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Abstract
It is widely believed that most drug molecules are transported across
the phospholipid bilayer portion of biological membranes via passive
diffusion at a rate related to their lipophilicity (expressed as log P, a
calculated c log P or as log D, the octanol:water partition coefficient).
However, studies of this using purely phospholipid bilayer membranes
have been very misleading since transfer across these typically occurs
via the solvent reservoirs or via aqueous pore defects, neither of which
are prevalent in biological cells. Since the types of biophysical forces
involved in the interaction of drugs with lipid membranes are no
different from those involved in their interaction with proteins, arguments based on lipophilicity also apply to drug uptake by membrane
transporters or carriers. A similar story attaches to the history of mechanistic explanations of the mode of action of general anaesthetics
(narcotics). Carrier-mediated and active uptake of drugs is far more
common than is usually assumed. This has considerable implications
for the design of libraries for drug discovery and development, as well
as for chemical genetics/genomics and systems chemistry.

http://www.beilstein-institut.de/Bozen2008/Proceedings/Kell/Kell.pdf
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Introduction
As is well known (e. g. [1 – 4]), attrition rates of drugs in pharmaceutical companies remain
extremely high, and nowadays this is mainly due either to lack of efficacy or for reasons of
toxicity. Arguably these issues are mainly due to the fact that drug candidates are typically
isolated on the basis of their potency in a screen against a molecular target, and only
subsequently are they tested in organisms in vivo. Since most modern targets have enjoyed
some degree of validation using e. g. genetic knockouts, it is likely that the problem of
ostensible potency in vitro but lack of efficacy in vivo is not so much with the target but with
the ability of the drug to find the target. In a similar vein, if drugs are accumulated to high
levels in particular tissues via the action of active solute transporters [5 – 7], it is the cellular
and tissue distributions of the relevant carriers, rather than any general biophysical properties
of the drugs of interest, that largely determine differential tissue distributions. An overview
of this article is given in Figure 1. We begin by rehearsing some of the relevant arguments.

Figure 1. An overview of this article in the form of a ‘mind map’ [8].

How Drugs Cross Cell Membranes
The prevailing view of cell membranes, popularised in Singer and Nicolson’s celebrated
paper of 1972 [9], is that of polytopic proteins floating (and diffusing) in a ‘sea’ of
phospholipid bilayer, as illustrated in the cartoon of Figure 2.
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Figure 2. A simple cartoon of two means by which a molecule such as a drug (D) may
cross a cellular membrane, either by diffusing through the phospholipid bilayer portion (a, b) or being taken up via a carrier (c) (or both).

While the main elements of this are broadly accepted, two features are of note. First, the
protein:lipid ratio in membranes (by mass) is typically 1:1 and may be 3:1 [10], and
secondly that most lipids are partially or significantly influenced by the presence of the
protein component (and vice versa [11, 12]). However, the cartoon serves to cover the nexus
of this article, viz. the question of whether drugs mainly cross cellular membranes via
passage through the phospholipid bilayer portion or using carrier-mediated transport. Because it may be active, i. e. coupled to sources of free energy, the latter in particular, modulo
the existence of any membrane potential differences between compartments, is capable of
effecting considerable concentrative uptake. The question then arises as to whether there are
molecular or biophysical properties of drugs that can serve to explain their rate of transfer
across biological membranes.

‘Lipophilicity’ as a Candidate Descriptor for Rates of
Drug Transport across Biomembranes
From the time of Overton [13] it has been recognised that the transmembrane permeability
of non-electrolytes correlates well with their olive oil (nowadays octanol): water partition
coefficients, typically referred to as log D or log P (A more recent example with data can be
found in [14]). Thus there has been a tendency to assume that this gives a mechanistic
explanation by which such solutes must ‘dissolve’ or partition into the bilayer portion of
such biological membranes in order to cross them. Actually it means no such thing, as the
biophysical forces and mechanistic acts (e. g. making and breaking of H-bonds) required for
‘partitioning’ into appropriately hydrophobic protein pockets are the same, and so such
correlations may also mean that solute transfer is protein-mediated (and see below).

