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Abstract. The polaron approach is used to treat long-range electron transfers between globular
proteins. A rate expression for the polaron transfer model is given along with a description of appropriate conditions for its use. Assuming that electrons transfer via a superexchange coupling due
to a polaron excitation, we have estimated the distance dependence of the rate constant for the selfexchange reactions between globular proteins in solutions. The distance dependence of the polaron
coupling and solvent reorganization energy are provided as a basis for understanding and interpreting
a long-range electron transfer experiment. The difficulties and problems of the polaron treatment of
long-range electron transfers are discussed, and suggestions for new experiments are made.
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1. Introduction
Electron transfer (ET) is an elementary and fundamental act of biological processes
such as respiration and photosynthesis. In most cases it determines their rate and
direction. In essence, proteins are molecular devices created by nature to optimize
ET in biosystems. Many efforts including experimental measurements [1–2], computer simulations [3–7] and theoretical treatments [8–11] have been performed to
understand ET. The main problem is that ET occurs between oxidation-reduction
centers typically spaced at 20–25 Å and embedded in protein medium. Such large
distance is unlike that in chemical reactions, where an electron usually transfers
via a direct contact of reagents. Besides, the aperiodic and complicated nature of
the potential barrier between the donor and acceptor in protein medium does not
allow to treat ET by the conventional condensed matter theory.
Most of the recent studies of ET [1, 4–6] propose the ET to occur along certain
specific pathways via superexchange coupling when an electron jumps from the
donor to an adjacent bound or an atom (bridge) in a more favorable position, then
to the next bridge and so on until it comes to the acceptor. In this case, the ET
rate is determined by positions of bridges and an electron state on an individual
bridge. Various semiempirical or ab initio quantum-chemical methods were used
to calculate the electronic structure of intervening medium [4–6], and though some
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progress has been achieved, a number of questions concerning the functioning of
the protein environment still remain to be clarified. For example, small changes
in the bridge positions or account of weak interaction between distant protein sites
can substantially change the calculated ET pathway and rate, since the intermediate
electron state is a linear combination of a large number of individual electron states
at each protein site.
In our opinion, a coupling between an electron state and the protein environment
plays a key role in the protein functioning and ET in globular proteins. From this
point of view, the transition electron state by which the electron transfers can be
considered as a collective electron excitation and can be calculated by the condensed matter methods [12–14]. The formation of this excitation is a nonlinear
effect similar to arising of solitons in polymer chains. In principle, polarization
and vibrational modes take part in the formation of such an excitation, shifting
their equilibrium positions upon the change of the electron state. Here, we will
consider only the influence of polarization modes which should be dominant given
a large number of polar peptide groups. A similar effect of polarization is well
known in condensed matter physics and referred to as ‘polaron’ effect [15]. The
polaron formation was studied for ET in photosynthesis [16, 17].
The aim of our work is to discuss difficulties and problems of the polaron approach [12–14, 18] for describing long-range electron transfer between globular
proteins, with regard to the complicated and irregular nature of potential barriers
in globular proteins. We apply the method to calculate the distance dependence of
the ET rate constant and compare it with experimental data.
2. The ET self-exchange reactions
A sufficient number of polar groups is required for a polaron to form. It takes place
for self-exchange reactions between globular proteins in solutions. In this case, the
presence of a polar solution is also favorable for the arising polaron. Formally, the
self-exchange reaction rate k is written in the nonadiabatic limit as [8]


r
π
λ
2
k = kA STDA
exp
−
,
(1)
4kB T
λkB T h̄2
where kA is the equilibrium constant for the formation of precursor state from the
two globules, S is the steric factor, TDA is the electronic transition matrix element
between the donor (D) and the acceptor (A), λ is the standard reorganization energy, T is temperature, while h̄ is Planck’s constant divided by 2π and and kB is
Boltzmann’s constant.
To estimate reorganization energy we should calculate the total change in the
equilibrium positions of all peptide groups. Electrostatic forces as well as charge
screening yield the main contribution to the reorganization energy. For the simplest
estimate we can use different approximations of dielectric constants which are a
direct measure of protein polarizability and determine the reorganization energy.
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The method of these approximations and data extracted from molecular dynamic
simulations are presented in [20] for several proteins. Previously, we have estimated the reorganization energy for the polaron formation, and found it to be
about 1–1.2 eV [12–14] for self-exchange reactions between cytochromes. Recent
estimations using continuum dielectric approach as well as free energy perturbation calculations and linear response approximation [19] yield the similar value
about 20–23 kcal mol−1 for the reorganization energy of cytochrome c in solution.
Here, we will estimate the electronic transition element and calculate the distance
dependence of the ET rate constant.
The electronic transition element TDA is given by the sum of the direct interaction between the donor and the acceptor and the superexchange coupling
which contains information about electronic excitations of the intervening medium.
Simple estimates show that the last term is dominant for the long-range ET and TDA
is written as
−1
TDA = VDE VEA
,

