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Ion beam therapy is one of the most effective methods in treatment of cancer diseases. But up to nowadays, the
mechanism of action of heavy ions on cancer cells has not been determined yet. Study of water fragmentation pro-
cesses during ion beam therapy shows that, among different oxygen species, the significant amount of hydrogen
peroxide molecules (H,0,) occurs in the cell medium. In the present work, the competitive interaction of H,0, and
H,0 molecules with specific DNA recognition sites is studied. Interaction energies of complexes consisting of nucleic
bases (adenine, thymine, guanine, and cytosine) together with hydrogen peroxide and water molecules are calcu-
lated, using the method of atom-atom potential functions and density functional theory. The atomic groups of nucleic
bases that are more energetically favorable to be bound by hydrogen peroxide rather than by water molecule are
Jound. Formation of such complexes can block the process of DNA replication on different stages and can be one of
the mechanisms of ion beam action on cancer cells.
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1. Introduction. One of the most important problems of humanity nowadays is the treatment of
cancer diseases. Current statistics shows that, over recent decades, the number of new drugs to
fight cancer has grown rapidly, while the mortality from oncological diseases is almost unchanged.
That is why the different alternatives to pharmacological approaches in the cancer treatment are
widely used. One of the most effective methods is radiation therapy. In this approach, the living
tissue of the patient is exposed to a certain type of ionizing radiation (X-rays, gamma rays, pho-
tons), but the effectiveness of these approaches remains still insufficient. During the recent time,
the more and more attention is paid to ion beam therapy. In contrast to other types of ionizing
radiation, heavy ions almost do not interact with the molecules of the medium and transfer the
most amount of their energy at the end of their track, where the tumor is localized. This effect has
been known in nuclear physics for many years (Bragg’s peak [1]), but began to be used in medi-
cine only in the last decades. The main advantage of heavy-ions therapy over other types of radia-
tion is the accurate and targeted tumor treatment without significant damage to the rest of the
patient’s body.
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When ionizing radiation passes through the living tissue, different chemical reactions take place.
As a result, a variety of species occurs in the water medium. Among them are free radicals, secondary
electrons, ions, as well as molecular products (H, and H,O,). According to the multiscale ap-
proach of ion beam therapy [2], the main factor that deactivates cancer cells is the damages to the
structure of their DNA called DNA strand breaks. However, due to the DNA reparation mecha-
nisms, the living cell can effectively treat the lesions of its double helix. So, the question about the
biological mechanism of deactivation of cancer cells in ion beam therapy still remains open [3].

Simulations of the water radiolysis process [4] shows that, on the scale of biological lifetimes
(~1 psec), the largest concentration among all the products is revealed by hydrogen peroxide
molecules (H,0,), but their role in the ion therapy of cells remains unexplained yet. In our pa-
per [5], it was proposed a hypothesis that hydrogen peroxide can create stable complexes with
DNA active sites and block, in this way, the DNA replication processes. Under physiological
conditions, these sites are surrounded by water molecules. But, due to an increase of the con-
centration of H,O,, these molecules should compete with water molecules for the binding with
DNA sites. Therefore, it is important to understand whether hydrogen peroxide molecules can
interact with active DNA recognition sites stronger than water molecules, thus blocking the pro-
cesses of genetic information transfer.

In work [5], the interaction of hydrogen peroxide molecules with centers of non-specific pro-
tein-nucleic recognition, DNA phosphate groups (PO,), was studied. It was shown that H,O,
molecule can form sufficiently stable complexes with DNA PO, groups and counterions, and
block the protein-nucleic recognition process. In the present paper, we consider the interaction
of H,0, and H,0O molecules with specific DNA recognition sites — atomic groups of adenine,
thymine, guanine, and cytosine (A, T, G, and C) nucleic bases — to determine if they can form
stable complexes.

The next section will describe our calculation methods. In Sec. 3, a comparative analysis of
the stability of the complexes consisting of H,0, and H,O molecules with nucleic base (adenine,
thymine, guanine, or cytosine) will be performed. In Sec. 4, it will be discussed how our results
can lead to the understanding of the mechanism of blocking of the genetic information transfer
processes.

2. Materials and methods. For the analysis of the interaction energy and structure of the
investigated molecular complexes, two computational approaches are used — the method of clas-
sical atom-atom potential functions (AAPF) and the method of quantum-chemical calculations
based on density functional theory with B3LYP functional. In this section, we will briefly de-
scribe these two approaches.

