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Abstract

The effects of allopurinol, acyclovir and theophylline on the activity of adenosine
deaminase (ADA) were studied in 50 mM sodium phosphate buffer pH 7.5 at 27°C, using
a UV-Vis spectrophotometer. Adenosine deaminase is inhibited by these ligands, via different
types of inhibition. Allopurinol, as a transition state analog of xanthine oxidase, and acyclovir
competitively inhibit the catalytic activity of ADA. Inhibition constant values are 285 and
231 uM for allopurinol and acyclovir, respectively. Theophylline acts as a non-competitive
inhibitor for ADA, which shows different affinity binding sites at various drug concentrations.
There were two different types of inhibition constant, one of them due to a low concentration
of the drug (K, = 56 uM) and the other appearing at higher concentrations of theophylline
(K; =201 pM). Thermodynamic parameters also show that ADA has two binding sites for
theophylline.

The comparison of inhibition constant for inosine (K =143 pM) and acyclovir
(K; = 231 uM) elucidates the critical role of the ribose ring within the inosine structure,
relative to the open ring of acyclovir. Comparison of the inhibition constant of theobromine
(K= 311 uM) with inosine (K= 143 uM) shows the critical binding role of N7 position within
the purine ring. Interestingly, the N7 position in allopurinol is replaced by a CH, group, which
demonstrates the lower inhibiting potency of allopurinol (K, = 285 uM) relative to inosine
(K;= 143 pM). In a structural sense, a comparison made between the structure of theophylline
and theobromine besides a comparison between the inhibition constant of theophylline
(K; =56 uM at low and 201 pM at higher concentrations) and caffeine (K, = 342 uM) indicate
that substitution of a bulky group in N* and N7 positions of purine has a critical role in the
binding affinity of the above- mentioned inhibitors to the enzyme.
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Introduction purine metabolism, catalyzing the irreversible

hydrolytic deamination of adenosine and 2’-

Adenosine  deaminase  (ADA), (E.C. deoxyadenosine nucleosides to their respective
3.544) is one of the major enzymes in inosine derivatives, nucleosides and ammonia,
with a rate enhancement of 2x10* relative to
* Corresponding author: the nonenzymatic reaction (1). K_ values for
E-mail: ataie@ibb.ut.ac.ir adenosine and deoxyadenosine are 45 and 34
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micromolar, respectively. The optimum pH for
the enzyme activity is around the neutral range
(2-4).

This enzyme has a wide phylogenetic
distribution and its amino acid sequence is highly
conserved from bacteria to humans (5, 6). ADA
has been found in plants, bacteria, invertebrates,
vertebrates, and mammals including humans
(6, 7). This enzyme is present in virtually all
human tissues, but the highest levels are found
in the lymphoid system such as lymph nodes,
spleen and thymus (8). Among these, the activity
in T-cells and glia are higher than in B-cells and
neurones (9).

In humans, the ADA activity occurs mainly
in two distinct iso-enzymes and they are referred
to as ADA, and ADA, (10). ADA, exists in two
major forms: a monomer of molecular weight
33,000 (small form) and a dimer-combining
protein complex with a total molecular weight
of 280,000 (large form), this complex has no
significant effect on its’ catalytic activity (11).
ADA, exists as a monomer, with molecular
weight of 100,000 (10). In humans, ADA,
constitutes the majority of intracellular ADA
activity, although the predominant isoenzyme in
human plasma and serum is ADA, (11).

Gene sequences have been reported for
human (12), mouse (13), E. coli (5) and bovine
ADA(14). The homology of the three mammalian
enzymes is very high. The sequences of human
and mouse ADA 83% identical, those of bovine
and mouse ADA are 85% identical, and those
of human and bovine ADA being 91% identical.
In particular, the amino acid residues around
the active site are highly conserved. Only one
active-site residue is different between human
ADA and mouse ADA, and all the residues
around the active site are identical in human
ADA and bovine ADA (15).

