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Inhibitors of Multidrug Efflux Transporters: Their Membrane and Protein
Interactions
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Abstract: Modulators and inhibitors of multidrug efflux transporters, like P-glycoprotein, are used to reduce
or inhibit multidrug resistance, MDR, which leads to a failure of the chemotherapy of e.g. cancers, epilepsy,
bacterial, parasitic, and fungal diseases. Binding and transport of first-, second-, and third-generation
modulators and inhibitors of P-glycoprotein are discussed, taking into account the properties of the drug (H-
bonding potential, dimensions, and pKa values) as well as the properties of the membrane.

Keywords: P-glycoprotein, first-, second-, and third-generation inhibitors, modulators, membrane partitioning, transporter
binding, transport kinetics.

INTRODUCTION cells at the blood-brain barrier sites [26]. High expression
levels are also found in cancers [27]. In a given tissue the
expression level of P-gp and other efflux transporters can
vary depending on genetic predisposition [28], age [29], diet
and medication [30, 31]. Cells which express the MDR
phenotype can over-express P-gp after exposure to a single
agent (e.g. cytotoxic anticancer drugs, certain antibiotics or
food components, with characteristic H-bond acceptor
patterns) [32] or to physical stress, such as X-ray [33], UV
light irradiation [34] and heat shock [35]. As a result cells
become resistant not only to the resistance-inducing
compound, but to all other compounds that are substrates for
the efflux transporters being overexpressed. This
phenomenon called MDR hampers chemotherapy of cells or
tissues protected by efflux transporters.

ATP binding cassette, ABC, efflux transporters are
phylogenetically old proteins, which are present in
prokaryotes [1, 2] and eukaryotes [3-5]. They protect cells
against a wide variety of chemically unrelated toxins and
drugs, which can cross the cell membrane by passive
diffusion in the absence of transporters.

The first drug efflux pumps found to contribute to
multidrug resistance, MDR, were P-glycoprotein, P-gp, in
cancer cells [6] and a tetracycline exporting transporter in E.
coli [7]. The same stimuli that induce MDR in humans also
induce multidrug resistance in bacteria, parasites, and fungi,
which express efflux transporter related to P-gp. MDR is a
matter of growing concern not only in chemotherapy of
cancers [8], but also in chemotherapy of epilepsy [9],
bacterial [10], parasitic [11] and fungal [12] diseases. To date, most strategies for reversing MDR have focused

on modulation or inhibition of P-gp activity [13, 27], which
can be achieved by (i) an inhibition of ATP binding, ATP
hydrolysis or coupling of ATP hydrolysis to the
translocation of substrates (e.g. azido-ATP, NBD chloride)
[36, 37], (ii) inhibition of conformational changes required
for drug extrusion via antibody binding to certain
extracellular loops of the transporter (e.g. antibodies MRK-
16 and UIC2) [38-40], and (iii) by non-competitive or
competitive inhibition of P-gp achieved by direct interaction
of a compound with one or more binding sites on P-gp (cf.
e.g. [41]).

Since P-gp is the best investigated representative of this
class of transporters (for review see [13]) it will serve as a
model for other efflux transporters of lipid soluble
compounds. P-gp binds its substrates in the cytosolic
membrane leaflet [14] most likely via H-bond formation [15]
and moves them to the extracellular leaflet [16] or to the
extracellular aqueous environment [17] at the expense of one
[18-20] to two [21] molecules of ATP. Since re-equilibration
of drugs between the extracellular solution and the outer
membrane leaflet is fast an unambiguous differentiation
between a flip-flop [22] and a transport mechanism [23] is
difficult. In the absence of exogeneous substrates P-gp
shows basal activity which may be due either to uncoupled
ATPase activity [24], or to the transport of endogeneous
substrates e.g. lipids [25].

Non-competitive and competitive modulators and
inhibitors of P-gp are in clinical trial (cf. Table 2) and are
co-administered with the therapeutically relevant drug to
prevent or reduce an export of the latter. The first
compounds found to act as modulators were commonly used
drugs (first-generation inhibitors) belonging to many
different therapeutic categories [41-45]. In general, these
drugs are substrates at low concentrations and modulators at
high concentrations [46, 47]. Since they have other
therapeutic targets than P-gp they can show severe side
effects at the high concentrations required for modulation. A
second generation of modulators and inhibitors has therefore
been designed based on stereoisomers and analogs of first-
generation inhibitors. They have no therapeutic targets other
than P-gp and are thus more selective and less toxic.

The expression level of P-gp is high in tissues with
protective barrier functions such as the brush border of the
proximal tubules of the kidney, the bile canicular membrane
of hepatocytes, the apical membrane of mucosal cells in the
intestine, the luminal surface of the secretory epithelium of
the gravid uterus and the luminal membrane of endothelial
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Second-generation modulators and the most efficient
first-generation modulators like e.g. PSC 833 and
cyclosporin A, respectively, show, however,
pharmacokinetic interactions with other drugs [48]. This is
due to the fact that these compounds also reduce the activity
of cytochrome P450, which shares overlapping substrate
specificity with P-gp [49], and in turn enhance the general
toxicity of co-administered drugs (e.g. anticancer drugs).

On this background it is possible to analyze the different
mechanisms of modulation and inhibition of P-gp.

THERMODYNAMIC AND KINETIC ASPECTS OF
DRUG-TRANSPORTER INTERACTIONS

P-gp-ATPase Activation and the Apparent Affinity to the
Transporter. Drug-induced P-gp-ATPase activation is the
basic process to be analyzed for an understanding of
modulation and inhibition of P-gp. Drug-induced P-gp
activation has been measured in inside-out cellular vesicles
of MDR1 transfected cells either by monitoring the rate of
inorganic phosphate release [41, 46, 55] or the rate of NADH
production [56] as a function of drug concentration. In
living, MDR1-transfected cells P-gp-ATPase activation has
been measured by monitoring the ExtraCellular Acidification
Rate, ECAR [47]. Transporter activation leads to an increase
in cellular metabolism, which can be monitored as increase
in the extracellular acidification rate with a Cytosensor®

Microphysiometer [57]. The rate of phosphate release and the
ECAR show the same bell-shaped dependence on the
logarithm of drug concentration, with an increase above
basal values at intermediate concentrations and a decrease at
high concentrations, respectively (Fig. 1). The fact that most
drugs first enhance and then reduce basal activation of P-gp
depending on the concentration applied, bears interesting
aspects for P-gp modulation. It may also explain

A third generation of inhibitors with enhanced
selectivity, limited toxicity as well as limited
pharmacokinetic interactions with other drugs [50, 51] is
now in clinical trial. Recently, it has been realized that
detergent-like compounds, which are often used as solubility
enhancers can also modulate P-gp ([52-54], Nervi and
Seelig, in preparation).

To develop safe and efficient inhibitors, the reversal
mechanisms must be understood. The analysis of the
reversal mechanisms is complicated not only by the fact that
efflux transporters interact with structurally diverse
compounds but also by the fact that substrates, modulators
and inhibitors of P-gp and related transporters are bound
from the lipid membrane and not from the aqueous phase.
The aim of this review is to contribute to the understanding
of MDR reversal by means of a physical chemical
characterization of modulators and inhibitors. To this
purpose the thermodynamic and kinetic aspects of drug-
membrane and drug-transporter interactions are discussed.

Fig. (1). P-gp-ATPase activation profiles obtained by measurements of extracellular acidification rates in living cells by means of a
Cytosensor® Microphysiometer: Cyclosporin A (n), diltiazem (�), progesterone (♦), trifluoperazine (▲) and verapamil (Ο) in LLC-
MDR1 cells. The solid or dashed lines correspond to modified Michaelis-Menten kinetics assuming activation with one and
inhibition with two molecules bound according to eq. (2). Symbols represent an average value of n = 3-5 parallel measurements made
with one single cell preparation. Adapted from [47].
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inconsistencies in the classification of drugs with respect to
their modifying action.

Under steady state conditions the inverse of the
concentrations of half-maximum (1/K1) and half-minimum
activation (1/K2) correspond to the affinities, Ktw and Ktw2
of the substrate from water to the first and the second
binding site of the transporter, respectively (1/K1 ~ Ktw and
1/K2 ~ Ktw2), provided the catalytic steps are slow. At low
drug concentrations CSaq eq. (2) simplifies to a Michaelis-
Menten equation where K1 corresponds to Km, the
Michaelis-Menten constant, and 1/Km corresponds to the
binding constant of the substrate from water to the
transporter, Ktw.