2.1. Atom-atom potential function method. The atom-atom potential function method is de-
scribed in details in work [6]. In addition, when considering the hydrogen bond interaction be-
tween atoms 7 and j situated on a distance i between each other,

Ai(jm) Bi(j10)
Eyp (1) =l-—7—+—151coso, (1)
"ij "ij

we take angle ¢ into account — the angle of the hydrogen bond. For example, when the hydro-
gen bond is O—H .. . N, then ¢ is an angle between the lines of covalent bond (O—H) and the

ISSN 1025-6415. [lonos. Hay,. axad. nayx Yxp. 2019. Ne 6 83



0.0. Zdorevskyi, D.V. Piatnytskyi, S. N. Volkoo

hydrogen bond (H ... N). In (1), cosp means that the more the hydrogen bond is bent, the less
the interaction energy is.
The Coulomb interaction is described by the electrostatic potential:

1 C]iq]' )
dmege(ry) 1; @

ECoul(rij) =

where g, and q; are the charges of the atoms i and j located at a distance
mittivity, and s(r) is the dielectric permittivity of the medium.

The charges q, q; for nucleic bases were taken from works [7, 8]. The charges of H,O and
H,0, molecules were calculated from the condition that the dipole moment of a water molecule
should be equal to dH o = 1.86 D, and that of a hydrogen peroxide molecule d, ,0, =210 D [5].
Hence, for an H,O molecule we obtain the charges g, = 0.33e, g, = —0.66e, and accordingly, for
H,0,, g;; = 0. 416 do = —0.41e. The values of charges on the atoms of an H,O, molecule are in
good agreement with charges obtained in work [9]. Since DNA in a living cell is situated in a
water-ion solution, the interacting atoms are screened by water molecules. This leads to a weak-
ening of the Coulomb interaction. Thus, the more effective accounting of the Coulomb inter-
action can be achieved using the dependence of the dielectric permittivity upon the distance
(e(1)), developed by Hingerty et al. [10] in the explicit form:

Tip € 1 the vacuum per-

e(r)=78-71(r, p_er (3)

(7 -1y

where r,=1/2.5. Below, AAPF with the use of expression (3) will be called AAPFh.

2.2. Quantum chemistry approach. In the quantum-chemical calculations, the B3LYP/6-
311+G(d,p) method with a supermolecular approach is used. Calculations are made within the
Gaussian software [11]. The interaction energy is considered as a difference between the energy
of the molecular complex XY and the energies of its components X and Y-

AExy = Exy (XY)=Ex(X)=Ey(Y). (4)

The basis sets of the molecular complex XY (dimer-centered basis set) and of the isolated
molecules X and Y (monomer-centered basis sets) are shown in parentheses. The counterpoise
correction (CP) is made to avoid the basis set superposition error, as following:

AESY = Exy (XY) = Ex(XY) - Ey(XY). (5)

In the framework of this approach, the deformation energies for hydrogen peroxide and water
molecules are calculated. It is assumed that nucleic bases are the rigid structures. The deformation
energy is calculated to involve the possible differences between the isolated states of the mole-
cules and of those within complexes:

E def = Ecomplex _Eisolated (6)
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Fig. 1. The scheme of the sites of adenine (@), thymine (b), guanine (¢) and cytosine (d), where the solvent mo-
lecule (H,O or H,0,) can form a complex with a corresponding nucleic base with two hydrogen bonds. Roman
numerals denote the number of the site

Thus, the complete interaction energy in a complex is presented by the formula

E _AECP+Edef. (7)

complete —

In addition, in the framework of the present method, to get an electrostatically neutral struc-
ture, the atoms C,’ that form glycosidic bonds of the nucleic base with the DNA backbone are
changed to H atoms for adenine and thymine and to CH, group for guanine and cytosine.

3. Calculation results. The interaction of nucleic bases with water molecules has been con-
sidered in the set of works [12, 13], but the interaction with hydrogen peroxide molecules has not
been studied sufficiently yet. Up to now, only the work [14] is known. In the present work, the
stable complexes of hydrogen peroxide molecules with nucleic bases A, T, G, and C are found
and compared to the same complexes with the water molecule.