The crystal structure of mouse ADA was first
reported in 1991. ADA has a central parallel o/
barrel with eight - strands and eight peripheral
o - helices, a commonly observed structural
motif of several other enzymes. The structure
has five additional helices, three of which (H1
to H3) are located at the COOH-terminal end
of the B barrel, between B1 and al. The other
two (H4 and H5) form an antiparallel loop over
the opposite end of the barrel. The active site
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of ADA residues lies at the C- terminal end of
the P barrel, in a deep oblong-shaped pocket. A
penta-coordinated Zn?* cofactor is embedded
in the deepest part of the pocket. The zinc ion is
located deep within the substrate binding cleft
and coordinated in a tetrahedral geometry to His
17, His 214, and Asp 295. A water molecule,
which shares the ligand coordination site with
Asp 295, is polarized by the metal giving rise
to a hydroxylate ion that replaces the amine at
the C6 position of adenosine through a stereo-
specific addition/elimination mechanism (16,
17). Mutation studies of amino acids in the
proposed active site near the zinc-binding site
in adenosine deaminase confirm the essential
role of these residues in catalysis (18, 19).

ADA is present in virtually all mammalian
cells and has a central role in maintaining
competence. Aberrations in the expression and
function of ADA have been implicated in several
disease states such as severe combined immuno
deficiency (SCID), which is characterized
by impaired B- and T-cell-based immunity
resulting from an inherited deficiency in ADA
(20, 21). ADA is also specifically involved
or its levels are changed in a variety of other
diseases including acquired immunodeficiency
syndrome (AIDS), anemia, various lymphomas,
and leukemias. Higher levels of ADA in the
alimentary tract and decidual cells of the
developing fetal-maternal interface put ADA
among those enzymes performing unique roles
related to the growth rate of cells, embryo
implantation, and other undetermined functions
(22-24). The ADA activity can be found at
variable amounts in all cell types present in the
nervous system.

Understanding the interaction of ADA with
its inhibitors and substrates at the molecular
level is important in the development of the next
generation of pharmaceutical agents acting as
inhibitors or substrates. Following our previous
studies on modified histidine residues (25) and
inhibition of ADA with inosine (26), caffeine
(27), acetaminophen (28), theophylline (29)
and theobromine (30), in this study the Kkinetic
of inhibitory effects of allopurinol, acyclovir,
theophylline and other purine ligands on
the enzymatic reaction of ADA have been
investigated.



Experimental

Materials

Adenosine deaminase (type 1V, from
calf intestinal mucosa), adenosine, inosine,
caffeine, allopurinol, acyclovir, theophylline
and theobromine were all obtained from Sigma.
The other related chemicals, of the highest
grade, were obtained from different industrial
sources. The solutions were prepared in double
distilled water.

Methods

Enzyme Assay

Enzymatic activities were assayed by UV-
Vis spectrophotometry with a Shimadzu-3100
instrument, based on the Kaplan Method, in an
attempt to follow the decrease in absorbance
at 265 nm resulting from the conversion of
adenosine to inosine (31). This method uses the
change in extinction coefficient of adenosine
(8400 M-t cm-1), on conversion to inosine by the
catalytic activity of enzyme. The concentration
of enzyme in the assay mixture (50 mM of a pH
7.5 sodium phosphate buffer), was 0.94 nM, with
a final volume of 1 ml. Activities were measured
using at least seven different concentrations of
adenosine and the assays repeated at least three
times. The range of adenosine concentration
used was between 0.25-2.5 K . Care was taken
to use experimental conditions where the enzyme
reaction was linear during the first minute of the
reaction.

A plot of 1/V wversus 1/S, called the
Lineweaver—Burk plot, yields a straight line
with an intercept of 1/V__ and a slope of
K. /V. .. Measurement of the rate of catalysis at
different concentrations of substrate and inhibitor
serves to distinguish between competitive and
noncompetitive inhibition (39).