From thermodynamic and kinetic points of view
substrates, modulators, and inhibitors can be treated alike. In
the following we will therefore only discuss substrates if not
otherwise required.

The rate of phosphate release [46] and the rate of
extracellular acidification [47] have been analyzed
quantitatively by means of a modified Michaelis-Menten
equation, assuming first activation when only one substrate
molecule, St, is bound, and inhibition when two substrate
molecules, St2, are bound to the transporter, T. This is
described in the following scheme

Since P-gp and related transporters bind their substrates
when they are inserted into the lipid phase, the transporter-
binding step is preceded by a lipid-partitioning step as
shown in scheme (1), i.e. first step on the left. The lipid-
water partition coefficient is given by (k0/k-0) = Klw (for
units cf. Table 1). The binding constant of the substrate
from water to the transporter Ktw = (1/K1) can thus be
considered as the product of the lipid-water partition
coefficient, Klw, of the substrate and its binding constant
from lipid to the transporter, Ktl

k1
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where Saq and Sl are the substrates in the aqueous and the
lipid phase, respectively, T(ATP)St and T(ATP)St2 are
transporter-ATP complexes with one, St, and two substrate
molecules, St2, bound, respectively, T(ADP) is the
transporter-ADP complex, Pi the inorganic phosphate, H+,
the proton released upon ATP hydrolysis, and Srel, the
substrate molecule released extracellularly. The parameters
k1, k -1, k2, and k-2 are the rate constants of the first and the
second substrate binding step, and k' and k" the rate
constants of the catalytic steps. Based on the above
mechanism the rate equation for ATP hydrolysis can be
written as

Ktw = Klw ⋅ Ktl. (3)

The free energy of substrate binding from water to the
transporter, ∆Gtw, can in turn be considered as sum of the
free energy of substrate partitioning from water into the lipid
membrane, ∆Glw, and the free energy of substrate binding
from lipid to the transporter, ∆Gtl

∆Gtw = ∆Glw + ∆Gtl. (4)

The free energy of substrate binding from water to the
transporter, ∆Gtw, (or apparent affinity to the transporter) is
defined asK1K2V0+K2V1CSaq+V2CS aq

2
VSa q = ,

K1K2+K2CSa q+CSaq
2 (2) ∆Gtw = - RTlnCwKtw ≅ RTCwlnK1, (5)

where Cw is the concentration of water (55.5 mol/L at 25 °C)
[58] (cf. Table. 1). The free energy of substrate binding from
water to the lipid membrane is defined as

where VSaq is the rate of Pi release or of extracellular
acidification as a function of the substrate concentration in
solution, CSaq. V0 is the basal activity of P-gp-ATPase in
the absence of substrate, V1 is the maximum transporter
activity (if only activation occurred) and V2 is the minimum
activity at infinite substrate concentration, K1 is the
dissociation constant of the first substrate binding site. At a
substrate concentration CSaq = K1, half-maximum binding
of the first binding site is reached. K2 is the dissociation
constant of the second substrate binding site. At a substrate
concentration CSaq = K2, half-maximum binding of the
second binding site is reached.

∆Glw = -RTlnCwKlw. (6)

In contrast to previous assumptions [59, 60], the free
energy of substrate binding from lipid to the transporter,
∆Gtl, cannot be measured directly, since membrane
partitioning and receptor binding are tightly coupled
processes and membrane partitioning cannot be saturated.
However, the free energy of substrate binding from the lipid
phase to the transporter, ∆Gtl can be estimated from ∆Gtw
(eq. (4)) if the lipid - water partition coefficient, Klw, and

Table 1. Units of Partition Coefficients

Membrane or membrane mimicking system Binding constant or partition coefficient CSm CSaq

Lipid vesicles Klw [M
-1] [mol/mol] [mol/liter]

Lipid vesicles γlw [dimensionless] [mol/volume] [mol/volume]

Lipid vesicles K [dimensionless] [mol/mol] [mol/mol]

Hexane - water γhw [dimensionless] [mol/volume] [mol/volume]

Octanol - water Pow [dimensionless] [mol/volume] [mol/volume]

Air - water interface Kaw [M
-1]  - [mol/liter]
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∆Glw (eq. (6)) can be determined by an independent
measurement.

Figure 2 shows the surface pressure, π, as a function of
verapamil concentration (π-log C plot). From such a curve
the air-water partition coefficient Kaw, and the cross-
sectional area, AD, of the molecule can be determined.
Knowledge of the two parameters allows estimation of the
lipid-water partition coefficient, Klw according to [62]

Estimation of the Free Energy of Membrane
Partitioning, ∆Glw. Lipid-water partition coefficients, Klw,
cannot be measured in intact cells and therefore, appropriate
membrane-mimicking or membrane model systems,
respectively, are used. Best known in pharmaceutical
sciences is the octanol-water partition coefficient [61]. The
dielectric constant of octanol (ε ≅ 10) is intermediate
between that of the polar head group region (ε ≅ 30) and that
of the hydrophobic core region (ε ≅ 2) of lipid bilayers.
Hydrocarbons such as hexane and hexadecane have also been
used (ε ≅ 2) to measure partition coefficient. Hexane and
octanol are, however, isotropic solvents; the lipid
membrane, on the other hand, is an anisotropic liquid crystal
with a well-defined short-range order. Compared to an
organic solvent, model systems that induce anisotropic
ordering of drug molecules are hence better suited to reflect
the situation in a real membrane. Such model systems are
either pure lipid bilayers or, perhaps surprisingly, the air-
water interface. The latter forces amphiphilic molecules into
an orientation in which the polar head groups are in the
water phase, while the non-polar groups are aligned parallel
in a medium of low polarity (air with ε ≅ 1).

Klw Kaw= . e-π A
D / kT ,M

      (7)

where πM is the lateral packing density of the membrane.
The basic difference between the air-water and the lipid-water
interface is the packing density of the molecules involved.
At the air-water interface the drug molecules aggregate
spontaneously according to the concentration in solution. At
the lipid-water interface the drug molecules penetrate
between an already ordered layer of lipid molecules, which
requires the energy πMAD/kT [63]. The advantage of this
approach is that it allows an estimate of the lipid-water
partition coefficient for any membrane packing density. The
latter can differ between different types of membranes.

The lateral packing density was determined as πM = 32 ±
1 mN/m for planar bilayers formed by 1-palmitoy-2-oleoyl-
sn-3- phosphatidylcholine, POPC [64], which is the most
abundant lipid in natural membranes, as πM = 30 ± 1 mN/m
for bilayers of dimyristoyl phosphatidylcholine, DMPC
[65], and as πM = 35 ± 2 mN/m for erythrocyte membranes
[66]. High expression levels of P-gp were suggested to
correlate with elevated levels of cholesterol and
glycosphingolipids [67], which both increase the membrane

Since all substrates and modulators and all membrane
partitioning inhibitors of P-gp are surface-active compounds
the air-water interface provides an ideal membrane
mimicking system (for details cf. appendix).

Fig. (2). Surface pressure as a function of verapamil concentration measured in 50 mM Tris/HCl at pH 8.0 (containing 114 mM NaCl)
(π-log C plot) at room temperature. The solid line is the fit to the Szyszkowski equation, the air-water partition coefficient is Kaw =
1·105 M-1. The π-log C plot moreover yields the cross-sectional area of the molecule, AD, the critical micelle concentration, CMC, and
at high concentrations the solubility limit (not shown).
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packing density. In the following we consider a membrane
packing density, πM = 30 mN/m as lower and πM = 40
mN/m as upper limit.

and its transporter is strongly determined by the dielectric
constant of the local environment in which the molecular
encounter takes place [15]. In a lipid environment van der
Waals interactions are less pronounced than in an aqueous
environment, while electrostatic or dipolar interactions are
enhanced up to forty-fold (according to Coulomb’s law) due
to the low dielectric constant, ε ≅ 2, of the hydrophobic
membranes core region. As a result, weak electrostatic
interactions e.g. between the π-electrons of an aromatic ring
and a cation [70] or H-bond interactions, which can be
considered as dipole-dipole interactions may come into play.
The relevance of H-bond formation for substrate recognition
and binding is supported by the finding of specific H-bond
acceptor patterns (called type I and type II units) (cf. Figure
legend 3) [32] in substrates and a high density of H-bond
donor groups in the transmembrane sequences of P-gp [71].

