme activity are potentially useful
for treatment of prostate cancer.

In the serum, PSA exists in a complex form
with many natural inhibitors among which are most
importantly, alpha-1-antichymotrypsin (ACT) [20,21],
alpha-l-protease inhibitor (API) [22], protein C inhibitor
(PCT) [23], alpha-2-macroglobulin (AMG) [24], and
pregnancy zone protein (PZP) [25]. However, in blood
and seminal fluid, significant differences occur in the
amount of the PSA-inhibitor complex formation as well
as in the type of protease inhibitors with which PSA
interacts [26]. Many physiological inhibitors of PSA
have been reported such as Zn?*, Hg?*, Cd*", spermine
and spermidine [27]. The gene of PSA is known to
be regulated by androgens through the action of the
AR and enhancer sequences of androgen regulating
elements that are present in the vicinity [28,29]. In
seminal plasma, which contains a high level of PSA
(1 mg/ml), it appears that the role of PSA is proteolytic
cleavage of the sperm motility inhibitor, semenogelin,

ST @WILEY .
. InterScience®

DISCOVER SOMETHING GREAT



850 HASSAN ET AL.

which in turn results in semen liquefaction after
ejaculation [30]. Various experiments have been done
not only to study the inhibition of PSA either at the
gene level or the protein level [31,32], but also to
synthesize many inhibitors for inhibiting the activity
of PSA. However, no specific results have been achieved
so far [33,34].

Presently, we have synthesized many peptides
using structural parameters and have subsequently
determined their inhibition efficacy and the potency of
PSA, which can be used to predict their effect on tumor
invasion and metastasis.

MATERIALS AND METHODS

Human Seminal Plasma

Human semen obtained from the Department of Laboratory
Medicine, All India Institute of Medical Sciences, New Delhi,
was initially centrifuged at 1300 g for 15 min to separate
spermatozoa. PMSF, benzamidine hydrochloride, and ZnCly
were added to inhibit most of the proteases and further
centrifuged at 13000 g to remove debris. A clear supernatant
was lyophilized and stored at —20°C.
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Purification

Lyophilized powder of human seminal plasma was dissolved
in 20 mm Ammonium acetate pH 6.0, centrifuged and dialyzed
against the same buffer. After extensive dialysis, the further
centrifuged and resulting supernatant was subjected to cation
exchanger CM-Sephadex C-50 column (2.6 x 16 cm), pre-
equilibrated with 20 mm Ammonium acetate pH 6.0. After
loading the sample, the column was washed with the same
buffer until the absorbance at 280 nm reached the baseline
to remove all unbound proteins. Elution was done using
0-0.5 m NaCl in 20 mm Ammonium acetate, pH 6.0. The eluted
fractions were monitored at 280 nm and 3.0 ml fractions were
collected. The fractions were further assessed by SDS-PAGE
electrophoresis using 12.5% gels. The Peak b obtained at 0.2 m
NacCl elution (Figure 1(A)), along with some impurities and was
further purified by gel filtration chromatography on Sephadex
G-75 (Figure 1(B)). Peak III of gel filtration showed a single
band on SDS-PAGE (Figure 1(C)), which is corresponding to
molecular mass of 27-kDa.

N-Terminal Sequencing

The N-terminal sequence was determined, using a protein
sequencer PPSQ-20 (Shimadzu Japan). The protein band was
transferred after SDS-PAGE to PVDF membrane (Millipore,
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(A) Elution profile of proteins bound on CM Sephadex C-50. The peaks were formed as a function of fraction number (X

axis) and absorbance at 280 nm (Y axis). The second line represents the gradient of NaCl (0-0.5 m). (B) Elution profile of proteins
loaded on Sephadex G-75. (C) SDS PAGE profile of PSA I; Marker (97 kDa: Phosphorylase b, 66 kDa: Bovine serum albumine,
45 kDa: Ovalbumin, 30 kDa: Carbonic anhydrase, 20 kDa: Soyabeen trypsin inhibitor and 14 kDa: Lactalbumin), II; Purified
PSA. (D) Molecular weight determination of purified PSA after gel filtration through MALDI TOF. Peaks obtained as a function of

percent abundance (Y) against m/z (mass/charge) ratio (x-axis).
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USA) using the tank method (MiniTrans-Blot Electrophoretic
Transfer Cell, (Bio-Rad Laboratories, USA). The transfer was
performed in electro blotting buffer consisting of 10 mm (3-2-
1-1-propanesulfonic acid) in 10% methanol according to the
procedure recommended by the manufacturer. Staining was
performed using Coomassie Blue R 250 (Serva, Germany).
The band was excised and subjected to sequencing by
automated Edman degradation on a Shimadzu PPSQ-20
protein sequenator.