In a competitive inhibition; V__ is unaltered,
whereas K _isincreased. The slope of competitive
plot is equal to:

Slope =K _/V, . (1+[I]/K)or

Slope =K _.[I]/V, K +K IV __

A plot of K values versus concentration of
inhibitors [I] (hamed as the secondary plot) yields
a straight line. The intercept on the horizontal
axis would be K and is used in order to obtain
the inhibition constant.
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In a non-competitive inhibition; K - is
unaltered, whereas V __ is decreased.
In a non-competitive inhibition (39),
UV e = UV L+ 1]K)

Inhibition constant in a non-competitive
inhibition is obtained from a plot of 1/ V__ .
values versus the concentration of inhibitor [I'j.
The intercept on the horizontal would be equal
to K.

Results

Kinetic studies

Allopurinol

Figure 1 shows the Lineweaver — Burk plot
for the ADA - adenosine system, in which three
different concentration of allopurinol (37.5,
56.25 and 75 uM) are incubated with the enzyme-
substrate complex at 27°C. The value of V__
is unchanged by the allopurinol concentration,
but the apparent Michaelis constant (K ) value
is increased. This confirms the competitive
inhibition of adenosine deaminase by allopurinol
due to the penetration of the inhibitor molecules
(allopurinol) into the active site of the enzyme.
The values of K ’ at any fixed concentration of
allopurinol were obtained from Figure 1. Inset of
Figure 1 depicts a secondary plot of the apparent
Michaelis constant, (K’ ), values against the
concentration of allopurinol, in an attempt to
obtain the inhibition constant. The K value was
found to be equal to 38 pM and the inhibition
constant (K, ) = 285 uM.

1V (mM/min)™*
o
©
”

=
@

-30 -15 0 15 60 75

/S (mM)-1

Figure 1. Linweaver - Burk plots for the kinetic of ADA at pH
=7.5and T =300 K in the presence of different concentrations
of allopurinol (0 - 0.075 mM). Inset: secondary plot, K* versus
[I1 is shown. S and | are donated as substrate and inhibitor,
respectively. (0 mM: ¢, 0.0375, mM: A, 0.056 mM: e, 0.075
mM: m).
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Table 1. The values of V,,,, and K, in the presence and absence
of theophylline at 27°C

Theophylline

concentration (uM) Vinax (WM/min) Kin (uM)
0 23 40
8 21 40
15 18 40
30 15 40
45 19 40
60 18 40
75 17 40
Acyclovir

Figure 2 shows a Lineweaver—Burk plot
for the ADA-adenosine system, where four
different concentration of acyclovir (19, 38, 56
and 75 puM) are incubated with the enzyme-
substrate complex (pH = 7.5 and T = 27°C).
The value of V __ is unchanged by increasing
the concentration of acyclovir, but the apparent
Michaelis constant (K ) value is increased.
This confirms the competitive inhibition of
acyclovir on ADA. Inset of Figure 2 depicts a
plot of the K’ values against the concentration
of acyclovir, named as the secondary plot, in
order to obtain the inhibition constant (K,). The
Ki value obtained was equal to 231 uM.

Theophylline

Figure 3a shows the Lineweaver-Burk plot for
ADA in different concentrations of theophylline
(0, 7.5, 15, 30, 45, 60 and 75 puM), when
incubated with enzyme — substrate complex at
apH of 7.5 and at 27°C. The value of Michaelis

90
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Figure 2. Linweaver - Burk plots for the kinetic of ADA at pH
=7.5and T =300 K in the presence of different concentrations
of acyclovir (0 - 0.075 mM). Inset: secondary plot, K’  versus
[1] is shown. S and | are donated as substrate and inhibitor,
respectively. (0 mM: &, 0.019, mM: m, 0.038, mM: A, 0.056
mM: x, 0.075 mM: *).