Estimation of the Free Energy of Binding from Lipid to
the Transporter, ∆Gtl. The free energy of substrate binding
from water to P-gp has been determined as ∆Gtw ~ - 27 to -
56 kJ/mole using K1 values published previously [47], the
free energy of membrane partitioning was determined from
surface activity measurements [68] using a membrane
packing density of 30 mN/m as ∆Glw ~ - 16 to - 39
kJ/mole, and the free energy of binding to the transporter as
∆Gtl ~ - 11 to - 17 kJ/mole [15]. The free energy of
membrane partitioning, ∆Glw, is generally more negative
than the free energy of binding to the transporter, ∆Gtl.
Therefore the membrane partitioning appears to be the most
important step in the overall process. Only for very
hydrophilic but efficient substrates the two free energies are
in a similar range (∆Glw ~ ∆Gtl). If either ∆Glw or ∆Gtl
approach zero a compound will not interact with P-gp.

The free energy of substrate binding from the lipid
bilayer to the transporter P-gp, ∆Gtl, was therefore suggested
to be the sum of the free energies resulting from H-bond
formation between H-bond acceptor groups in the drug and
H-bond donor groups in the transmembrane sequences of the
transporter,

The present analysis suggests that Km (should increase
with increasing packing density of the membrane. This has
indeed been demonstrated by functionally reconstituting P-
gp in lipid bilayers of different composition [69].

∆Gtl≈∑
i

∆GHi.. (8)Substrate-Transporter Interactions Based on H-bond
Formation? The nature of the interaction between a substrate

Fig. (3). H-bond acceptor patterns observed in P-glycoprotein substrates. Type I units: patterns formed by electron donor pairs with a
spatial separation of 2.5 ± 0.3 Å. Type II units: patterns formed either by three electron donor groups with a spatial separation of the
outer two electron donor groups of 4.6 ± 0.6 Å, or by two electron donor groups with a spatial separation of 4.6 ± 0.6 Å. A denotes a H-
bonding acceptor group (electron donor group) and the numbers in brackets indicate the first and the nth atom with a free electron
pair. Type I units are present in all substrates and type II units are present in all inducers of P-gp overexpression and in many
substrates of P-gp. Adapted from [32].
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To test this assumption we divided the measured ∆Gtl by
the number of the relevant H-bond acceptor groups of a
given substrate and obtained an average free energy per H-
bond of ∆GHi = -5 to -10 kJ/mole (Gatlik-Landwojtowicz,
Seelig, in preparation). Since the number of H-bonds formed
simultaneously may have been overestimated, this result
must be considered as a lower limit. It is consistent with
values quoted in the literature for weak H-bonds [72].

LLC cells as a function of the estimated total free energy of
H-bond formation between the substrates and the transporter
(given in arbitrary H-bond units [EUH]) [15]. For small
substrates with a low affinity to the transporter (low value of
arbitrary H-bonding units [EUH] corresponding to low ∆Gtl)
the maximum rate, V1, is high and the minimum rate, V2 is
low. The large difference between V1 and V2 is typical for
substrates, which show allosteric inhibition. As shown
previously [47] these effects are independent of K1 values.
With increasing affinity to the transporter and increasing
molecular size V1 decreases and V2 increases in an
exponential manner. We will use this plot below to classify
the substrates according to their free energy of interaction
with the transporter.

In contrast to classical approaches based on one single
“pharmacophore”, the present approach based on incremental
contributions of recognition sites is consistent with the
different binding affinities of substrates to the transporter
(for review see [73]).

Substrate-Transporter Interactions Determine the Rate
of ATP Hydrolysis. It is reasonable to assume that the
strength of drug-transporter interaction should influence the
rate of ATPase activation. To further test the H-bond
hypothesis we therefore plotted (Fig. 4) the extracellular
acidification rates V1 and V2 measured in MDR1 transfected

Surface Activity Measurements Provide an Estimate of
∆Gtw (or K1). The surface activity was measured for a
number of substrates at pH 8. This pH was chosen to
account for the pKa shift of drugs upon insertion into the
lipid membrane [74]. A plot of the logarithm of the inverse
of the concentration of half-maximum P-gp activation (1/Km

Fig. (4). Influence of the H-bonding energy per substrate on the rate of ATPase activation as determined by measurement of the
extracellular acidification rate of intact MDR-transfected pig kidney cells [47]. The maximum, V1, (minimum, V2) rate of extracellular
acidification given as fold of the basal extracellular acidification rate is plotted as a function of the H-bonding energy for
amitriptyline (1), cyclosporin A (2), diltiazem (3), progesterone (4), trifluoperazine (5), verapamil (6), and vinblastine (7). It is
assumed that the interaction between substrates and the transporter, ∆Gtl, within the lipid membrane is due to H-bond interactions
( ∆Gtl ≈∑

i ∆GHi ). Oxygen containing H-bond acceptors (>C=O, -OR) were assumed to contribute one H-bonding energy unit (EUH = 1).
Nitrogen has a similar H-bonding strength as oxygen. However, since it often appears in close proximity to oxygen (e.g. cyclosporin
A) which reduces its electron donor strength, half the H- bonding energy value (EUH = 0.5) was attributed to nitrogen. For simplicity
the same value was also attributed to sulfur- and fluorine-containing groups (-SR, -CF) as well as to the phenyl group (-C6H5),
although the electron donor strength of the latter two may be overestimated. The solid lines are exponential curves to guide the eye.
(L), (I), and (H) represent classes of compounds with a low, an intermediate and a high binding affinity to the transporter, respectively.
The classification is arbitrary.
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Fig. (5). A: Enhancement of doxorubicin cytotoxicity in LoVo-resistant cells by verapamil and analogues adapted from Toffoli et al.
[76]. The results are expressed as fold increase in cytotoxicity represented by the ratio of doxorubicin IC50  in the absence and
presence of verapamil and analogues. The verapamil concentrations used were the minimal cytotoxic concentrations (IC20 ). The
compounds are: verapamil (1), R-verapamil (2), nor-verapamil (3), gallopamil (4), LU46605 (5), devapamil (6), LU46324 (7),
LU43918 (8), LU49667 (9), emopamil (10), S-anipamil (11), R-anipamil (12), LU49940 (13), LU48895 (14), LU51903 (15). The
inhibitory potency of verapamil and analogues as predicted on the basis of the potential H-bonding energy given in arbitrary energy
units, EUH. Adapted from [68]. B: Inhibition of calcein-AM export (monitored by calcein formation) in isolated porcine brain
capillary endothelial cells after incubation of the cells with 5 mM of P-gp modulators (adapted from [75, 86]) plotted versus H-
bonding energy (EUH). Compounds are: cyclosporin A (1), PSC 833 (2), ivermectin (3), ritonavir (4), nicardipine (5), saquinavir (6),
morphine (7), loperamide (8), chinidine (9), verapamil (10), cortisol (11), erythromycin (12), digoxin (13), clozapine (14), yohimbin
(15). The solid lines are fits to a saturation isotherm. Open symbols represent compounds which have a reduced tendency to partition
into the lipid membrane and were therefore not included in the fits, e.g. compound (5) which carries two cationic groups and
compounds (13), (14), (15) which most likely form micelles in panel A; and compounds (11), (12) and (13) which exhibit low air-
water partition coefficients, Kaw, and/or a large cross-sectional areas, AD, (cf. eq. (7)) in panel B.

~ Ktw) (which is proportional to ∆Gtw) as a function of
logarithm of the air-water partition coefficients, Kaw (which

Kaw · Km ≈ 1

which is equivalent to
is proportional to ∆Gaw) reveals a linear correlation (m =
0.94 ± 0.09, R = 0.96) of the form [68] ∆Gaw ≅ ∆Gtw.  (9)



142    Mini-Reviews in Medicinal Chemistry, 2005, Vol. 5, No. 2 Seelig and Landwojtowicz

Rewriting eq. (7) in a logarithmic form and combining it
with eq. (6) shows that the free energy of partitioning into
the lipid-water interface, ∆Glw, corresponds to the free
energy of partitioning into the air-water interface, ∆Gaw,
plus the additional work to penetrate into the bilayer

the size as such but rather the concomitant increase in the
probability to find interactive groups determines the
substrate-transporter interaction within the membrane. For
the substrates investigated this is indeed supported by the
finding of a direct correlation between the free energy of H-
bond formation given in arbitrary units [EUH] and the cross-
sectional area, AD.