Lipinski's ‘‘Rule of Five’’ for Describing Drug
Bioavailability
As indicated above, drugs will only work when they can reach and thereby interact with
their ‘targets’, and a first step in understanding this relates to their so-called ‘bioavailability’
[15 – 17], a term that covers (among others things) solubility, absorption and permeability.
Indeed, it was the need to understand bioavailability that led Lipinski to devise his famous
‘rule of five’ (Ro5) [18]. The Ro5 predicts that poor absorption or permeation is more likely
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when there are more than 5 H-bond donors, 10 H-bond acceptors, the molecular weight
(MW) is greater than 500 and the calculated Log P (CLogP) is greater than 5. While
empirical, the Ro5 has been massively important in influencing thinking about the kinds
of molecules companies might which to consider in designing drug screening libraries and
the subsequent drugs [4, 19 – 21]. Clearly it recognises the need to balance the forces that
enable a molecule to be at once both sufficiently hydrophilic to dissolve adequately in
aqueous media with a requirement to be sufficiently lipophilic to penetrate to or via more
hydrophobic environments. It was also explicitly recognised [18] that the Ro5 did not apply
to carrier-mediated uptake, and that many/most natural products ‘disobey’ the Ro5 (In the
more recently developed fragment-based screening – see e. g. [22, 23] – there is an even
more stringent ‘rule of three’ [24]). Log P in its various incarnations is thus seen as a very
important property of a candidate drug molecule, although as a macroscopic property it is
not entirely obvious how this would be terribly predictive of drug distributions.

Bilayer or Black Lipid Membranes
Notwithstanding this, the long history of the relation between permeability and log P,
coupled to the implication that it simply involves dissolving in a hydrophobic environment
while crossing from one aqueous phase to another in vivo, has meant that many have sought
to simplify the understanding of transmembrane molecule transport by studying it in bilayer
or ‘black’ lipid membranes (BLMs) [25 – 28] lacking protein (Fig. 3).

Figure 3. The principle of formation of conventional BLMs
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The problems with this kind of system are (i) that most BLMs are formed using organic
solvents, and the residual solvent reservoirs (forming an annulus as the edge of the BLM, see
Fig. 3) provide a vehicle for transport that does not involve the phospholipid bilayer, and (ii)
that many BLMs exhibit aqueous pore defects that biomembranes do not (see also [29, 30]),
some potentially induced by solutes themselves, and that these permit transport that does not
therefore involve dissolution in any phospholipid (e. g. [31 – 38]). Indeed, the enormous
Born charging energy for transferring electrostatic charge across any low dielectric medium
is prohibitive to the trans-lipid transport of ionic charges [39, 40]. Consequently, it is rather
doubtful whether such model systems possess the properties necessary for them to act as a
useful guide for the mechanisms of transport via natural membranes. The rate of transport of
drugs across more recently devised lipid-only membrane systems is also only weakly
correlated with the transport of the same molecules across biological membranes (see e. g.
[7, 41 – 44]).

The Mechanism of Action of General Anaesthetics
(Narcotics)
Correlation is of course a poor guide to mechanism or causality, and another example where
there are excellent correlations between bioactivity and lipophilicity, but where these have
proved mechanistically highly misleading, is represented by the mode of action of narcotic
agents (’general anaesthetics’). Starting with the studies of Meyer [45] and of Overton [46]
(see also [47]), a close relationship between lipophilicity (lop D) and narcotic potency was
established. The almost complete lack of a structure-activity relationship over 5 orders of
magnitude (but cf. [48, 49]) led many to assume that a simple biophysically based partitioning of anaesthetic molecules into cell membranes (followed, presumably, by some kind of
inhibitory pressure-induced effect on membrane ion channels) could account for narcosis
[50] (and also tended to imply a unitary mechanism). However, a number of molecules
deviate considerably from this picture, and some isomers with similar biophysical properties
have very different anaesthetic potencies [51 – 53]. Now, the biophysical forces underpinning the interaction of such molecules with lipids are no different from those describing
interactions with proteins [54], and indeed equivalent interactions of these molecules with
fully soluble (non-membranous) proteins (e. g. [55 – 58], including direct structural evidence
for binding [57, 59], and the correlation between specific receptor binding (e. g. [60]) and
potency in specific mutant mice [61] (and see [62]), mean that this view is no longer
considered tenable (e. g. [54, 63 – 70]), and it is now recognised that general anaesthetics
of different functional classes have a variety of proteinaceous targets [54, 71], in particular
GABAA receptor subtypes [72, 73]. Indeed, even such a small molecule as ethanol is now
recognised as having relatively specific receptors [74]! Lipophilicity, and a gross analysis of
chemical structure per se, then, are poor guides to mechanism.
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Evidence that Drugs do Hitchhike on ‘Natural’ Carriers
Space does not permit an exhaustive review, and printed papers as such are a poor means to
summarise knowledge of this type [75]. However, following early indications that even
lipophilic cations require carriers for transmembrane transport [76], a huge number of
‘exceptions’ (or at least instances) have been found. Some are listed in the supplementary
information to our recent review [7] while others can be found in other summaries [5, 6]. To
this end, we shall shortly be making available a database of human drug transporters (see
also [77]), based in part on our data model for metabolite databases [78, 79].