It is clear that hydrogen peroxide, as well as water, can form hydrogen bonds with nucleic
bases. As known [15], for the recognition of specific DNA sites by an enzyme, it is necessary to
interact through at least two hydrogen bonds. Moreover, due to the structures of a hydrogen per-
oxide molecule and a nucleic base, it is much more favorable for peroxide to form two hydrogen
bonds with base atomic groups, where two different oxygen atoms of the H,0, molecule are in-
volved in the formation of hydrogen bonds. Unlike a complex with one hydrogen bond, in a com-
plex with two hydrogen bonds, the peroxide molecule should be more stable. It has no possibility
to rotate around hydrogen bonds. Therefore, in accordance with all the mentioned facts, we con-
sider only the complexes with two hydrogen bonds, not taking complexes with one hydrogen
bond into account. It also should be mentioned that the tautomeric forms of nucleic bases have
not been considered in the present work.

For each nucleic base, a few binding sites for the interaction with hydrogen peroxide exist.
These binding sites are schematically shown in Fig. 1. For each site, the length of the hydrogen
bond and the energy minima are calculated. Binding sites from the backbone side are not consid-
ered.

The results of our calculations are presented in Fig. 2 and Table. One can see that, for the
adenine base at sites A-I and A-II, a hydrogen peroxide molecule interacts with this nucleic base
stronger than water molecule (see Table). For sites A-I and A-II, interaction energies are close to
the values obtained in work [14]. The AAPFh method shows that, at site A-III, there is a weak
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Fig. 2. Complexes of nucleic bases with hydrogen peroxide molecules:
a — adenine; b — thymine; ¢ — guanine; d — cytosine. Numbers are given for
the corresponding hydrogen bond distances between heavy atoms. Upper
number corresponds to the value obtained in AAPFh method, and bottom

Interaction energies of complexes of adenine, thymine, guanine, and cytosine with solvent
molecules (H,O or H,0,), as well as the differences between these energies (AE = |EH 0, |- |EH o
calculated by AAPFh and B3LYP methods. Energies are given in kcal/mol. “—” means
that there is no minimum with two hydrogen bonds in this site

number is obtained from B3LYP approach. Distances are given in A

. H,0 H,0 AE
Nucleic 22 2
bases AAPFh (B3LYP) AAPFh (B3LYP) AAPFh (B3LYP)
Adenine I 10.71 (-10.81) ~7.95 (-9.65) 2.76 (1.16)
I ~9.22 (~11.19) ~5.65 (-9.00) 3.57 (2.19)
11 ~6.76 (—) — () - (—)
Thymine I -9.26 (~10.39) ~5.54 (-8.64) 3.72 (1.75)
1 -8.63 (~11.17) ~5.26 (-9.29) 3.37 (1.88)
Guanine I ~9.67 (~10.98) ~9.06 (~8.45) 0.61 (2.53)
1 ~9.56 (~13.43) 5.9 (—-11.62) 3.57 (1.81)
111 ~10.36 () ~6.35 () 401 ()
v ~9.02 (-9.83) - (-7.83) - (2.00)
Cytosine I 1122 | (-12.92) 6.82 (~11.11) 4.40 (1.81)
I - (-10.39) ~7.40 () - (-)
111 ~7.62 () — (-) ~ ()
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binding of the H,O, molecule with bent hydrogen bonds. At the same time, B3LYP method
shows no binding at this site. It should also be mentioned that, in the case of B3LYP method,
water and hydrogen peroxide molecules change their shape insignificantly — deformation ener-
gies do not exceed 0.5 kcal /mol.

Our calculations show that, in the case of thymine, there are two binding sites T-1 and T-11
(see Fig. 1, b). The corresponding complexes with a hydrogen peroxide molecule are shown in
Fig. 2, b. For water molecules and hydrogen peroxide, the binding takes place at the same sites of
thymine, but with a significant difference in the interaction energy (see Table). Both our ap-
proaches (AAPFh and B3LYP) give dominance in the interaction energy to a complex with pe-
roxide as compared with the same complex with a water molecule. In the case of B3LYP method, the
deformation energy of peroxide and water molecules plays an insignificant role (< 0.3 kcal /mol).

Complexes with the binding of hydrogen peroxide molecules to guanine (G-I, G-II, G-III,
G-1IV) are also shown in Fig. 1, c¢. Differences in the interaction energies are given in Table. Stu-
dying these complexes by B3LYP method shows that, in position I, a hydrogen peroxide molecu-
le is significantly deformed (2.5 kcal /mol), what is the reason for the differences between hydro-
gen bond distances in AAPFh and B3LYP methods (see Fig. 2, ¢).