∆Glw = ∆Gaw +  πMNAAD (10)

Combining the experimental result given in eq. (9) with
equation (4) and (10) leads to the following approximation Competition Assays. The inhibition constant Ki, is

inversely related to the binding affinity to the transporter. In
the frame of the H-bond concept this would mean that the
inhibition constant decreases with the potential of the
compound to form H-bonds with the transporter. This effect
is illustrated in (Fig. 5), which displays two types of
competition assays [15], a calcein-AM assay (A) [75] and a
cytotoxicity assay (B) [76]. Figure 5A and B show that the
interaction of a drug with the transporter can be well
predicted on the basis of H-bond interactions provided the
membrane concentration of drugs is sufficiently high.

∆Gtw ≅ ∆Gaw = ∆Glw - πMNAAD (11)

or

∆Gtl ≅ - πMNAAD. (12)

Eq. (12) suggests a correlation between the cross-
sectional area, AD, of the compound and the free energy of
binding to the transporter, ∆Gtl. A correlation between
molecular size and the rate of ATP hydrolysis has been
observed previously [45]. However, it seems likely that not

Fig. (6). Passive influx, Φ, and active efflux, -V1, both given in [molecules·s-1·cell -1] are plotted as a function of the cross-sectional
area, AD. Influx is calculated for hypothetical non-electrolytes with increasing cross-sectional areas, AD, an air-water-partition
coefficient, Kaw = 100 M-1, two different drug concentrations, C = 0.01 µM (circles) and 1 µM (triangles) and two different packing
densities πM = 30 mN/m (open symbols) and πM = 40 mN/m (solid symbols) (where the higher packing density most likely reflects
that of cells with a high expression levels of P-gp). The viscosity was η = 1 poise, and the bilayer thickness ∆x = 50 Å. The surface
area of cells was chosen as Acell = 2.27·10-7 cm2, where 20 % of this area was assumed to be a pure lipid bilayer. The V1 data given were
obtained by means of a Cytosensor® in MDR1-transfected LLC cells [47]. Numbers correspond to those in Fig. (4). The maximum rate
of effective transport out of the cell is assumed to correlate with ATPase activation.
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Fig. (7). contd.....

B: Second generation inhibitors

Gallopamil

N*

N*

O
*

*
O

O
*

*
O

O
*

PSC833

N*
N*

N*

H
N

N*

O*

O*
*O

O*

O*

O*

N
H

H
N

N*

H
N

O

O*

O

O

N*

O*

O*
*N

Ro11-2933

*O

O
*N

*S S*

TMBY trimethoxybenzoylyohimbine

N
H

N

*O

*O
*
O

O*

H

H

H*
O

O*

O*

Verapamil (R)

N*

N*

O
*

*
O

O
*

*
O R

VX-710

*O

O

O

N*

O
*

N

N

O

*O
*O

H*

*

C: Third generation  inhibitors

GF120918

N
H

N
H

N

*
O

O
*

O

OCH3 O

LY335979

N*N*

*
O

H
O

*N *

* F

F

H

H



Inhibitors of Multidrug Efflux Transporters Mini-Reviews in Medicinal Chemistry, 2005, Vol. 5, No. 2    145

Fig. (7). contd.....

C: Third generation  inhibitors
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Fig. (7). Inhibitors and modulators of P-glycoprotein. The H-bond acceptors in possible type I and type II units are indicated by stars.

Net Transport by P-gp. Net transport out of the cell, J,
is the sum of passive influx into the cell, Φ [77-79] and
active efflux out of the cell, (-VSaq), where the latter is
related to the rate of ATP hydrolysis (eq. (2))

J = Φ - VSaq. (13)

The influx, Φ, is given by the product of the
permeability coefficient, P, and the gradient between the
extracellular and the intracellular drug concentration, ∆C. If
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only the initial phase of drug application is considered, the
intracellular drug concentration is negligible, and the
expression of the flux simplifies to

(low V2 values) as seen in (Fig. 4). In terms of a two-site
binding model [46, 47] inhibition or modulation arises if a
second allosteric binding site is occupied. These molecules
have a low affinity to the transporter. Since they are small
they are able to occupy the two discrete binding sites. Due
to their rather small cross-sectional areas (AD < 60 Å2) the
influx, Φ, can be orders of magnitude higher than the rate of
active efflux, V, especially, if compounds are applied at the
high concentrations required for inhibition (Fig. 5). The
compounds were originally developed for other therapeutic
indications than P-gp and therefore the high concentrations
required for modulation or inhibition can be toxic [80].

Φ = CSaq · P, (14)

where CSaq is the extracellular aqueous drug concentration
(details are discussed in Gatlik-Landwojtowicz, Seelig, in
preparation).

Figure 6 displays a comparison of the passive influx, Φ,
and active efflux, V1 as a function of the molecular cross-
sectional area, AD. The data for active export, V1,
correspond to the data given in (Fig. 4), which were
measured for a series of compounds (electrolytes and non-
electrolytes) in MDR1 transfected LLC cells [47]. The
influx, Φ, was calculated for a hypothetical set of non-
electrolytes with increasing cross-sectional areas, AD, and a
constant air-water partition coefficient, Kaw = 102 M-1 at
two different membrane packing densities (πM = 30 mN/m
and πM = 40 mN/m) and two different concentrations (CSaq
= 0.01µM and 1µM). The membrane thickness and the
viscosity. were chosen as ∆x = 50 Å, and, η = 1 poise,
respectively.

Class (I) comprises compounds such as verapamil. These
compounds also reduce the rate of activation at high
concentrations, however, to a lesser extent than compounds
of class (L) (cf. Fig. 4). However, they exhibit higher
affinities to the transporter due to the higher number of H-
bond acceptor groups (Fig. 5) and in addition higher lipid-
water partition coefficients, Klw, the concentrations of half-
maximum activation/inhibition, K1, 2 are therefore lower and
the compounds are thus more potent. Moreover, they exhibit
larger cross-sectional areas, AD, and therefore efflux, Φ, is
somewhat smaller. Nevertheless, verapamil still shows toxic
side effects at the high concentrations required for inhibition
of P-gp.

For molecules with small cross-sectional areas (AD ~ 50
Å2) the rate of passive influx, Φ, is orders of magnitude
higher than the rate of active efflux, V1, (at least at high
concentrations) and therefore no net transport is observed
despite the fact that ATPase activation and thus effective
transport is high. In contrast, for molecules with large cross-
sectional areas (AD > 80 Å2) the rate of passive influx, Φ is
lower than the rate of active efflux, V1, and as a
consequence, net transport is observed. Figure 6 moreover
demonstrates that the influx, Φ, decreases with increasing
membrane packing density, πM, which leads to a
concomitant increase in net transport. It is interesting to note
that high expression levels of P-gp seem to correlate with
elevated levels of cholesterol and glycosphingolipids [67],
which both increase the membrane packing density. This
suggests a synergistic role of the lipid bilayer for net
transport by P-gp.

Class (H) comprises even larger compounds (AD > 100
Å2) with a higher number of H-bond acceptor patterns.
Compounds with this high potential to form H-bonds (e.g.
cyclosporin A) can bind efficiently to the transporter. Most
likely they occupy a large proportion of the binding sites in
the transporter and therefore act as competitive inhibitors (cf.
Fig. 3 in [68], data adapted from [41]). They slow down the
rate of P-gp ATPase activation even at low concentrations.
Since these compounds have large cross-sectional areas, AD,
influx is low (Fig. 6) and P-gp can cope with influx to keep
the drug out of cells.

The drawback of compounds of class (H), and to some
extent also of those of class (I), is their influence on the
pharmacokinetics and biodistribution of anticancer drugs.
Compounds with a higher number of type I and type II units
not only have a higher affinity to P-gp but also to other
transporters and to the metabolizing proteins like e.g.
cytochrome P450 (and especially P450 3A) [49, 81] due to
overlapping substrate specificities. A compound with a high
affinity to these proteins thus prevents metabolism of the co-
administered anticancer drugs and increases their systemic
toxicity.