MALDI-TOF Analysis

Accurate molecular mass and purity of PSA was determined by
MALDI-TOF (Kratos Analytical Ltd Shimadzu group company,
Japan). Lyophilized protein was dissolved in distilled water
(approximately 1 mg/ml). Prior to acquisition of spectra,
100 ul of protein solution was mixed with 100 pl of 0.2%
aqueous TFA. One microlitre of acidified solution was then
spotted onto a stainless steel sample slide followed by 1 ml of
a-cyano-4-hydroxycinnamic acid matrix solution (10 mg/ml
in 50:50 ethanol/water containing 0.1% TFA). Launchpad
Software Version 2.4.0 (Shimadzu/Kratos, Japan) controlled
data acquisition and processing. In the observed mass spectra,
peak areas versus mass/electric charge (m/z) of mono-isotopic
ions were calculated with Mascot Distiller Software Version
1.1.2.0 (Matrix Science, London, UK).

Peptide Synthesis and Purification

The peptide was synthesized using an automated solid-
phase peptide synthesizer (Rainin, USA). The resin used was
Fmoc-Ser-Wang resin, and the solvent used for synthesis
was dimethyl formamide (DMF). In the first step, Fmoc-Ser-
Wang resin (1 g, 0.5 mm) was deprotected by 20% piperidine
in DMF to form H2N-Ser-Wang resin. The uronium salt
2-(1H-benzotriazole-1-yl)- 1,1,3,3-tetramethyl uronium hexa
fluorophosphates (HBTU) (455 mg, 1 mm) in the presence of
base N-methyl morpholine (NMM; 0.4 M) activated the amino
acid to form the active ester of Fmoc-Tyr-OH (551 mg, 0.5 mwm).
This was coupled with H2N-Ser-Wang resin to get Fmoc-Tyr-
Ser-Wang resin. The above procedure was repeated for the
remaining amino acids until the complete sequence Fmoc-Phe-
Trp-Tyr-Ser-Wang resin was formed. The resin was cleaved
from the peptide with trifluoroacetic acid (TFA). The peptide
was purified by reverse phase chromatography on C1s Rep RPC
column (1.6 x 10 cm, Amersham Biosciences Upsala Sweden).

The negative-ion ESMS data was obtained on a VG Platform-
II quadrupole mass spectrometer equipped with a MassLynx
data system and pneumatic-nebulizer-assisted electrospray
LC/MS interface. Acetonitrile—water (1:1 mixture) was used
as carrier solvent at a flow rate of 10 pl per min and the
analyte was infused through a rheodyne injector into the ESMS
probe. The MS value for the peptide was m/z 603 (100), which
compares well with the peptide formula mass of 601.66. The
synthesis of other peptides LLFW, FKW, KFW, VVFF, LFW,
VVW, FFKW and KW was done by the same method.

Fluorescence Studies of Protein-Peptide Binding

Measurements of intrinsic Trp fluorescence (excitation at
295 nm), were performed on a Perkin Elmer Life Sciences
LS-50 luminescence spectrometer with a constant temperature
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cell holder and 1-cm path length quartz cells. The excitation
and emission slits were 10 and 4, respectively. The emission
spectra were collected from 300 to 400 nm at the rate of
120 nm/min. All the spectra were corrected for blank emission
and emission spectra of peptide deduced from the protein
sample. All samples contained 10 mMm Tris-HCI pH 7.4 and
100 mMm NaCl. The peptides were initially dissolved in 50%
acetonitrile.

SPR-Binding Studies of Peptides-PSA-Binding

The binding studies were carried out using the BlAcore
2000 apparatus (Pharmacia BlAcore AB, Upsala, Sweden).
The BlAcore apparatus is a biosensor-based system for real-
time specific interaction analysis [35]. The sensor chips
CM5, surfactant P20, the amine coupling kit containing
N-hydroxysuccinimide (NHS), N-methyl-N'-3 (diethylamino-
propyl) carbadiimide (EDC), ethanolamine hydrochloride were
used. The running buffer used was 10 mm Sodium acetate (pH
5.5), 0.005% surfactant P20. The immobilization of human
PSA was done at a flow rate of 10 ul/min at 25°C. The dex-
tran on the chip was equilibrated with running buffer and
carbomethylated matrix was activated with an EDC/NHS mix-
ture. 210 pl of PSA (50 ug/ml) in 10 mm sodium acetate (pH
5.5) was injected and un-reacted groups were blocked by injec-
tion of ethanolamine (pH 8.5). The SPR signal for immobilized
PSA was used for the calculation of binding affinity of different
peptides using software BIAcore 3.0 Biaevaluation.