(2)

where EA , ED , and Eexc are the electronic energies for acceptor, donor and excitation, G(Eexc ) is the Green’s function of the medium, VDE , VAE are matrix
elements between donor, acceptor and excited states, they are proportional the
overlap integrals between the corresponding wave functions, i.e.
Z
Z
VDE(R) ∝ ϕD (r)ϕexc (r − R)dr, VDA (R) ∝ ϕA (r)ϕexc (r − R)dr .
(3)
Here R is the transfer distance. In the case of self-exchange reactions, the initial
and final electron states on the donor and acceptor are the same.
We suggest the following ET scheme (see Figure 1). The electron weakly bounded
to the donor transfers to the ETS separated by the distance R from the donor, and
then to the acceptor. Thus, the problem is reduced to the calculation of the electronic coupling between the ground and excited electron states. In our opinion, the
ground electron state determines energetic parameters controlling the ET reaction,
while the excited state strongly affects the distance dependence of the electron
transfer. Here, we discuss only the latter effect. To find the distance dependence, we
should calculate electron density distributions in the ground and excited electron
states.
3. Calculation of the ground and excited electron states
The protein globule has a unique physical structure (see Figure 2). Its characteristic
size is about 30 Å, while the active center with hemeporphyrin surrounded by nonpolar peptide groups is of the order of 4–6 Å and surrounded by non-polar peptide
groups. The peripheral part of the globule contains strongly polar peptide groups
and environmental molecules (most often water). Such a heterogeneous structure of
a protein globule leads to that the ground and excited electron states have different
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Figure 1. The scheme of self-exchange ET reaction between cytochromes (a) and mutual
positions (b) of hemes and excited transition state (ETS), donor (D), acceptor (A). The hemes
can be oriented along the axis y or z.
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Figure 2. The model of dielectric properties of protein globule.

nature. Our earlier studies show that the polaron effect on the ground electron state
is negligible. The ground state is mainly determined by the rigid structure of the
hemeporphyrin molecule, and the influence of polarization of the protein environment is small. The excited electron state is more extended, and a large number of
Table I. Energy W (eV) and mean radius hri (Å) of polaron states
for the simplest model of protein globule
Parameters of the model

Ground state

First excited state



V0 (eV)

W

hri

W

hri

3
5
5
5
10
20

–6.18
–6.18
–7.00
–8.00
–6.18
–6.18

–4.76
–4.76
–5.56
–6.41
–4.76
–4.76

2.69
2.69
2.59
2.49
2.69
2.69

–1.71
–1.67
–1.94
–2.42
–1.66
–1.63

5.77
5.89
4.84
3.79
5.92
6.04
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peripheral polar groups take part in the formation of the excited state, therefore
the influence of protein polarization is strong. The total potential includes the short
range term V0 , the coulomb part VC caused by the charge distribution on the donor,
and the self-consistent polarization potential induced by the electron density distribution. At the first step, we will ignore the detailed molecular structure of the
protein globule and use the parameters averaged over protein globule, considering
the active center as a well whose averaged depth is V0 , while the peripheral part
is characterized by dielectric constant . We write the self-consistent polarization
potential P (r, ϕ(r)) similar to that for polaron
 2 0
Z 
1
1
ϕ (r )
2
P (r, ϕ(r)) = −e
−
(4)
dr0 ,
0
op (|r |) |r − r0 |
where op and  are the high-frequency and static dielectric constants. Various
models of dielectric properties of the protein globule were used in such calculations
[12–14]. We divided the globule into sublayers with different dielectric constants
(r) = 1 ,