MODULATORS AND INHIBITORS

A representative selection of first-, second- and third-
generation modulators and inhibitors is shown in (Fig. 7)
and (Table 2). Their interaction with P-gp will be discussed
in the frame of the above discussion. The compounds were
arbitrarily divided in three classes with a low (EUH ≤ 3)
(class (L)), an intermediate (3 <EUH <6) (class (I)), and a
high potential to form H-bonds with the transporter, ∆Gtl
(EUH ≥ 6) (class (H)) (cf. Fig. 4). To compensate for the fact
that Kaw and AD has not yet been measured for all inhibitors
the number of atoms in the extended main chain of the
molecule (column 8) and octanol-water partition coefficients
(log P values) (column 10) are given in Table 2. Columns
11-14 summarize drug interactions with proteins, such as P-
gp-ATPase activation, the interaction with MRP1, the
interaction with cytochrome P450 3A4, and pharmacokinetic
interactions with other drugs.

Second-Generation Modulators. Second-generation
modulators are essentially stereoisomers or analogs of first-
generation inhibitors e.g. verapamil and cyclosporin A.
Since they have no other targets than P-gp they are more
specific and less toxic. Like the parent compounds they
belong to class (I) and (H). Their influence on the
parmacokinetics and biodistribution of anticancer drugs lead
to the discontinuation of their development.

Third-Generation Inhibitors. Third-generation inhibitors
interact with P-gp by blocking the efflux of substrates in
vitro as well as in vivo. Only little experimental data is yet
available. With respect to H-bond acceptor patterns third-

First-Generation Modulators. First-generation modula-
tors comprise compounds of all three classes (L, I, H) (cf.
Table 2). Compounds of class (L) significantly reduce the
rate of ATPase activation if applied at high concentrations
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generation inhibitors (GF120918, LY335979, MS-209, OC-
144-093, R101933, S9788, XR9051, XR9576) belong to
class (L) or at most to the low range of class (I). In contrast
to compounds of class (L) and (I) from first- and second-
generation inhibitors they seem in general to inhibit P-gp
even at low concentrations. This suggests a high lipid-water
partition coefficient, Klw, which is supported by the
comparatively high octanol-water partition coefficients (log
P values).

likely adopt an extended conformation. This may render
transport or flip-flop more difficult. They further differ from
first- and second-generation modulators in that they exhibit a
distinctly higher number of H-bond donor groups (e.g.
secondary amino or amide groups) (cf. Table 2, column 7),
which generally seem not to interact with P-gp [32].
Interestingly, a non-competitive interaction was observed for
the third-generation inhibitor, XR9576 [83], which is in
agreement with the low H-bonding affinity of the
compound. Third-generation inhibitors appear to be well
tolerated in combination with anticancer drugs that are P-gp
substrates due to the lack of significant pharmacokinetic
interactions [48], which is also consistent with the relatively
low number of H-bond acceptor patterns.

A closer look at the structures of third-generation
inhibitors reveals that compounds are distinctly longer than
first-generation modulators with an average of 23 atoms in
the extended main chain as compared to up to 14 atoms for
first generation modulators. They are even longer than a
typical lipid molecule such as 1-palmitoyl-2-oleoyl-sn-
glycero-3-phosphocholine, which exhibits 16 plus ~ 4 atoms
(sn-1 fatty acyl chain plus ester linkage and glycerol
backbone) in an extended conformation perpendicular to the
bilayer surface taking into account that the sn-2 chain is bent
close to the membrane-water interface and that the head
group is oriented almost parallel to the bilayer surface [82].
The quotient of length of the main chain of the drug
molecule when inserted in the lipid membrane, LDM, and of
the length the lipid molecule, LL, is thus (LDM/LL) > 1.
Moreover, the H-bond acceptor patterns are surprisingly far
apart from each other (e.g. XR9051). In contrast to e.g.
verapamil, which most likely adopts a folded, amphiphilic
structure in the membrane, third-generation inhibitors often
show a rigidified tertiary amino group and therefore most

Detergent-Like Modulators.  Molecules such as
polyethylene oxides [53, 84] or pentylglycerol ([52]; Gatlik-
Landwojtowicz, Erdlenbruch, Seelig, in preparation) interact
with P-gp most likely also due to their H-bond acceptor
groups. The probability of type I unit formation e.g. in
polyethylene oxides is, however, low due to the high
flexibility of the molecule and therefore binding is less
efficient than in rigid type I units (Nervi and Seelig, in
preparation). Despite the high number of H-bond acceptor
groups in certain detergent-like modulators they therefore
rather belong to class (L) or (I). In addition to their
interaction with P-gp they also decrease the packing density
of membranes. This leads on one hand to an increase in the
lipid-water partition coefficient, Klw, and a concomitant
decrease in the concentration of half-maximum activation,

Table 3. Modulators and Inhibitors are Divided into Three Classes Exhibiting a Low (L), an Intermediate (I), or a High (H)
Potential to Interact with the Transporter

Physical-chemical
parameters (A)

Physical-chemical parameters (B)
influenced by parameters (A)

Class (L)
1st generation
Modulators

Class (L)
3rd  generation

Inhibitors

Class (I)
1st, 2nd  generation

Modulators

Class (H)
1st, 2nd  generation

Modulators

∆Gtl estimated EUH  ≤ 3 EUH ≤ 3 3 < EUH < 6 EUH ≥ 6

∆Gtl measured low low intermediate high

V1 (Vmax) high low / negligible intermediate low

V2 (Vmin) low intermediate high

Type of modulation, inhibition allosteric,
non-competitive

allosteric,
non-competitive

allosteric or
competitive

competitive

Effect on Pharmacokinetics low low intermediate high

∆Gtw measured
∆Glw measured

low high intermediate intermediate-high

K1 (Km) high low intermediate low

Potency low high intermediate high

AD small n.d. intermediate large

Flux, Φ into cell high n.d. moderate low

Net transport no or low no or low moderate high

(LDM / LL) < 1 > 1 < 1 < 1

Transport or
flip-flop

yes no yes yes
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K1, [85] and on the other hand to an increase in influx, Φ
(cf. Fig. 6). The two factors synergistically enhance
membrane permeation of drugs and thus reverse MDR. The
thermodynamic, kinetic, and structural parameters and their
effect on the properties of modulators and inhibitors are
summarized in Table 3.

seem unable to adopt a folded conformation and tend to be
longer than an average lipid molecule. There may thus exist
an upper length limit for transport by P-gp.
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Binding of a drug from water to the transporter occurs in
two steps, a partitioning step from water to the lipid
membrane, characterized by a lipid-water partition
coefficient, Klw, and a binding step from the lipid membrane
to the transporter, characterized by a binding constant, Ktl.
The binding constant, from water to the transporter, Ktw, can
thus be expressed as product of two individual binding
constants Klw and Ktl, and the free energy of binding, ∆Gtw,
as sum of two corresponding free energies, ∆Glw and ∆Gtl.
The free energies, ∆Gtw and ∆Glw can be determined
independently, which allows an estimate of the free energy
of binding from lipid to the transporter, ∆Gtl. The value of
∆Gtl obtained is consistent with a model in which the drug
interacts with the transporter primarily via H-bond formation
in type I and type II units ( ∆Gtl ≈ ∑

i
∆GHi ). The free energy of

membrane partitioning, ∆Glw, seems to be generally more
negative than the free energy of transporter binding and thus
determines the potency of the drug. The substrate-transporter
interaction characterized by ∆Gtl determines in turn the rate
of activation and the type of inhibition. Small values of
∆Gtl typically lead to allosteric, non-competitive interactions
while large values lead to competitive interactions.
Compounds, which show large negative ∆Gtl values for P-
gp are expected to also show large negative ∆Gtl values for
cytochrome P450, due to overlapping substrate specificities.
This leads to pharmacokinetic drug-drug interactions.