RESULTS AND DISCUSSION

The acidic and basic fractions were separated using
CM sephadex C-50 at pH 6.0 and eluted with
a linear gradient of NaCl (0.0-0.5 m). Peak B
obtained at 0.2 M NaCl (Figure 1(A)) along with
some impurities, was further purified by gel filtration
chromatography on Sephadex G-75 (Figure 1(B)). Peak
II of gel filtration showed a single band on SDS
PAGE (Figure 1(C)), which corresponds to a molecular
mass of 27 kDa. On N-terminal sequencing, the first
15 residues were Ile-Val-Gly-Gly-Trp-Glu-Cys-Glu-Lys-
His-Ser-Gln-Pro-Trp-Gln, upon TTEMBL/BLAST; it was
identified as PSA (accession number P07288). The
purity of protein was further assessed by MALDI-TOF;
it showed a single peak at 26678 Da (Figure 1(D)).
We have for the first time purified PSA in a two-
step procedure by using simplified chromatography
techniques like Ion exchange and gel filtration. Recently
PSA was purified in a two-step process, based on anti-
PSA. Mab’s carried on binding and elution experiments
of PSA antigen in 96-well plates [36]. In order to
optimize the purification procedure, they test several
washing and elution conditions (chaotropic agents,
high ionic strength solution, and extreme pH). The
other method developed for PSA purification is a
simple two-step procedure, based on principles of
hydrophobic charge-induction chromatography and
molecular size chromatography to provide a pure
free-PSA (f-PSA) preparation that is free from all
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other known PSA complexes as well as hK2 [37].
Both the recently documented methods for PSA
purification are cost effective but time consuming
as compared to what has been described here. The
other disadvantage of using a solution of high ionic
strength is that it provides a harsh environment
to the protein, causes extensive denaturation, and
consequently creates problems during crystallization
and folding studies. Overall, we report a simple, quick,
and nonexpensive procedure to obtain free-PSA from
human seminal plasma at high purity levels with high
yield.

On the basis of a unique biology of prostate cancer,
it was initially proposed that PSA could be valuable
target therapies, selectively to metstatic prostate cancer
sites within the patient; such targeting required the
identification of a highly selective peptide for PSA.
Our constructed model for human PSA was taken into
account for designing a selective peptidic inhibitor [38].
The structural feature of loop Trp?!® — Ala®*® adopts a
conformation that alters the structure of the specificity
pocket considerably and their side chains are mainly
responsible for substrate accessibility [39]. Binding of
peptide containing Trp, may have pushed Trp?!° into
the interior of the pocket and caused it to be held in this
position by the hydrogen bond N; Trp215-0 Glu219.
The conformational changes may have to occur in order
to allow the binding of substrates or inhibitors to PSA.
The substrate accessibility is determined mainly by
the side chain residues of PSA, which has maximum
emission at 345 nm with an excitation at 295 nm.
The binding studies of various peptides with PSA
have shown the shift in maximum emission, and
changes in the emission intensity on titration with
ligands are indicative of the binding/stacking of ligands
against a Trp-residue [40,41]. The drastic change
in fluorescence intensity upon binding with all the
hydrophobic peptides was observed (Figure 2). In all
cases, there was a measurable blue shift observed in the
maximum emission, upon PSA-peptide target complex
formation as compared with the maximum fluorescence
emission peak from the PSA. The extent of the blue
shift and change in fluorescence intensity are directly
related to the interaction between the peptides and PSA
(Table 1). The peptide LLFW showed maximum change
in fluorescence intensity, and hence has maximum
affinity. The addition of two aromatic residues and
one basic (FFKW) residue retains the same binding
affinity. On decreasing the size of the peptides (three
residues), a decrease in binding affinity was observed.
The order of binding like KFW > VFW > LFW, indicating
the role of Trp and Lys is the most significant residue
for PSA-binding as is evident from the structure; the
substrate-binding groove is occupied predominantly by
hydrophobic residues. It is interesting to note that a
four amino-acid long peptide devoid of Trp showed least
binding (Table 1 and Figure 2), and it further supports

Copyright © 2007 European Peptide Society and John Wiley & Sons, Ltd.

the strong binding of hydrophobic peptides to PSA.
In contrast, when we performed binding assays with
albumin and lactoferrin these peptides showed poor
binding.