constant (K’ ) is unchanged by increasing
the theophylline concentrations, but the V
values are decreased (Table 1). This confirms
the non-competitive inhibition of adenosine
deaminase by theophylline, indicating that the
inhibitor does not interfere with the binding of
substrate to the active site. The decrement of
V. ... which is obtained from each concentration
of theophylline, did not show a normal process,
as expected, and showed two sets of binding
sites. Hence, there seems to be two different
types of inhibition constant, one of them due
to low drug concentrations (7.5, 15 and 30 uM)
and the other showing at higher concentrations
of theophylline (45, 60 and 75 uM). Figures
3a,b show Lineweaver-Burk plots for ADA at

Table 2. Thermodynamic and kinetic parameters (enthalpy, dissociation binding and inhibition constant) of adenosine deaminase (ADA),
when interacting with inosine, caffeine, theophylline, theobromine, allopurinol and acyclovir.

(1) Obtained by calorimetry.

(2) Obtained by spectroscopic method.

Dissociation binding

Inhibition constant

Inhibitors constant (1) Enthalpy (AH) kJ/mol (1) @

Inosine (a) 140 uM - 32 kJ/mol 143 uM
Caffeine (b) 350 uM +75.0 kJ/mol 342 yM
port g SO v
Theobromine (d) 318 uM - 15.80 kJ/mol 311 uM
Allopurinol — — 285 uM
Acyclovir — — 231 uM

(a) Taken from ref, (26).
(c) Taken from ref, (29).

(b) Taken from ref, (27).
(d) Taken from ref, (30).
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low and higher concentrations of theophylline,
respectively. In the inset of Figures 3b and c
the values of V__ at varying concentrations of
theophylline were obtained from Figures 3b and
c plotted versus low and high concentrations of
theophylline (secondary plot), in order to obtain
the inhibition constants (K)). The K. values
obtained at low and high concentrations of
theophylline were found to be equal to 56 uM
and 201 uM, respectively.

Thermodynamic studies

The raw data obtained from the isothermal
titration microcalorimetry of ADA interaction
with these inhibitors in two different
concentrations of proteins shows the heat of
binding of inhibitor molecules per mole of ADA.
Our previous method was used for determination
of binding constant and enthalpy of inhibitors
binding, using the ITC data (32, 33). Table 2
shows the dissociation binding constants and
the molar enthalpy of inhibitors binding, using
the ITC data, as well as the inhibition constants
obtained from the spectroscopic method. The
results show that ADA has two binding sites for
theophylline binding.

Discussion

Carbon-13 nuclear magnetic resonance and
ultraviolet spectra measurements suggested
that purine ribonucleoside is bound in a form
that is tetrahedral (sp®) at the C-6 position (34).
The protonated Glu 217 facilitates the reaction
by donating a hydrogen bond to N* position of
purine, thus enabling the formation of tetrahedral
C-6 (18). The bound form could either be the
extremely rare species of purine ribonucleoside
that is hydrated at the N! and C-6 position (35)
or a covalently bonded complex formed by the
additional of an active site sulfur or oxygen
nucleophile at the active site (16). When adenine
derivatives are compared, electron-withdrawing
groups are found to increase the limiting rate of
enzymatic deamination (35).

Adenosine deaminase is inhibited by
theobromine and inosine, as a product of the
enzymatic reaction. Competitive inhibitions were
observed for inosine and theobromine (26, 30).
A fitting method was used for the determination
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Figure 3a. Linweaver - Burk plots for the kinetic of ADA
at pH = 75 and T = 300 K in the presence of different
concentrations of theophylline