APPENDIX

Air-Water Partition Coefficient and Cross-Sectional
Area. After injection into an aqueous solution surface active
compounds partition between the bulk and the air-water
interface and thereby lower the surface tension of the aqueous
solution, γ 0, to a value, γ . The difference, π = γ 0-.γ , is
called the surface pressure and can be measured e.g. by
means of a Wilhelmy plate in a monolayer trough. The
interfacial adsorption as a function concentration is described
by the Gibbs adsorption isotherm

dγ = _ RTΓd In CSaq (15)

where RT is the thermal energy per mole, CSaq the bulk
concentration of the amphiphilic compound and Γ is the
excess surface concentration. The latter can be written as

A NAAS
Γ =

∆n
= 1

(16)

where ∆n is the surface excess of molecules in the interface,
A is the total area of the aqueous surface, NA is the
Avogadro constant and AS is the surface area requirement of
the compound at the air-water interface. In the absence of
electrostatic repulsion (e.g. at pH 8 for weak bases) As
corresponds to the cross-sectional area, AD, of the molecule.
A plot of π versus log CSaq yields a straight line as long as
Γ is constant. The surface adsorption process can also be
described by a Langmuir adsorption isotherm

Net transport, J, which is the sum of passive drug
influx, Φ, and active drug efflux, -VSaq (J = Φ – VSaq)
increases with increasing cross-sectional area, AD, and
increasing cationic charge (or pKa) of the drug and the
packing density of membrane, πM. For transport an upper
limit of the cross-sectional area, AD, and of the pKa value
has not yet been observed and may be set only by the energy
required for a compound to penetrate into the membrane and
to reach the site of interaction. Since P-gp does not transport
compounds with a negative charge a lower limit ~ pKa5 is
given. From all parameters determined, AD (which is not
necessarily identical with the molecular weight of the
compound) and the charge (or pKa) seem to be the
parameters, which ultimately determine whether or not a
compound will reach the cell.

Γ Γ8

KawCSa q

1 + KawCSa q
= . (17)

Here the excess surface concentration, Γ, is no longer
constant but increases with increasing bulk concentration,
CSaq, up to a limiting value, Γ 8 , where Kaw is the air-water
partition coefficient with the dimension [M -1].

An integral form of the Gibbs adsorption isotherm
combined with the Langmuir adsorption isotherm leads to
the Szyszkowski equation

π Γ 8= RTln (1 + KawCsaq) . (18)

Modulators of P-gp are at the same time substrates.
Those which exhibit a small negative free energy of
interaction with the transporter generally show allosteric
inhibition, and those which exhibit a large negative free
energy of interaction, competitive inhibition. If compounds
exhibit at the same time small cross-sectional areas they
reach the cytosol despite being transported. If they are large
they do not reach the cytosol (net transport). Inhibitors bind
to P-gp, without being transported. Strictly speaking this
seems to be true only for third-generation inhibitors which

Surface pressure, π, versus log CSaq plots were used to
determine AD from the quasi linear slope of the Gibbs
adsorption isotherm (eq. 15). Kaw was then determined by
means of the Szyszkowski equation (eq.18) using the cross-
sectional area of the molecule, AD, determined by means of
the Gibbs equation. Measurements of the surface pressure, π,
as a function of the drug concentration, CSaq moreover yield
the critical micelle concentration, CMC and the solubility
limit of the compound [62, 74].
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Partition Coefficients. The drug concentration in the
lipid bilayer or the membrane mimicking system, CSm, is
given by

[32] Seelig, A. Eur. J. Biochem., 1998, 251, 252-261.
[33] McClean, S.; Whelan, R.D.; Hosking, L.K.; Hodges, G.M.;

Thompson, F.H.; Meyers, M.B.; Schuurhuis, G.J.; Hill, B.T.
Biochim. Biophys. Acta, 1993, 1177, 117-126.

[34] Uchiumi, T.; Kohno, K.; Tanimura, H.; Matsuo, K.; Sato, S.;
Uchida, Y.; Kuwano, M. Cell Growth Differ., 1993, 4, 147-157.

CSm = CSaq .Klw, (19)

where CSaq is the drug concentration in aqueous solution
and the partition coefficient Klw quantifies drug partitioning
between the aqueous phase and the lipid bilayer (or the lipid
mimicking phase). Depending on the purpose of the
measurement the drug concentration in the membrane, CSm,
is given in mole fraction units [moles/mole lipid] or in
[moles/liter lipid]. The drug concentration in the aqueous
phase, CSaq, is generally given in [moles/liter] but mole
fraction units are also used. The resulting partition
coefficients are summarized in Table 1.

[35] Chin, K.V.; Tanaka, S.; Darlington, G.; Pastan, I.; Gottesman,
M.M. J. Biol. Chem., 1990, 265, 221-226.

[36] al-Shawi, M.K.; Senior, A.E. J. Biol. Chem., 1993, 268, 4197-
4206.

[37] al-Shawi, M.K.; Urbatsch, I.L.; Senior, A.E. J. Biol. Chem., 1994,
269, 8986-8992.

[38] Kokubu, N.; Cohen, D.; Watanabe, T. Biochem. Biophys. Res.
Commun., 1997, 230, 398-401.

[39] Mechetner, E.B.; Roninson, I.B. Proc. Natl. Acad. Sci. USA, 1992,
89, 5824-5828.

[40] Pearson, J.W.; Fogler, W.E.; Volker, K.; Usui, N.; Goldenberg,
S.K.; Gruys, E.; Riggs, C.W.; Komschlies, K.; Wiltrout, R.H.;
Tsuruo, T.; et al. J. Natl. Cancer Inst., 1991, 83, 1386-1391.

REFERENCES
[41] Litman, T.; Zeuthen, T.; Skovsgaard, T.; Stein, W.D. Biochim.

Biophys. Acta, 1997, 1361, 169-176.
[42] Avendano, C.; Menendez, J.C. Curr. Med. Chem., 2002, 9, 159-

193.[1] Putman, M.; van Veen, H.W.; Konings, W.N. Microbiol. Mol.
Biol. Rev., 2000, 64, 672-693. [43] Ford, J.M.; Bruggemann, E.P.; Pastan, I.; Gottesman, M.M.; Hait,

W.N. Cancer Res., 1990, 50, 1748-1756.[2] Holland, I.B.; Blight, M.A. J. Mol. Biol., 1999, 293, 381-399.
[44] Ford, J.M.; Hait, W.N. Cytotechnology, 1993, 12, 171-212.[3] Theodoulou, F.L. Biochim. Biophys. Acta, 2000, 1465, 79-103.
[45] Stein, W.D. Physiol Rev, 1997, 77, 545-590.[4] Gottesman, M.M.; Ambudkar, S.V. J Bioenerg. Biomembr., 2001,

33, 453-458. [46] Litman, T.; Zeuthen, T.; Skovsgaard, T.; Stein, W.D. Biochim.
Biophys. Acta, 1997, 1361, 159-168.[5] Borst, P.; Elferink, R.O. Annu. Rev. Biochem., 2002, 71, 537-592.

[47] Landwojtowicz, E.; Nervi, P.; Seelig, A. Biochemistry, 2002, 41,
8050-8057.

[6] Juliano, R.L.; Ling, V. Biochim. Biophys. Acta, 1976, 455, 152-
162.

[48] Lum, B.L.; Gosland, M.P. Hematol Oncol Clin. North. Am., 1995,
9, 319-336.

[7] McMurry, L.; Petrucci, R.E. Jr.; Levy, S.B. Proc. Natl. Acad. Sci.
USA, 1980, 77, 3974-3977.

[49] Schuetz, E.G.; Beck, W.T.; Schuetz, J.D. Mol. Pharmacol., 1996,
49, 311-318.

[8] Gottesman, M.M.; Fojo, T.; Bates, S.E. Nature Rev. Cancer, 2002,
2, 48-58.

[50] Dantzig, A.H.; de Alwis, D.P.; Burgess, M. Adv. Drug Deliv. Rev.,
2003, 55, 133-150.

[9] Tishler, D.M.; Weinberg, K.I.; Hinton, D.R.; Barbaro, N.; Annett,
G.M.; Raffel, C. Epilepsia, 1995, 36, 1-6.

[51] Krishna, R.; Mayer, L.D. Eur. J. Pharm. Sci., 2000, 11, 265-283.[10] Van Bambeke, F.; Balzi, E.; Tulkens, P.M. Biochem. Pharmacol.,
2000, 60, 457-470. [52] Erdlenbruch, B.; Jendrossek, V.; Eibl, H.; Lakomek, M. Exp.

Brain Res., 2000, 135, 417-422.[11] Borst, P.; Ouellette, M. Annu. Rev. Microbiol., 1995, 49, 427-460.
[53] Kabanov, A.V.; Batrakova, E.V.; Miller, D.W. Adv. Drug Deliv.