Systems Biology, Databases and Web 2.0 for
Understanding Drug Uptake
There is now a convergence [80 – 82] between (i) our understanding of those human metabolites that can be determined from genomic reconstructions and the literature [83 – 85] and
(ii) the metabolic network models that alone will allow to effect true systems biology
modelling [86 – 89]. Our main strategy for assisting this involves the use of workflows of
loosely coupled elements [80 – 82, 90], with the models encoded in SBML [91]
(www.sbml.org) according to principled markup standards [92, 93]. Bottom-up approaches
(Fig. 4) have the merit of starting with molecular mechanism, but do rely on knowledge of
the relevant participants.

Figure 4. A ‘bottom-up’ systems biology approach (including top-down strategies,
and thereby ‘middle-out’ [94]) with which to develop metabolic network models that
include drug transporters

Where Next?
The human genome encodes some 900+ drug transporters [95, 96], and while the main ones
involved in cellular drug uptake are a comparatively small subset of these [7], it is clear that
we need to understand the specificity and distribution of these, just as is the case with the
cytochromes P450 that are so important in drug metabolism. Studies of specificity and
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QSAR measurements will require comparison of drug transport into cells containing or
lacking cloned carriers. The tissue and even subcellular distributions of carriers (e. g. in
mitochondria [97]) are emerging from studies such as the Human Proteome Atlas
(http://proteinatlas.org/) (e. g. [98, 99]. An example, showing the extreme differences in
carrier expression between tissues that can be observed, is given in figure 5. Such quantitative proteomic data will be extremely valuable in assisting us in the development of systems
biology models, since although it is possible to make substantial progress by ‘guessing’
kinetic parameters from the topology and stoicheiometry of metabolic networks alone [100],
or better inferring them from measured fluxes and concentrations (e. g. [101 – 107]), experimental measurements of Km, kcat and protein concentrations is altogether more satisfactory
for building and constraining kinetic models.

Figure 5. An example from the Human Protein Atlas, taken with permission on its
website, of representative tissue distributions of the protein SLC 22A17, a so-called
brain-specific organic cation transporter. Links are via http://proteinatlas.org/tissue_
profile.php? antibody_id = 2728.
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We need to understand much better than we do now the biophysical, chemical and molecular
descriptors that are important in determining drug dispositions, and this requires the production of suitable models [96]. Evolutionary computing methods (e. g. [108 – 110]) are extremely powerful but surprisingly underutilised for these purposes. Log D measurements are
still of value as a ‘baseline’, but tend to be poor predictors even of gross biological effects
when the chemical involved are not in homologous series [111].

Fragment-based Drug Discovery and Drug Transporters
One interesting approach to drug discovery, rather akin to an evolutionary computing type of
approach, involves the evolution of drug structures from smaller fragments (e. g. [23, 24,
112 – 130]), and the obvious question arises as to which kinds of fragments might best be
included in the libraries used. Clearly it will be of interest to compare the similarity of such
fragments to natural metabolites [131], since those that are most similar to ‘natural’ metabolites that are known to enter cells are most likely to serve as transporter substrates (the
principle of molecular similarity [132 – 135]).