a: (0 - 0.075 mM). (0 mM: 0, 0.008 mM: o, 0.015 mM: A,
0.030 mM: x, 0.045 mM: o, 0.060 mM: +, 0.075 mM: *).
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Figure 3b. (0 - 0.030 mM). Inset: secondary plot, 1/, versus
[I] is shown. S and | are donated as substrate and inhibitor,
respectively. (0 mM: 0, 0.008 mM: o, 0.015 mM: A, 0.030
mM: x).
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Figure 3c. (0.045 - 0.075 mM). Inset: secondary plot, 1/V,__
versus [I] is shown. S and | are donated as substrate and
inhibitor, respectively. (0 mM: ¢, 0.045 mM: o, 0.060 mM: +,
0.075 mM: *).
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of binding constant and the enthalpy of
inhibitor binding, using the isothermal titration
microcalorimetry data. The dissociation binding
constant values are equal to 140 uM and 318
UM for inosine and theobromine, respectively,
obtained from the microcalorimetry method.
These results agree well with the values of
inhibition constants (143 puM and 311 pM) for
inosine and theobromine, obtained from the
spectroscopy method. The exothermic process of
inosine and theobromine binding to ADA leads
to an increase in the inhibition constant, when
the temperature is increased.

Adenosine deaminase is also inhibited by
allopurinol and acyclovir. The single cross-
over point indicates competitive inhibition of
adenosine deaminase by allopurinolandacyclovir
due to the penetration of the inhibitor molecules
(allopurinol or acyclovir) into the active site of
the enzyme. Inosine, allopurinol, acyclovir and
theobromine inhibit ADA competitively, which
agrees well with the literature in which it is
reported that substitutions in the C-6 position
of adenosine result in compounds that are
competitive inhibitors (36).

The comparison made between the inhibition
constant of inosine (K =143 pM) and acyclovir,
(Ki=231 uM) elucidates the critical role of the
ribose ring in the inosine structure, relative to the
open ring of acyclovir. In other word, inosine as
a product of the enzymatic reaction binds more
tightly to the active site of the enzyme related to
acyclovir. Comparison of the inhibition constant
of theobromine (K=311 pM) with inosine
(K= 143 uM) shows the critical binding role
of N7 in purine ring, which is substituted by a
methyl group instead of a hydrogen atom on
the N7 position of theobromine. Asp 296 and
Gly 184 residues in the active site of adenosine
deaminase participate in hydrogen bonding
with N7 and N°® of purine (18). Allopurinol as
a transition state analog of xanthine oxidase
inhibits competitively the catalytic activity of
ADA. Interestingly, N7 position in allopurinol is
replaced by a CH, group, which demonstrates the
lower inhibiting potency of allopurinol (K.=285
uM) relative to inosine (K;=143 uM).

ADA is non-competitively inhibited by
theophylline under the experimental condition.
This indicated that the inhibitor does not interfere

48

with the binding of substrate to the active site.
Theophylline has bulky groups in N* and N3
position, thus the inhibitor molecules could
not penetrate into the active site of adenosine
deaminase. Non-competitive inhibition of
ADA by theophylline shows different affinity
binding sites at various drug concentrations.
Therefore, there seems to be two different types
of inhibition constant. One of them being due to
the low concentration of the drug and the other
occuring athigher concentrations of theophylline.
Thermodynamic parameters also show that ADA
has two binding sites for theophylline, which
shows positive cooperativity in its sites (29).
An enhancement in the order of 8.7 times that
of the binding affinity of the second site due to
the binding of theophylline on the first binding
site may be followed by a fine conformational
change in ADA, leading to the activation of the
protein at low doses of the drug (29).

Caffeine with bulky groups in N*, N*and N’
positions, acts as an uncompetitive inhibitor for
ADA at 27°C (27). N%, N2 and N7 positions of
the purine ring in caffeine are substituted by the
methyl group. Purine base should not lack N?,
N® or N’ positions. C®-N’-C8 side is especially
important for the recognition by the enzyme.
Nucleosides bearing a bulky group in this area
become, therefore, inactive as the substrate (38).
The inhibition constant for caffeine is equal
to 342 uM, obtained from the spectroscopic
method, which agrees well with the value of
350 uM for the dissociation binding constant
obtained from the microcalorimetric method (27).
The endothermic process of caffeine binding to
ADA leads to a decrease of inhibition constant
when the temperature increases. Moreover, the
interaction between ADA and caffeine might
be a hydrophobic interaction, as increasing the
temperature improves the binding.