Rev., 2003, 55, 151-164.
[12] Wolfger, H.; Mamnun, Y.M.; Kuchler, K. Res. Microbiol., 2001,

152, 375-389.
[54] Bogman, K.; Erne-Brand, F.; Alsenz, J.; Drewe, J. J. Pharm. Sci.,

2003, 92, 1250-1261.
[13] Ambudkar, S.V.; Dey, S.; Hrycyna, C.A.; Ramachandra, M.;

Pastan, I.; Gottesman, M.M. Annu. Rev. Pharmacol. Toxicol.,
1999, 39, 361-398. [55] Litman, T.; Nielsen, D.; Skovsgaard, T.; Zeuthen, T.; Stein, W.D.

Biochim. Biophys. Acta, 1997, 1361, 147-158.[14] Raviv, Y.; Pollard, H.B.; Bruggemann, E.P.; Pastan, I.; Gottesman,
M.M. J. Biol. Chem., 1990, 265, 3975-3980. [56] Orlowski, S.; Mir, L.M.; Belehradek, J., Jr.; Garrigos, M.

Biochem. J., 1996, 317, 515-522.[15] Seelig, A.; Landwojtowicz, E.; Fischer, H.; Li Blatter, X. in Drug
BioAvailability/Estimation of Solubility, Permeability and
Absorption; L. Van der Waterbeemd, Arthurson, Ed. Wiley-VCH
Verlag GmbH 2003; 461-492.

[57] McConnell, H.M.; Owicki, J.C.; Parce, J.W.; Miller, D.L.; Baxter,
G.T.; Wada, H.G.; Pitchford, S. Science, 1992, 257, 1906-1912.

[58] Cantor, C.R.; Schimmel, P.R. Biophysical Chemistry: San
Francisco, 1980.[16] Chen, Y.; Pant, A.C.; Simon, S.M. Cancer Res., 2001, 61, 7763-

7769. [59] Doppenschmitt, S.; Langguth, P.; Regardh, C.G.; Andersson, T.B.;
Hilgendorf, C.; Spahn-Langguth, H. J. Pharmacol. Exp. Ther.,
1999, 288, 348-357.

[17] Shapiro, A.B.; Ling, V. Eur. J. Biochem., 1997, 250, 122-129.
[18] Eytan, G.D.; Regev, R.; Assaraf, Y.G. J. Biol. Chem., 1996, 271,

3172-3178. [60] Callaghan, R.; Berridge, G.; Ferry, D.R.; Higgins, C.F. Biochim.
Biophys. Acta, 1997, 1328, 109-124.[19] Shapiro, A.B.; Ling, V. Eur. J. Biochem., 1998, 254, 189-193.

[61] Van de Waterbeemd, H. in Drug BioAvailability/Estimation of
Solubility, Permeability and Absorption; L. Van der Waterbeemd,
Arthurson, Ed. Wiley-VCH Verlag GmbH 2003; 3-20.

[20] Urbatsch, I.L.; Tyndall, G.A.; Tombline, G.; Senior, A.E. J. Biol.
Chem., 2003, 2, 2.

[21] Sauna, Z.E.; Ambudkar, S.V. J. Biol. Chem., 2001, 276, 11653-
11661. [62] Fischer, H.; Gottschlich, R.; Seelig, A. J. Membr. Biol., 1998, 165,

201-211.[22] Higgins, C.F.; Gottesman, M.M. Trends Biochem. Sci., 1992, 17,
18-21. [63] Boguslavsky, V.; Rebecchi, M.; Morris, A.J.; Jhon, D.Y.; Rhee,

S.G.; McLaughlin, S. Biochemistry, 1994, 33, 3032-3037.[23] Gottesman, M.M.; Pastan, I. Annu. Rev. Biochem., 1993, 62, 385 -
427. [64] Seelig, A. Biochim. Biophys. Acta, 1987, 899, 196-204.

[65] Blume, A. Biochim. Biophys. Acta, 1979, 557, 32-44.[24] Krupka, R.M. J. Membr. Biol., 1999, 172, 129-143.
[66] Demel, R.A.; Geurts van Kessel, W.S.; Zwaal, R.F.; Roelofsen, B.;

van Deenen, L.L. Biochim. Biophys. Acta, 1975, 406, 97-107.
[25] Raggers, R.J.; Pomorski, T.; Holthuis, J.C.; Kalin, N.; van Meer, G.

Traffic, 2000, 1, 226-234.
[67] Lavie, Y.; Fiucci, G.; Czarny, M.; Liscovitch, M. Lipids, 1999, 34

Suppl., S57-63.
[26] Fromm, M.F. Int. J. Clin. Pharmacol. Ther., 2000, 38, 69-74.
[27] Sarkadi, B.; Muller, M. Semin. Cancer Biol., 1997, 8, 171-182.

[68] Seelig, A.; Landwojtowicz, E. Eur. J. Pharm. Sci., 2000b, 12, 31 -
40.

[28] Meyer, U.A.; Gut, J. Toxicology, 2002, 181-182, 463-466.
[29] Gupta, S. Drugs Aging, 1995, 7, 19-29.

[69] Romsicki, Y.; Sharom, F.J. Biochemistry, 1999, 38, 6887-6896.[30] Deferme, S.; Van Gelder, J.; Augustijns, P. J Pharm. Pharmacol.,
2002, 54, 1213-1219. [70] Zhong, W.; Gallivan, J.P.; Zhang, Y.; Li, L.; Lester, H.A.;

Dougherty, D.A. Proc. Natl. Acad. Sci. USA, 1998, 95, 12088-
12093.

[31] Takanaga, H.; Ohnishi, A.; Matsuo, H.; Sawada, Y. Biol. Pharm.
Bull., 1998, 21, 1062-1066.



Inhibitors of Multidrug Efflux Transporters Mini-Reviews in Medicinal Chemistry, 2005, Vol. 5, No. 2    151

[71] Seelig, A.; Blatter, X.L.; Wohnsland, F. Int J. Clin. Pharmacol.
Ther., 2000, 38, 111-121.

[100] Busse, D.; Cosme, J.; Beaune, P.; Kroemer, H.K.; Eichelbaum, M.
Naunyn. Schmiedebergs Arch. Pharmacol., 1995, 353, 116-121.

[72] Jeffrey, G.A. An Introduction to Hydrogen Bonding, Oxford
University Press: New York, Oxford, 1997.

[101] Mickisch, G.H.; Kossig, J.; Keilhauer, G.; Schlick, E.; Tschada,
R.K.; Alken, P.M. Cancer Res., 1990, 50, 3670-3674.

[73] Stouch, T.R.; Gudmundsson, O. Adv. Drug. Deliv. Rev., 2002, 54,
315-328.

[102] Motzer, R.J.; Lyn, P.; Fischer, P.; Lianes, P.; Ngo, R.L.; Cordon-
Cardo, C.; O'Brien, J.P. J. Clin .Oncol., 1995, 13, 1958-1965.

[74] Seelig, A.; Gottschlich, R.; Devant, R.M. Proc. Natl. Acad. Sci.
USA, 1994, 91, 68-72.

[103] Jansen, W.J.; Pinedo, H.M.; Kuiper, C.M.; Lincke, C.; Bamberger,
U.; Heckel, A.; Boven, E. Ann. Oncol., 1994, 5, 733-739.

[75] Fricker, G. in Pharmacokinetic challenges in drug discovery; O.
Pelkonen;A. Baumann and A. Reichel, Eds., Springer 2002; Vol.
37, pp. 139-154.

[104] Hofmann, J.; Ueberall, F.; Egle, A.; Grunicke, H. Int. J. Cancer,
1991, 47, 870-874.

[105] Hofmann, J.; Gekeler, V.; Ise, W.; Noller, A.; Mitterdorfer, J.;
Hofer, S.; Utz, I.; Gotwald, M.; Boer, R.; Glossmann, H.; et al.
Biochem. Pharmacol., 1995, 49, 603-609.

[76] Toffoli, G.; Simone, F.; Corona, G.; Raschack, M.; Cappelletto, B.;
Gigante, M.; Boiocchi, M. Biochem. Pharmacol., 1995, 50, 1245 -
1255. [106] Wang, E.; Lew, K.; Barecki, M.; Casciano, C.N.; Clement, R.P.;

Johnson, W.W. Chem. Res. Toxicol., 2001, 14, 1596-1603.[77] Hochman, J.H.; Yamazaki, M.; Ohe, T.; Lin, J.H. Curr. Drug
Metab., 2002, 3, 257-273. [107] Germann, U.A.; Shlyakhter, D.; Mason, V.S.; Zelle, R.E.; Duffy,

J.P.; Galullo, V.; Armistead, D.M.; Saunders, J.O.; Boger, J.;
Harding, M.W. Anticancer Drugs, 1997, 8, 125-140.