r < r1 ,

(r) = 2 ,

r1 < r < r2 · · ·

or used nonlocal approximation of the distance dependence of the dielectric constant (see for example [21]). In this case we should use nonlocal value (|r 0 − r|) in
(4). We calculated numerically the nonlinear Schrödinger equation, which includes
V0 as well as the self-consistent polarization potential for the chosen parameters
of the number and size of the sublayers in the globule and their static dielectric
constants. Details and the method of the calculations are described in [22].
R Table 1
presents the calculated electron energy W and the mean radius hri = r 2 ϕ 2 (r)dr
for the excited and ground states found for the simplest model with 1 = 2 . It
is seen that the ground electron state depends strongly on the model parameters
and quantum-chemical methods are required to calculate the state carefully. Such
calculations will be performed elsewhere [23].
However our model is suitable for the excited state, the mean radius of ETS is
about 3–6 Å, which is comparable with the globule radius equal 15 Å. The energy
and the mean radius weakly depend on the heme potential V0 and on the parameters
of dielectric layers.
We also investigate the effect of the asymmetric shift of the heme from the
globule center. In this case the ground electron state is not spherically but cylindrically symmetrical. Figure 3 shows the dependence of the electron energy W
(curve 1) and the mean radius hri (curve 2) on the heme shift z with respect to the
globule center at V0 = 0 eV. Although the asymmetric shift changes quantitatively
the parameters of the electron state, the local electron density distribution changes
weakly. Figure 4 shows the electron density distributions at different asymmetric
shifts.
Thus, our calculations show that the ETS formed due to the total polarization of
the whole globule is very extended and weakly depends on the detailed molecular
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Figure 3. The electron energy W (curve 1) and the mean radius hri (curve 2) depending on
the heme shift z with respect to the globule center.

Figure 4. Electron density distribution ϕ 2 (0, 0, z) at different asymmetric shift z indicated at
each curve.

180

G.N. CHUEV, V.D. LAKHNO AND M.N. USTITNIN

structure of the protein environment. It is similar to the formation of the solvated
electron in polar liquids.
4. The distance and orientation dependence of the ET rate
In principle, the ET can occur via different ETS localized at different distance
from the acceptor. To estimate this effect, we investigated the probability of ET
via various excited polaron-like states [14] with different symmetry and localized
at different distance from the donor. We found that the ET in globular proteins
at large distances can efficiently proceed via the lowest polaron excitations. The
transfer probability has the maximum when the ETS is localized in the midpoint
between the donor and the acceptor. The polaron excitation depends on details of
molecular structure of the peripheral part of the protein globule. At the initial step
we use a crude approximation and consider the protein environment as a dielectric
continuum characterized by the op = 2 and  = 10. Earlier we numerically
calculated the spherically symmetrical polaron state in the similar homogeneous
medium [21]. The polaron wave function is approximated as [18]
ϕ(r) = Cnorm exp[−αr](1.0248 + 0.4922r + 0.1168r 2 ) ,

(5)

where α = 0.4994 Å1 , norm is the normalized constant, and r is measured in
angstroms. The accuracy of the approximation is 0.3% for the calculated wave
function and 0.03% for the polaron energy. This type of wave function is used for
the polaron model of solvated electron.
The electron density distribution in the ground state is modeled by the uniform
distribution in the box of size of 11.35 × 11.35 × 5.35Å3 . We study the distance
dependence of the overlap integral I (R) ∝ VDE(R) for various mutual orientations
of hemes and the ETS (Iy (R) corresponds to the case when the hemes are parallel
and reside on the same plane, while Iz (R) – in different planes).
The problem is reduced to the one-dimensional integration. This integral is
calculated numerically. Figure 5 depicts the calculated data. The results are summarized as:
1. I (R) tends asymptotically to the exponential dependence, I (R) ∼ exp[−βR/2]
with β ' 0.8 Å−1 . The decay coefficient β is mainly determined by decay
parameter α for the polaron wave function at large distances.
2. At distances less than d = 2R = 10 ÷ 20 Å the above dependence differs
from the exponential one, β varies from 0.3 to 0.8 Å−1 .
3. There is a weak orientation dependence of the ET matrix element. The ET
rate can increase or decrease by factor of 2, depending on mutual orientations
of the heme and ETS.
We also investigate the influence of the asymmetry of the ETS localization with
respect to the donor and acceptor. We consider the donor and acceptor located
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Figure 5. Logarithms (a) and their derivatives (b) of overlap integrals ln[Iy (R)] and ln[Iz (R)]
depending on the ET distance R.

at distance 18 Å, which is typical for self-exchange reactions [2, 3]. The ETS is
localized at distance R from the donor. Then, the distance dependence of the matrix
element is TDA ∼ VDE (R)VEA(18 − R) = P (R). Figure 6 depicts this dependence
for different heme orientations. According to these data, the asymmetry of ETS
localization substantially changes the probability of the transfer, decreasing the ET
rate constant.
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Figure 6. The probability of ET depending on the position of the ETS localization: Pyy – the
hemes lie in the same plane and parallel, Pyz – the hemes are perpendicular Pyy the hemes lie
in different planes and parallel. The ET distance is equal to 18Å.