Cytosine has two binding sites (see Fig. 2, d). At site C-I, there is the binding of both of
the water and hydrogen peroxide molecules. In addition, hydrogen peroxide is more energeti-
cally favorable to bind (see Table). At site C-III, there is the binding only of hydrogen peroxide.
For site C-II, there is no binding of hydrogen peroxide in the framework of AAPFh method due
to the geometric features of an H,O, molecule, which is rigid. As it can be seen from the structure
of the complex, for B3LYP method in position II, hydrogen peroxide dramatically changes its di-
hedral angle (deformation energy is 4.2 kcal /mol) to form two hydrogen bonds with cytosine.
This allows an H,O, molecule to make a stable complex with cytosine at this cite.

Summarizing the results of our calculations by both methods used in the present work, it
can be seen that, for adenine, thymine, guanine, and cytosine nucleic bases, there are places
which are more favorable for the binding by a hydrogen peroxide molecule rather than by a
water molecule.

4. Conclusions. In the present work, we have obtained the stable configurations of hydrogen
peroxide with DNA specific recognition sites by two methods: the method of atom-atom poten-
tial functions and density functional theory. Both methods show similar results. It can be seen
(see Fig. 2) that it is most probable for hydrogen peroxide to bind to thymine from the side of
atomic groups responsible for the formation of complementary hydrogen bonds. To adenine and
guanine — from the side of major and minor grooves, as well as complementary hydrogen bonds.
To cytosine — from the side of the major groove and the complementary hydrogen bonds.

It should be noted that the protein recognition of a DNA macromolecule can take place as
from the major and minor grooves, depending on the type of an enzyme and on the form of a
double helix. Therefore, the formation of a complex of a nucleic acid with a hydrogen peroxide
molecule, which binds to the bases from the major (see Fig. 1, A-1, C-III, G-I) or minor groove
(see Fig. 1, A-TII, G-1V), can prevent the recognition of this base by the enzyme and to block
the DNA replication. On the final stage of the DNA replication, when the double-stranded DNA
is already unzipped up to two single strands, the formation of the complexes of H,0, molecules
with nucleic bases from the side of complementary hydrogen bonds (TI, T-1I, A-II, CI, C-II, G-II,
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G-IIT) can take place. It should lead to the mistakes in the copying of the genetic information dur-
ing the synthesis of complementary strands.

To sum up, there are definite sites of nucleic bases, where the binding by hydrogen peroxide is
much more advantageous than that by a water molecule. As can be seen from our calculations (see
Table), the energy of the blocking of nucleic bases by a hydrogen peroxide molecule at these sites
is comparable to the energy of the formation of complementary pairs [6]. Consequently, the for-
mation of such complexes is sufficiently probable in cells during the ion beam treatment. In this
way, the processes of genetic information transfer should be blocked in cancer cells.

The present work was partially supported by the National Academy of Sciences of Ukraine
[projects 01180000662 and 0116U003192].
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I[MTPO MOJKJINBICTD BJIOKYBAHHA HEHTPIB CIIEIIUDIYHOTI'O BITISHABAHHSA
JIHK MOJIEKYJIAMU ITEPOKCH/IY BO/IHIO IT1/1 YAC IOHHOT TEPAIIIT