Concluding Remarks
‘‘When one admits that nothing is certain one must, I think, also admit that some things are
much more nearly certain than others.’’ [136]
One cannot fail to remark on the huge volume and continuing growth of the scientific
literature. Two and a half million peer-reviewed papers are published per year [137], with
over 1 million per year in Medline alone (http://www.nlm.nih.gov/bsd/medline_cit_counts_
yr_pub.html). The former equates to nearly 5 refereed scientific papers being published per
minute – and in a somewhat similar vein presently 10 hours of (albeit largely non-sciencerelated) video material are added at www.youtube.com in the same time! A consequence of
this is a kind of ‘balkanisation’ [138] of the literature in which scientists focus solely on
more detailed analyses of ever smaller parts of biology. This is clearly going to change [89],
and will have to do so, as a result of computerization, the internet and the emergence of
systems biology, since only a global overview can lead to general truths (inductive reasoning
[139]). Only by looking at many hundreds of papers did we recognize that carrier-mediated
uptake is the rule and not the exception [7]. Automation is therefore required.
Given suitably digitised literature and attendant metadata [75], we need to exploit methods
such as text mining [140 – 143], conceptual associations [144 – 146] and literature-based
discovery (e. g. [146 – 152] to create new knowledge.
Consequently, we hope we can look forward to the development of many computational
tools that will assist chemical biologists in putting together systems biology models that
describe accurately the internal biochemical mechanisms of the ‘digital human’ [88].
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Herrgård, M.J., Swainston, N., Dobson, P., Dunn, W.B., Arga, K.Y., Arvas, M.,
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[108] Bäck, T., Fogel, D.B., Michalewicz, Z. (1997). Handbook of evolutionary computation. IOPPublishing/Oxford University Press, Oxford.
[109] Corne, D., Dorigo, M., & Glover, F. (1999). New ideas in optimization. McGraw
Hill, London.
[110] Kell, D.B., Darby, R.M., Draper, J. (2001). Genomic computing: explanatory analysis
of plant expression profiling data using machine learning. Plant Physiol.
126:943 – 951.
[111] Salter, G.J., Kell, D.B. (1995). Solvent selection for whole cell biotransformations in
organic media. CRC Crit. Rev. Biotechnol. 15:139 – 177.
[112] Shuker, S.B., Hajduk, P.J., Meadows, R.P., Fesik, S.W. (1996). Discovering highaffinity ligands for proteins: SAR by NMR. Science 274:1531 – 4.
[113] Schneider, G., Lee, M.L., Stahl, M., Schneider, P. (2000). De novo design of molecular architectures by evolutionary assembly of drug-derived building blocks.
J. Comput. Aided Mol. Des. 14:487 – 94.
[114] Rees, D.C., Congreve, M., Murray, C.W., Carr, R. (2004). Fragment-based lead
discovery. Nat. Rev. Drug Discov. 3:660 – 72.
[115] Erlanson, D.A., Hansen, S.K. (2004). Making drugs on proteins: site-directed ligand
discovery for fragment-based lead assembly. Curr. Opin. Chem. Biol. 8:399 – 406.
[116] Erlanson, D.A., McDowell, R.S., O’Brien, T. (2004). Fragment-based drug discovery.
J. Med. Chem. 47:3463 – 82.

166
Kell, D.B. and Dobson, P.D.

[117] Hajduk, P.J. (2006). Fragment-based drug design: how big is too big? J. Med. Chem.
49:6972 – 6.
[118] Leach, A.R., Hann, M.M., Burrows, J.N., Griffen, E.J. (2006). Fragment screening:
an introduction. Mol. Biosyst. 2:430 – 46.
[119] Albert, J.S., Blomberg, N., Breeze, A.L., Brown, A.J., Burrows, J.N., Edwards, P.D.,
Folmer, R.H., Geschwindner, S., Griffen, E.J., Kenny, P.W., Nowak, T., Olsson, L.L.,
Sanganee, H., Shapiro, A.B. (2007). An integrated approach to fragment-based lead
generation: philosophy, strategy and case studies from AstraZeneca’s drug discovery
programmes. Curr. Top. Med. Chem. 7:1600 – 29.
[120] Alex, A.A., Flocco, M.M. (2007). Fragment-based drug discovery: what has it
achieved so far? Curr. Top. Med. Chem. 7:1544 – 67.
[121] Ciulli, A., Abell, C. (2007). Fragment-based approaches to enzyme inhibition. Curr.
Opin. Biotechnol. 18:489 – 96.
[122] Hajduk, P.J., Greer, J. (2007). A decade of fragment-based drug design: strategic
advances and lessons learned. Nat. Rev. Drug Discov. 6:211 – 9.
[123] Hubbard, R.E., Davis, B., Chen, I., Drysdale, M.J. (2007). The SeeDs approach:
integrating fragments into drug discovery. Curr. Top. Med. Chem. 7:1568 – 81.
[124] Hubbard, R.E., Chen, I., Davis, B. (2007). Informatics and modeling challenges in
fragment-based drug discovery. Curr. Opin. Drug Discov. Devel. 10:289 – 97.
[125] Jhoti, H., Cleasby, A., Verdonk, M., Williams, G. (2007). Fragment-based screening
using X-ray crystallography and NMR spectroscopy. Curr. Opin. Chem. Biol.
11:485 – 93.
[126] Jhoti, H. (2007). Fragment-based drug discovery using rational design. Ernst Schering Found Symp. Proc. 169 – 85.
[127] Morphy, R., Rankovic, Z. (2007). Fragments, network biology and designing multiple ligands. Drug Discov. Today 12:156 – 60.
[128] Siegal, G., Ab, E., Schultz, J. (2007). Integration of fragment screening and library
design. Drug Discov. Today 12:1032 – 9.
[129] Hesterkamp, T., Whittaker, M. (2008). Fragment-based activity space: smaller is
better. Curr. Opin. Chem. Biol. 12:260 – 8.
[130] Hubbard, R.E. (2008). Fragment approaches in structure-based drug discovery.
J. Synchrotron Res. 15:227 – 230.