5. Discussion
The calculated data are in agreement with the experimental ones [24], where β ∼
0.7 ÷ 1.4 Å−1 . The indicated scatter of the data can result from the nonexponential
behavior of I (R) at distances less than 20 Å as well as from steric and orientation
effects. Knowing the reorganization energy, and the electron transition element,
we estimate the ET rate for cytc/cytc and cytb5 /cytb5 self-exchange reactions.
2
We extract from the experimental data [2] the factor kmax = STDA
(π/λkB T h̄2 )1/2
including the steric factor and electron transition element, the value of kmax is equal
for cytb5 reaction 6.4 × 109 s−1 and 6.1 × 107 s−1 for cytc self-exchange reactions,
while the heme-heme distances are estimated as 17.5Å and 18.9 Å respectively
[2]. We calculated kmax = k0 I 2 (R) (k0 = 2 × 1011 s−1 ) with no separating steric
factor (S = 1), but for different the ETS localization in favorable and unfavorable
positions. Our calculations yield 14×107 (favorable position) and 4.5×109 s−1 (unfavorable position) for the corresponding values of cyt c and cytb5 self-exchange
reactions. The calculated rate constants are mainly determined by two factors:
reorganization energy and tunneling matrix element. Using polaron approach we
found that the reorganization energy is about 1–1.2 eV, while the decay parameter
for the tunneling matrix element is about 0.9 Å−1 . It yields the experimentally
observed rate constants for the self-exchange reactions. The result does not depend
on details of the polaron model and is mainly determined by two parameters, the
used distance between donor and acceptor and decay parameter α for the polaron
wave function in (5), the microscopic nature of the excited state is not essential.
The decay parameter is a measure of localization for the excited electron state, if
the excited state is extended with α ∼ 0.4 ÷ 0.6 Å−1 , it yields the experimentally
observed values for the rate constants.
In conclusion we consider two questions which are typical in current literature.
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First of the them is the exponential distance-dependence of the rate constant. In
the general case, the ET rate depends exponentially on distance only at distances
exceeding greatly the typical size of changes of tunneling barrier (for our model at
R > 20 Å). Typical ET distances are less than or equal to this distance. In addition,
as we indicated above, the effective ET distance can differ from the minimal donoracceptor distance, since polar peptide groups required for the ETS to form can be
absent in this region. As a result, the distance-dependence of the ET rate can differ
from the exponential one.
Another question is that the electron transfers by a specific pathway or not.
According to our calculations, there is not a certain ET pathway for self-exchange
ET reactions. In these cases the electron transfers via the ETS which are formed
due to the polarization of the whole protein globule. It contradicts the usual superexchange theory. At present there are no experimental data in favor of one of
the hypotheses, but experiments on ET in proteins modified by point mutations
changing the ET pathway can clarify the problem.

Acknowledgement
This work was supported by a grant of the Russian Foundation for Basic Researches N 98-04-48828.

References
1.

2.
3.
4.
5.
6.
7.

8.
9.
10.

Casimiro, D.R., Richards, J.H., Winkler, J.R. and Gray, H.B.: Electron Transfer in RutheniumModified Cytohromes c. Sigma-Tunneling Pathways through Aromatic Residues, J. Phys.
Chem. 97 (1993), 13073–13077.
Dixon, D.W., Hong, X., Woehler, S.E., Grant Mauk, A. and Sishta, B.P.: Electron-Transfer
Self-Exchange Kinetics of Cytochrome b5, J. Am. Chem. Soc. 112 (1990), 1082–1088.
Andrew, S.M., Thomasson, K.A. and Northrup, S.H.: Simulation of Electron-Transfer SelfExchange in Cytochromes c and b5, J. Am. Chem. Soc. 115 (1993), 5516–5521.
Okada, A. and Kakitani, T.: Nonperturbative Calculation of Electronic Coupling for Electron
Transfer Reaction in Proteins, J. Phys. Chem. 99 (1995), 2946–2948.
Skourtis, S.S. and Beratan, D.N.: Electron Transfer Contact Maps, J. Phys. Chem. B 101 (1997),
1215–1234.
Kurnikov, I.V. and Beratan, D.N.: Ab initio based effective Hamiltonians for long-range
electron transfer: Hartree-Fock analysis, J. Chem. Phys. 105 (1996), 9561–9573.
Lopez-Castillio, J.-M. and Jay-Gerin, J.-P.: Superexchange Coupling and Electron Transfer in
Large Molecules: Through-Space and Through-Bond Interactions, J. Phys. Chem. 100 (1996),
14289–14297.
Marcus, R.A. and Sutin, N.: Electron transfers in chemistry and biology, Biochim. Biophys.
Acta 811 (1985), 265–322.
Marcus, R.A.: Electron transfer reactions in chemistry. Theory and experiment, Rev. Mod. Phys.
65 (1993), 599–610.
Bicout, D.J. and Field, M.J.: Electron Transfer in Proteins: A Multiple Scattering Approach to
Electronic Coupling, J. Phys. Chem. 99 (1995), 12661–12669.