Ina structural sense, comparison
between the structure of theophylline and
theobromine, besides a comparison between
the inhibition constant of theophylline
(K=56 pM at low and 201 pM at higher
concentrations) and caffeine (K=342 uM),
indicates that substitution of a bulky group in N*
and N7 positionsof purine has a critical role in
the binding affinity of the mentioned inhibitors
to the enzyme.
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Scheme 1. The open formula for 1 — Inosine,  2- Acyclovir,
3- Allopurinol, 4- Theobromine, 5- Theophylline, 6- Caffeine

(QSAR) analysis has revealed that binding
affinity of the purine nucleosides upon interaction
with ADA depends on the molecular volume,
dipole moment of the molecule, and the electric
charge around the N*! atom (37). Nucleosides
lacking the N* atom will not be a substrate, but
are good inhibitors of adenosine deamination.
Theophylline and caffeine, which are substituted
at the N position, could not behave as common
competitive inhibitors.

Conclusion

ADA is competitively inhibited by inosine,
allopurinol, theobromine and acyclovir at
27°C. Those drugs haven no substitution on the
N? position of the purine ring. Therefore, inhibitor
molecules competitive with substrate molecules
could penetrate into the active site of the enzyme.
In other way, caffeine and theophylline act as
uncompetitive and non-competitive inhibitors
for ADA, respectively. These types of inhibition
indicate that the inhibitor molecules could
not penetrate into the active site of adenosine
deaminase. The above-mentioned drugs are
methylated at the N* position of the purine rings.
So, N? purine is a critical place for binding to
the active site of ADA. Structural comparison
between caffeine and theophylline shows that
the N7 purine ring in caffeine is substituted,
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therefore the difference in inhibition should be
related to the structure of the inhibitor molecule.
Thermodynamic parameters of the dissociation
binding constant are comparable with the kinetic
parameters of the inhibition constant, obtained
from the spectroscopic method for inosine,
caffeine, theophylline and theobromine.

Acknowledgements

The financial support of the Research Council
of the University of Tehran, Shaheed Beheshti
University of Medical Science and the Iran
National Science Foundation (INSF) is greatfully
acknowledged.

References

(1) Hirchhorn R and Ratech H. Isoenzymes of adenosine
deaminase, In: Rattazi MC, Scandalia JG and Whitt
GS. (Eds.) Isoenzymes: Current Topics in Biological
and Medical Research, Alan R. Liss, New York (1980)
131-157
Wiginton DA, Coleman MS and Hutton JJ. Purification,
characterization and radioimmunoassay of adenosine
deaminase from human leukaemic granulocytes. Proc.
Natl. Acad. Sci. U.S.A. (1983) 80: 7481-85
Centelles JJ and Bozal J. Purification and partial
characterization of brain adenosine deaminase:
inhibition by purine compound and by drugs. J.
Neurosci. Res. (1988) 19:158-167
Van der Weyden MB and Kelley WN. Human adenosine
deaminase, distribution and properties. J. Biol. Chem.
(1976) 251: 5446 -56
Chang Z, Nygaard P, Chonault AC and Kellems RE.
Deduced amino acid sequence of Escherichia coli
adenosine deaminase reveals evolutionary conserved
amino acid residues implication for catalytic function.
Biochemistry (1991) 30: 2273-80
Brady TG and O' Donovan Cj. A study of the tissue
distribution of adenosine deaminase in six mammal
species. Comp Biochem. Physiol. (1965) 14: 101-119
Doddona PE and Kelley Wn. Analysis of normal and
mutants forms of human adenosine deaminase. J. Biol.
Chem. (1980) 252: 110-115
Adams A and Harkness RA. Adenosine deaminase
activity in thymus and other humane tissues. Clin. Exp.
Immunol. (1976) 26: 647-649
Tung R, Silber R, Quagliara F, Conklyn M, Gottesman
J and Hirschhorn R. Adenosine deaminase activity in
chronic lymphocytic leukemia: relationship to B- and T-
cell subpopulation. J. Clin. Invest. (1976) 57: 756-761
(10) Ratech H, Thorbecke GJ, Meredith G and Hirschhorm
R. Comparison and possible homology of isoenzymes
of adenosine deaminase in aves and humans. Enzyme
(1981) 26: 74-84