lonna teparis € ofHUM 3 HalleEeKTUBHIMINX METO/IIB JIIKyBaHHS PAKOBUX 3aXBOPIOBaHb. AJie /10 1bOTO Yacy Me-
XaHi3M il Ba)KKUX 10HIB Ha PaKOBi KJIITUHW He BU3HaueHWil. BuBuenHs mporieciB ¢pparMeHTaIlii Boau mija gac
IOHHOI Teparii TOKa3ye, 10 cepel BEIUKOI KiJIbKOCTI pi3HUX (DparMeHTiB y CepeJloBUIII KJIITUHU YTBOPIOETHCS
3HayHa KOHIIeHTpaIlis MosieKy.T mepokeny soamnio (H,0,). Y pobori HaBeneno pesysraTh 10CTIIKeHHA KOHKY -
penrHoi Bzaemouii mosexyn H,O, ta H,O i3 nenrpamu crnenmdiynoro posmisnasannsa JJHK. Eunepril Bsaemozil
KOMTIIJTEKCiB, 10 CKJIAMAIOThCS 3 HYKJICTHOBUX OCHOB (a/I€HiH, THUMiH, TYaHiH i IIMTO3WH) Pa3oM 3 MOJIEKYJIaMu
MEePOKCHLY BOJHIO 1 BOIM, 0OUKCIIEH] i3 3aCTOCYBAHHAM METO/Y aTOM-aTOMHKX TIOTEHIIaNbHIX (DYHKILi i Teopii
¢dbyHKIIOHAMA TYCTHHA. 3HANIEHO aTOMHI TPYTI HYKJIETHOBUX OCHOB, SIKi € GBI €HEPTeTHIHO BUTITHIMU TSI
3B’sI3yBaHHSA 3 MOJIEKYJIaMM TIEPOKCHULY BOJHIO, HiXK 3 MOJIEKYJIaMU BOJU. YTBOPEHHS TaKUX KOMILICKCIB MOXKe
6sokyBaTi poriec perutikanii J{THK #a pisHux eramax i Moske OyTH OJHUM 3 MEXaHI3MiB il BHCOKOEHEPTeTUYHUX
iOHIB Ha PAKOBI KJIITUHU.

Kmouoei crosa: nyxieinosi ocnosu /[HK, nepoxcud 6oonio, pakosa mepanis.

A.A. Bdopesckuii, /I.B. Ilasmuuyxuii, C.H. Boaxos
Nucrutyt teopetndeckoii ¢pusuku um. H.H. Boroso6osa HAH Yipaunsr, Kues
E-mail: snvolkov@Dbitp.kiev.ua

O BO3MOXHOCTU BJIOKMPOBAHUWA HEHTPOB CITEHHMOUYECKOTI'O Y3HABAHIA
JIHK MOJIEKYJIAMU TTEPOKCHU/IA BOJOPOJIA B XO/IE MIOHHOW TEPATINN

VoHHast Tepamuist sIBJISIETCST OTHUM 13 HanboJiee apheKTUBHBIX METOIOB JIEUeHNUsT PaKOBbIX 3abosesanuii. Ho 1o
HACTOSIIETO BPEMEHN MEXaHU3M JICHCTBHSA TSKEJIBIX NOHOB HAa PAKOBBIE KJICTKU He ycTaHOBJIeH. V3ydenue mpo-
11eccOB (hparMeHTAI[MK BOBI TPU HOHHOI Teparnu MOKA3bIBAET, YTO CPEH OOJIBIIOT0 KOJTMIECTBA PASTMUHBIX
(parMeHTOB B KJIETOYHOU cpeze oOpasyercst 3HAYMTEJbHAS KOHIEHTPAILMS MOJIEKYJ II€POKCH/A BOAOPO/A
(H,0,). B pabore npuse/ienbl pesy IbTaThl H3y4eHNs KOHKYPeHTHOTo B3aumoeiictsus monexyn H,O, n H,O ¢
nenTpamiu crerudraeckoro ysnasanusa [JHK. Oneprunm B3anMoieficTBUA KOMILIEKCOB, COCTOSIINX M3 HYKJIEU-
HOBBIX OCHOBaHWII (3JICHUH, TUMWH, TYaHUH ¥ IUTO3WH) BMECTe C MOJIEKYJIaM¥ MEePOKCHIA BOIOPOAA U BOJBI,
pacCYNTaHbl C MCIOIB30BAHUEM METOJa aTOM-aTOMHBIX NMOTEHIMATBHBIX (DYHKINNH U Teopun (PyHKIMOHAIA
mioTHoCTH. HalizieHbl aTOMHBIE IPYTITBI HYKJIEMHOBBIX OCHOBAHMIA, C KOTOPBIMU MOJIEKYJIa TEPOKCHUIA BOAOPOA
CBSI3BIBACTCS 3HAYUTEIILHO DHEPreTUYECKH BbITOJIHEE, 4eM MOJIeKyYJ1a Bobl. OOpazoBaHue TAKUX KOMILIEKCOB MO-
skeT 6a0KnpoBaTh mpotece pertnkanun JJHK Ha pasHbIX cTagusx u MOKET OBITh OJHUM M3 MEXaHM3MOB BO3-
JICHICTBUS BBICOKOOHEPTETHUECKUX MOHOB HA PAKOBBIE KICTKH.

Kntoueewie cnosa: nyxaeunosvie ochosanus JIHK, nepokcud 6odopoda, mepanus paxa.
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