167
The Cellular Uptake of Pharmaceutical Drugs is Mainly Carrier-mediated

[131] Dobson, P.D., Patel, Y., Kell, D.B. (2008). ‘‘Metabolite-likeness’’ as a criterion in the
design and selection of pharmaceutical drug libraries. Drug Disc. Today,
14(1–2):31 – 40.
[132] Willett, P., Barnard, J.M., Downs, G.M. (1998). Chemical similarity searching.
J. Chem. Inf. Comp. Sci. 38:983 – 996.
[133] Bajorath, J. (2004). Chemoinformatics: concepts, methods and tools for drug discovery. Humana Press, Totowa, NJ.
[134] Maldonado, A.G., Doucet, J.P., Petitjean, M., Fan, B.T. (2006). Molecular similarity
and diversity in chemoinformatics: from theory to applications. Mol. Divers.
10:39 – 79.
[135] Eckert, H., Bajorath, J. (2007). Molecular similarity analysis in virtual screening:
foundations, limitations and novel approaches. Drug Discov. Today 12:225 – 33.
[136] Russell, B. (1947). Am I an atheist or an agnostic?
[137] Harnad, S., Brody, T., Vallieres, F., Carr, L., Hitchcock, S., Gingras, Y., Oppenheim,
C., Hajjem, C., Hilf, E.R. (2008). The access/impact problem and the green and gold
roads to open access: An update. Serials Review 34:36 – 40.
[138] Kostoff, R.N. (2002). Overcoming specialization. Bioscience 52:937 – 941.
[139] Kell, D.B., Oliver, S.G. (2004). Here is the evidence, now what is the hypothesis?
The complementary roles of inductive and hypothesis-driven science in the postgenomic era. Bioessays 26:99 – 105.
[140] Hoffmann, R., Krallinger, M., Andres, E., Tamames, J., Blaschke, C., Valencia, A.
(2005). Text mining for metabolic pathways, signaling cascades, and protein networks. Sci. STKE 2005, pe21.
[141] Ananiadou, S., McNaught, J. (2006). Text mining in biology and biomedicine. Artech
House, London.
[142] Ananiadou, S., Kell, D.B., Tsujii, J.-I. (2006). Text Mining and its potential applications in Systems Biology. Trends Biotechnol. 24:571 – 579.
[143] Jensen, L.J., Saric, J., Bork, P. (2006). Literature mining for the biologist: from
information retrieval to biological discovery. Nat. Rev. Genet. 7:119 – 29.
[144] Torvik, V.I., Smalheiser, N.R. (2007). A quantitative model for linking two disparate
sets of articles in MEDLINE. Bioinformatics 23:1658 – 65.
[145] Smalheiser, N.R., Swanson, D.R. (1998). Using ARROWSMITH: a computer-assisted approach to formulating and assessing scientific hypotheses. Comput. Methods
Programs Biomed. 57:149 – 53.

168
Kell, D.B. and Dobson, P.D.

[146] Swanson, D.R., Smalheiser, N.R., Torvik, V.I. (2006). Ranking indirect connections
in literature-based discovery: The role of medical subject headings. J. Amer. Soc. Inf.
Sci. Technol. 57:1427 – 1439.
[147] Weeber, M., Kors, J.A., Mons, B. (2005). Online tools to support literature-based
discovery in the life sciences. Brief Bioinform. 6:277 – 86.
[148] van der Eijk, C.C., van Mulligen, E.M., Kors, J.A., Mons, B., an den Berg, J. (2004).
Constructing an associative concept space for literature-based discovery. J. Amer.
Soc. Information Sci. Technol. 55:436 – 444.
[149] Lindsay, R.K., Gordon, M.D. (1999). Literature-based discovery by lexical statistics.
J. Amer. Soc. Inf. Sci. 50:574 – 587.
[150] Yetisgen-Yildiz, M., Pratt, W. (2006). Using statistical and knowledge-based approaches for literature-based discovery. J. Biomed. Informatics 39:600 – 611.
[151] Weeber, M., Kors, J.A., Mons, B. (2005). Online tools to support literature-based
discovery in the life sciences. Briefings in Bioinformatics 6:277 – 286.
[152] Kostoff, R.N., Briggs, M.B., Solka, J.L., Rushenberg, R.L. (2008). Literature-related
discovery (LRD): Methodology. Technol. Forecast. Soc. Change, doi:10.1016 /j.techfore.2007.11.010.