184
11.

G.N. CHUEV, V.D. LAKHNO AND M.N. USTITNIN

Davis, W.B., Wasielewski, M.R., Ratner, M.A., Mujica, V. and Nitzan, A.: Electron Transfer
Rates in Bridged Molecular Systems: A Phenomenological Approach to Relaxation, J. Phys.
Chem. A 101 (1997), 6158–6164.
12. Chuev, G.N. and Lakhno, V.D.: A Polaron Model for Electron Transfer in Globular Proteins, J.
Theor. Biol. 163 (1993), 51–60.
13. Lakhno, V.D. and Chuev, G.N.: Long-Range Electron Transfer in Globular Proteins by means
of Polaron Excitations, Biophysics 42 (1997), 287–293.
14. Lakhno, V.D. and Chuev, G.N.: A Plausible Contribution of Polaron Excitations to Electron
Transfer through Large Distances in Globular Proteins, Chem. Phys. Reports 16 (1997), 2163–
2169.
15. Mott, N.F. and Davis, E.A.: Electronic Processes in Non-Crystaline Materials, Oxford Univ.
Press, London, 1982.
16. Meier, T., Zhao, Y., Chernyak, V. and Mukamel, S.: Polarons, localization, and excitonic coherence in superradiance of biological antenna complexes, J. Chem. Phys. 107 (10), 1997,
3876–3893.
17. Borisov, A.Y.: Water-polaron model in bacterial photosynthesis. 1. Functional model of reaction
centers, Mol. Biol. 30 (4), 2 (1996), 566–570.
18. Lakhno, V.D., Chuev, G.N. and Ustinin, M.N.: Electron Transfer between Globular Proteins.
The estimate of the Electron matrix element, Biophysics 43 (1998), 949–952.
19. Muegge, I., Phoebe, X.Qi., Joshua Wand, A., Chu, Z.T. and Warshel, A.: The Reorganization
Energy of Cytochrome c Revisited, J. Phys. Chem. B 101 (1997), 825–836.
20. Simonson, Th. and Brooks, Ch.L.: Charge Screening and the Dielectric Constant of Proteins:
Insights from Molecular Dynamics, J. Am. Chem. Soc. 118 (1996), 8452–8458.
21. Kornyshev, A. and Sutmann, G.: The shape of the nonlocal dielectric function of polar liquids
and the implications for thermodynamic properties of electrolytes: A comparative study, J.
Chem. Phys. 104 (1996), 1524–1544.
22. Balabaev, N.K., Lakhno, V.D., Molchanov, A.M. and Atanasov, B.P.: Extended Electron Sates
in Proteins, J. Mol. Electron. 6 (1990), 155–166; Chuev, G.N.: Polaron Models for Electron
Sate and Its Transfer in Globular Proteins, in V.D. Lakhno (ed.), Polarons and Applications,
Wiley, Chichester, 1994, 453–466.
23. Lakhno, V.D., Chuev, G.N., Ustinin, M.N. and Komarov, V.M.: Electron Transfer between
Globular Proteins. Distance dependence of the rate constant, Biophysics 43 (1998), 953–957.
24. Lopez-Castillio, J.-M., Filali-Mouhim, A., Van Binh-Otten, E.N. and Jay-Gerin, J.-P.: Electron
Transfer in Proteins: Structural and Energetic Control of the Electronic Coupling, J. Am. Chem.
Soc. 119 (1997), 1978–1980.