Representative Sensorgrams show the peptide bind-
ing to PSA (1/1). 100 pl of peptide, dissolved in 140 mm
NaCl, 20 mm Sodium acetate pH 5.5, 1 mm EDTA,
were injected at 30 ul/min for 3.3 min over the PSA
coupled to a Sensor Chip L1 at 25°C. Peptides were
applied in the following order: (A) 0.005, (B) 0.05 and
(C) 0.5 pg/ml. The SPR experiments were run in tripli-
cate to avoid ambiguity. The analysis of data was carried
out using BIAevaluation software (Pharmacia BIAcore)
[42]. Before passing the next peptide on immobilized
PSA, regeneration of the immobilized protein was per-
formed with 10 mM Glycine-HCI buffer, pH 2.5. For the
selection of peptides, again a constructed model was

Table 1 Change in fluorescence intensity, while binding
of peptides with PSA. Af: change in fluorescence intensity
(fluorescence intensity of PSA + peptide complex subtracted
from fluorescence intensity of PSA alone)

Peptide Peptide Blue shift Af
code (nm)
1 KFW 12 690
2 VVW 5 640
3 LFW 10 585
4 FFKW 5 700
5 LLFW 5 710
6 VVFF 2 270
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Figure 2 Emission spectrum from the steady state trypto-
phan fluorescence of the PSA-peptide complex. Protein and
peptide concentrations were 15 and 10 um respectively. PSA
alone (curve 1); PSA + VVFF (curve 2); PSA + LFW (curve 3);
PSA + VVW (curve 4); PSA + KFW (curve 5); PSA + LLFW
(curve 6); PSA 4+ FFKW (curve 7).

J. Pept. Sci. 2007; 13: 849-855
DOI: 10.1002/psc



taken into account. In a complex structure of bovine
pancreatic trypsin inhibitor (PTI), Ala and Lys occupy
the ‘S1’ and ‘S2’ sub sites of porcine tissue kallikrein, as
shown in the crystal structure of the complex formed by
them [43,44]. Present model of human PSA shares the
same structural features and may suggest that ‘S1’ site
preferentially accepts peptide with short side chains
while ‘S 2’ preferentially accepts residues with basic
side chains. Keeping this in mind, the peptides were
designed and tested for their binding affinity for PSA.
Instead of Ala, Trp was used, as an outcome of fluores-
cence studies (Figure 3). The peptide KW has binding
constant of the order of 107°. In the subsequent experi-
ment, Phe, resulted in 10 times decrease in the binding
affinity (Table ‘as replaced by Lys. In the next experi-
ment, Ser was introduced, in addition to hydrophobic
Phe (FYS); further decrease in the binding constant was
observed. However, the introduction of Trp showed the
highest binding of the order of 1071° M (Table 2), and it
further suggested the importance of Trp in constructing
an efficient ligand for PSA. It is interesting to note that
all the peptides have greater affinity for PSA than Zn?*
(ZnCly), a well-known inhibitor of PSA.

It is evident from the structures, that the specificities
of tissue kallikrein seems to be as good a determinant
as that of ‘S2’, which requires hydrophobic, and prefer-
entially aromatic, amino acids [45]. In human PSA, the
hydrophobic crevice between Tyr®® and Trp?!® is also
available and required for substrate specificity. All the
data from fluorescence and SPR binding studies sug-
gests that a peptide containing Trp with basic residues
may act as a potent inhibitor for PSA. However fur-
ther work is needed to characterize different peptides
from the peptide library and design a specific peptide
with high-affinity and selectivity, which may act as a
therapeutic agent for prostate and breast carcinomas.
These findings suggest that peptides with Trp residues,
function as a potential chemotherapeutic agent for con-
trolling the growth of human prostate carcinoma cells.

CONCLUSIONS

The binding studies were performed in order to
investigate the inhibitory activities of peptides for PSA.

Table 2 Binding affinity of PSA for different peptides Kp:
dissociation constant (M)

S. Peptide Kp
no (M)

1 KW 9.41 x 1072 (£2%)

2 FW 6.47 x 1078 (£2.8%)
3 FYS 1.04 x 1077 (£2.2%)
4 FWYS 8.31 x 10710 (+£3.8%)
5 ZnCly 1.06 x 1077 (£1.7%)

Copyright © 2007 European Peptide Society and John Wiley & Sons, Ltd.
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Figure 3 SPR sensogram data obtained for the interaction of
peptides with PSA. (A) Peptide KW, (B) Peptide FWYS. Curve 1:
0.005 ug/ml, Curve 2: 0.05 ug/ml, and Curve 3: 0.5 ug/ml.
The change in surface response (R) over time (t) is plotted,
RU = response unit.

Among hydrophobic peptides, FFKW is most effective
as compared to other peptides. The SPR binding
experiment also gave efficient binding of FWYS and
KW of the order of 107!° M. These data indicate that
PSA inhibitors are a promising molecular target for
prostate cancer therapy. Our peptide binding studies of
PSA opens a promising channel for structure-based
drug designing for prostate and breast carcinomas.
Strong binding of peptides to PSA encourages us to
believe these peptides can be taken into account.
Further work is needed to achieve clinically acceptable
peptides, verify their selectivity, and extend the method
to biological objectives.
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