[78] Lentz, K.A.; Polli, J.W.; Wring, S.A.; Humphreys, J.E.; Polli, J.E.
Pharm. Res., 2000, 17, 1456-1460.

[79] Litman, T.; Druley, T.E.; Stein, W.D.; Bates, S.E. Cell Mol. Life
Sci., 2001, 58, 931-959.

[108] Rowinsky, E.K.; Smith, L.; Wang, Y.M.; Chaturvedi, P.; Villalona,
M.; Campbell, E.; Aylesworth, C.; Eckhardt, S.G.; Hammond, L.;
Kraynak, M.; Drengler, R.; Stephenson, J., Jr.; Harding, M.W.;
Von Hoff, D.D. J. Clin. Oncol., 1998, 16, 2964-2976.

[80] Starling, J.J.; Shepard, R.L.; Cao, J.; Law, K.L.; Norman, B.H.;
Kroin, J.S.; Ehlhardt, W.J.; Baughman, T.M.; Winter, M.A.; Bell,
M.G.; Shih, C.; Gruber, J.; Elmquist, W.F.; Dantzig, A.H. Adv.
Enzyme Regul., 1997, 37, 335-347.

[109] Shepard, R.L.; Winter, M.A.; Hsaio, S.C.; Pearce, H.L.; Beck,
W.T.; Dantzig, A.H. Biochem. Pharmacol., 1998, 56, 719-727.

[81] Wacher, V.J.; Wu, C.Y.; Benet, L.Z. Mol Carcinog, 1995, 13,
129-134.

[110] Twentyman, P.R.; Bleehen, N.M. Eur. J. Cancer, 1991, 27, 1639 -
1642.

[82] Seelig, A.; Seelig, J. in Encyclopedia of Physical Science and
Technology;Academic Press2002; Vol. 9, pp. 355-367.

[111] Lehne, G.; Morkrid, L.; den Boer, M.; Rugstad, H.E. Int. J. Clin.
Pharmacol. Ther., 2000, 38, 187-195.

[83] Martin, C.; Berridge, G.; Higgins, C.F.; Mistry, P.; Charlton, P.;
Callaghan, R. Mol. Pharmacol., 2000, 58, 624-632.

[112] Newman, M.J.; Rodarte, J.C.; Benbatoul, K.D.; Romano, S.J.;
Zhang, C.; Krane, S.; Moran, E.J.; Uyeda, R.T.; Dixon, R.; Guns,
E.S.; Mayer, L.D. Cancer Res., 2000, 60, 2964-2972.[84] Batrakova, E.V.; Li, S.; Alakhov, V.Y.; Miller, D.W.; Kabanov,

A.V. J. Pharmacol. Exp. Ther., 2003, 304, 845-854. [113] Guns, E.S.; Bullock, P.L.; Reimer, M.L.; Dixon, R.; Bally, M.;
Mayer, L.D. Eur. J. Drug Metab. Pharmacokinet., 2001, 26, 273 -
282.

[85] Lu, P.; Liu, R.; Sharom, F.J. Eur. J. Biochem., 2001, 268, 1687-
1697.

[86] Bauer, B.; Miller, D.S.; Fricker, G. Pharm. Res., 2003, 20, 1170 -
1176.

[114] Huet, S.; Chapey, C.; Robert, J. Eur. J. Cancer, 1993, 10, 1377-
1383.

[87] Leonard, G.D.; Polgar, O.; Bates, S.E. Curr. Opin. Investig. Drugs,
2002, 3, 1652-1659.

[115] Pierre, A.; Dunn, T.A.; Kraus-Berthier, L.; Leonce, S.; Saint-
Dizier, D.; Regnier, G.; Dhainaut, A.; Berlion, M.; Bizzari, J.P.;
Atassi, G. Invest. New. Drugs, 1992, 10, 137-148.[88] Syed, S.K.; Christopherson, R.I.; Roufogalis, B.D. Biochem. Mol.

Biol. Int., 1996, 39, 687-696. [116] Germann, U.A.; Ford, P.J.; Shlyakhter, D.; Mason, V.S.; Harding,
M.W. Anticancer Drugs, 1997, 8, 141-155.[89] Valoti, M.; Frosini, M.; Palmi, M.; De Matteis, F.; Sgaragli, G. J.

Pharm. Pharmacol., 1998, 50, 1005-1011. [117] Hyafil, F.; Vergely, C.; Du Vignaud, P.; Grand-Perret, T. Cancer
Res., 1993, 53, 4595-4602.[90] Yamazaki, H.; Shimada, T. Arch. Biochem. Biophys., 1997, 346,

161-169. [118] van Zuylen, L.; Sparreboom, A.; van der Gaast, A.; van der Burg,
M.E.; van Beurden, V.; Bol, C.J.; Woestenborghs, R.; Palmer,
P.A.; Verweij, J. Clin. Cancer Res., 2000, 6, 1365-1371.

[91] Ueda, K.; Okamura, N.; Hirai, M.; Tanigawara, Y.; Saeki, T.;
Kioka, N.; Komano, T.; Hori, R. J. Biol. Chem., 1992, 267, 24248 -
24252. [119] Dale, I.L.; Tuffley, W.; Callaghan, R.; Holmes, J.A.; Martin, K.;

Luscombe, M.; Mistry, P.; Ryder, H.; Stewart, A.J.; Charlton, P.;
Twentyman, P.R.; Bevan, P. Br. J. Cancer, 1998, 78, 885-892.

[92] Aebi, S.; Schnider, T.W.; Los, G.; Heath, D.D.; Darrah, D.;
Kirmani, S.; McClay, E.F.; D'Agostino, H.; Plaxe, S.C.; Fink, D.;
De las Alas, M.M.; Howell, S.B.; Christen, R.D. Cancer
Chemother. Pharmacol., 1999, 44, 259-265.

[120] Roe, M.; Folkes, A.; Ashworth, P.; Brumwell, J.; Chima, L.;
Hunjan, S.; Pretswell, I.; Dangerfield, W.; Ryder, H.; Charlton, P.
Bioorg. Med. Chem. Lett., 1999, 9, 595-600.[93] Essodaigui, M.; Frezard, F.; Moreira, E.S.; Dagger, F.; Garnier-

Suillerot, A. Mol. Biochem. Parasitol., 1999, 100, 73-84. [121] Mistry, P.; Stewart, A.J.; Dangerfield, W.; Okiji, S.; Liddle, C.;
Bootle, D.; Plumb, J.A.; Templeton, D.; Charlton, P. Cancer Res.,
2001, 61, 749-758.

[94] Hamada, H.; Tsuruo, T. Cancer. Res., 1988, 48, 4926-4932.
[95] Saeki, T.; Ueda, K.; Tanigawara, Y.; Hori, R.; Komano, T. FEBS

Lett., 1993, 324, 99-102. [122] Dantzig, A.H.; Shepard, R.L.; Cao, J.; Law, K.L.; Ehlhardt, W.J.;
Baughman, T.M.; Bumol, T.F.; Starling, J.J. Cancer Res., 1996, 56,
4171-4179.

[96] Hebert, M.F.; Lam, A.Y. Ann. Pharmacother., 1999, 33, 680-682.
[97] Yusa, K.; Tsuruo, T. Cancer Res., 1989, 49, 5002-5006.
[98] Hait, W.N.; Stein, J.M.; Koletsky, A.J.; Harding, M.W.;

Handschumacher, R.E. Cancer Commun., 1989, 1, 35-43.
[123] Slate, D.L.; Bruno, N.A.; Casey, S.M.; Zutshi, N.; Garvin, L.J.;

Wu, H.; Pfister, J.R. Anticancer Res., 1995, 15, 811-814.
[99] Abderrabi, M.; Marchal, S.; Merlin, J.L. Anticancer Drugs, 1996,

7, 430-436.
[124] Sato, W.; Fukazawa, N.; Nakanishi, O.; Baba, M.; Suzuki, T.;

Yano, O.; Naito, M.; Tsuruo, T. Cancer Chemother. Pharmacol.,
1995, 35, 271-277.