@

©)

4)

®)

(6)

U]

®)

)



Ataie G, Bagheri S, Divsalar A, Saboury AA, Safarian S, Namaki and Moosavi- Movahedi AA/ IJPR 2007 6, (1): 43-50

(11) Ungerer JPJ, Oosthuizen HM, Bissbort SH and Vermaak
WJH. Serum adenosine deaminase: isoenzymes and
diagnostic application. Clin. Chem. (1992) 38: 1322-26

(12) Wiginton DA, Adrian GS and Hutton JJ. Sequence
of adenosine deaminase cDNA including the coding
region and a small intron. Nucleic Acid Res. (1984) 12:
2439-46

(13) Yeung CY, Ingolia DE, Rot DB, Shoemaker C and
Kellems R E. Identification of functional murine
adenosinedeaminase cDNAclonesby complementation
in E. coli. J. Biol. Chem. (1985) 260: 10299-307

(14)Kelly MA, Vestling MM, Murphy CM, Hua S,
Sumpter T and Fenselau C. Primary structure of bovine
adenosine deaminase. J. Pharm. Biomed. Anal. (1996)
14: 1513-19

(15) Kinoshita T, Nishio N, Sato A and Murata M.
Crystallization and preliminary analysis of bovine
adenosine deaminase. Acta Cryst. (1999) 55: 2031-32

(16) Wilson DK, Rudolph FB and Quiocho FA. Atomic
structure of adenosine deaminase with transition state
analog: understanding catalysis and immunodeficiency
mutations. Science (1991) 252: 1278-84

(17) Wilson DK and Quiocho FA. A pre-transition-state of
an enzyme: X-ray structure of adenosine deaminase
with Zinc- activated water. Biochemistry (1993) 32:
1689-94

(18) Sideraki V, Mohamedali K, Wilson DK, Chang Z,
Kellems RE, Quiocho FA and Rudolph FB. Probing the
functional role of two conserved active site aspartates
in mouse adenosine deaminase. Biochemistry (1996)
35: 7862-72

(19) Mohamedali K, Kurz LC and Rudolph FB. Site-
directed mutagenesis of active site Glutamate-217 in
mouse adenosine deaminase. Biochemistry (1996) 35:
1672-80

(20) Hirshhorm R. Overview of biochemical abnormalities
and molecular genetics of adenosine deaminase
deficiency. Pediatr. Res. (suppl 1) (1993) 33: 35-41

(21) Giblett E, Anderson JE, Cohen F, Pollara B and
Meuwissen HJ. Adenosine deaminase deficiency in
two patients with severely impaired cellular immunity.
Lancet (1972) 2: 1067-69

(22) Meier J, Coleman MS and Huttan JJ. Adenosine
deaminase activity in peripheral blood cells of patients
with hematological malignancies. Br. J. Cancer (1976)
33:312-19

(23) Cowan MJ, Brady RO and Widder KJ. Estimated
erythrocyte adenosine deaminase activity in patient
with acquired immunodeficiency syndrom. Proc. Nat.
Acad. Sci. (1983) 85: 1089-91

(24) Salvatore D, Claudio MM and Anna PM. Adenosine
deaminase activity and acquired immunodeficiency
syndrome (AIDS). Clin. Chem. (1987) 33: 1675-82

(25) Ataie G, Moosavi-Movahedi AA, Saboury AA,
Hakimelahi GH, Hwu J and Tsay SC. Enthalpy and
enzyme activity of modified histidine residues of
adenosine deaminase and diethyl pyrocarbonate
complexes. Int. J. Biol. Macromol. (2000) 27: 29-33

(26) Saboury AA, Divsalar A, Ataie Jafari G, Moosavi-

50

Movahedi AA, Housaindokht MR and Hakimelahi GH.
A product inhibition study on adenosine deaminase by
spectroscopy and calorimetry. J. Biochem. Mol. Biol.
(2002) 35: 302-305

(27) Saboury AA, Divsalar A, Ataie G, Amanlou M,
Moosavi-Movahedi AA and Hakimelahi GH. Inhibition
study of adenosine deaminase by caffeine using
spectroscopy and isothermal titration calorimetry. Acta
Biochem. Pol. (2003) 50: 849-855

(28) Ataie G, Safarian S, Divsalar A, Saboury AA, Moosavi-
Movahedi AA, Ranjbar B, Cristalli G Mardanian
S. Kinetic and structural analysis of inhibition of
adenosine deaminase by aacetaminophen. Enz. Inhib.
Med. (2004) 19: 71-78

(29) Saboury AA, Bagheri S, Ataie G, Amanlou M,
Moosavi-Movahedi AA, Hakimelahi GH, Cristalli G
Namaki S. Binding properties of adenosine deaminase
interacted with theophylline. Chem. Pharm. Bult.
(2004) 52: 1179-82

(30) Saboury AA, Bagheri S, Ataie G, Moosavi-Movahedi
AA, Hakimelahi GH, Cristalli G and Mardanian S.
Kinetic and thermodynamic study on the inhibition of
adenosine deaminase by theobromine. Asian J. Chem.
(2005) 17: 233-39

(31)Kaplan NO. Specific adenosine deaminase from
intestinal. Methods in Enzymology, Academic Press,
New York (1955) 2: 473-80

(32) Ghadermarzi M, Saboury AA and Moosavi-Movahedi
AA. A microcalorimetry and spectroscopy study on the
interaction of catalase with cyanide ion. Pol. J. Chem.
(1998) 72: 2024-29

(33) Saboury AA. New methods for data analysis of
isothermal titration calorimetry. J. Therm. Anal.
Calorimetry (2003) 72: 93-103

(34)Kurz LC And Frieden C. Adenosine deaminase
converts purine riboside into an analogue of a reactive
intermediate: a 13 NMR and kinetic study. Biochemistry
(1987) 26: 8450-57

(35) Jones W, Kurz LC And Wolfenden R. Transition-state
stabilization by adenosine deaminase. Biochemistry
(1989) 28: 1242-47

(36) Wolfenden R, Kaufman J and Macon JB. Ring- modified
substrates of adenosine deaminase. Biochemistry
(1969) 8: 2412-15

(37) Moosavi-Movahedi AA, Safarian Sh, Hakimelahi GH,
Ataie G, Ajloo D, Panjehpour S, Riahi S, Mosavi MF,
Mardanyan S, Soltani N, Khalafi-Nezhad A, Sharghi
H, Moghadamnia H and Saboury AA. QSAR Analysis
for ADA upon Interaction with a series of adenine
derivatives as inhibitors. Nucleosides, Nucleotides
and Nucleic Acids (2004) 23: 613-24

(38) Ikohara M and Fukui T. Studies of nucleosides and
nucleotides. Biochim. Biophys. Acta (1974) 338: 512-
519

(39) Segl IH. Enzyme Kinetic, John Wiley & Sons, New
York (1993) chapter 3, 100-160

This article is available online at http://www.ijpr-online.com




