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2.1 Introduction

All cells are surrounded by a membrane layer called cell membrane or plasma
membrane. Cell membranes consist of membrane lipid and proteins and are crucial
for the life of the cell by defining the cell boundaries, therefore, maintaining the
differences between the intracellular and extracellular environment. The cell
membrane is not only the boundary of the unit of life, but also a specific com-
partment that harbors many essential cell functions including the provision of a
stable internal environment, transportation of substances between cells and the
environment, energy conversion, and signal transduction [1–3]. Due to its key role
in a variety of activities, the cell membrane is one of the most attractive topics for
multidisciplinary studies, including studies that combine chemistry, biology, and
physics. For chemists, cell membranes are supermolecular structures that contain
thousands of types of lipids, proteins, and saccharides [4]. Biologists consider cell
membranes to be the first barrier to defend cells from external harms, and cell
membranes are related to multiple functions and diseases [5]. From the physicists’
point of view, how the basic atoms and molecules can form a multi-functional and
high-efficiency system is related to the origin of life [6].

After the basic composition of the cell membrane was discovered, scientists have
paid more attention to the structure and function of the whole supermolecular
complexes. The studying history of cell membrane structure can be traced back to
the early twentieth century. Many scientists coming from different fields contributed
to our understanding of membranes along the centuries. We can find that every
breakthrough of membrane structure is always accompanied by the progress of
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science and technology. In this part, we will review the main discoveries that led to
our current knowledge of biological membranes and the related techniques which
were used to explore different membrane models. We will also discuss the strengths
and weaknesses of the techniques and methods, and the suitability of different
membrane models in various biological systems. This, we hope, will provide a
more complete account of the discovery of membrane structure and open new
perspectives for further uncovering the more refined and precise membrane struc-
ture at the sub-cellular and molecular level.

2.2 Membrane Models and Related Techniques

The properties and functions of the cell membrane are dependent on the structure of
its own component molecules. The details of how these various kinds of lipids,
proteins, and saccharides are organized to form a complex and ordered cell
membrane are highly important. The investigation of this question requires a
number of technological developments, which have been the basis of new under-
standing of cell membrane structure. Since last century, researchers have been
working on the structure and function of cell membranes and proposed distinct
membrane models to explain why cell membranes can play so many functions.
Among them, the fluid mosaic model is one of the most classical models, which is
widely accepted by biologists. Even so, the long history of studying cell membranes
tells us that the membrane structure is far from completely understood. There are
still open questions that remain to be resolved, such as the location and interaction
of proteins in the membrane. Therefore, summarizing the development of cell
membrane studies will help us more appropriately apply different membrane
models to diverse disciplinary fields and discover novel models to explain what are
happening or will happen in the membrane. Readers will find a timeline displaying
the most dramatic contributions to membrane structure models up to the early
twenty-first century in Fig. 2.1.

2.2.1 Lipid Bilayer Model

From a historical perspective, monomolecular lipid films at the air–water interface
(so-called Langmuir films) are the oldest membrane systems ever reported. The
earliest record about this particular system (reported as oil films floating in water)
came from Hammurabi period’s (eighteenth century BC) cuneiform-written
Babylonian clay tablets [7]. Babylonians used it as one of their forms of divina-
tion, based on pouring oil on water and observing the shapes originated from the
subsequent oil spreading. This application was also used in Greek, Chinese, and
ancient Japanese cultures. The most often mentioned ancient application of lipid
films is the calming effect of ripples on the water surface caused by spreading oil,
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Fig. 2.1 Summary of the main contributions related to cell membrane discovery between the first
studies on cell membrane structures and the development of membrane models. The events are
approximately stacked in chronological order from top to bottom. The orange boxes represent
some major research influent to the history, and the green boxes reflect representative membrane
models
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which was already observed by sailors in ancient times and described by Plutarch,
Aristotle, and Pliny. Pouring oil on stormy seas is believed to stem from the 429 to
651 AD period [7]. The scientific investigation of this phenomenon was initiated in
1744 by Benjamin Franklin, followed by contributions of Lord Rayleigh and Agnes
Pockels. Until 1917, Langmuir presented the first evidence of the monomolecular
nature of the lipid films by measuring the surface covered by lipid monolayers at the
interface between water and air (Fig. 2.2) [7–11].

Langmuir films were used in a historically key experiment connected to our
contemporary vision of a biological membrane. In 1925, two Dutch physicians,
Gorter and Grendel explored the molecular structure of membranes [12]. They
extracted the lipids from an erythrocyte sample; since these cells were known to
lack internal membranes, they assumed that all lipids should come from the cell
envelopes. Measuring the spread of lipids on water was done using a Langmuir’s
trough. When Gorter and Grendel compared the surface covered by the lipids to the

Fig. 2.2 Oil spreads at air–water interfaces. a Oil molecules spontaneously spread on the air–
water interface until they form a layer one molecule thick. b Langmuir trough allows to precisely
measure the surface that these monolayers can spread depending on the applied pressure
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estimated sum of cell surfaces, they found a 2:1 ratio (Fig. 2.3) [11]. As a result,
they concluded that cells were surrounded by a lipid membrane with two molecules
thickness with hydrophobic components in the internal part of the membrane and
the hydrophilic components in the external part [12].

This study has been commonly cited as the most conclusive argument in favor of
the lipid bilayer nature of cell membranes. In spite of the elegance of this work, it is
important to balance its contribution to the field because of its errors from both
technical and theoretical grounds. First, the extraction technique employed could
not isolate the totality of erythrocyte lipids from the samples [13]. Second, the
equation that they used to estimate the surface of the erythrocytes also underesti-
mated the cell area [13]. Some historical reviews on membrane discovery have
argued that it was fortunate that the two errors neutralized each other in order to
give credit to the lipid bilayer hypothesis that we now recognize in current mem-
brane models. When calculating the surface covered by lipids, Gorter and Grendel
measured the first detected pressure (i.e., the maximal continuous surface covered
by an amount of lipid). A more accurate ratio for the lipid surface was measured at
the collapse pressure in 1960s, which was 1.3:1 [13]. This ratio conformed to loose
lipid bilayers, whereas the modern fluid mosaic model supports the idea that
membrane lipids are tightly packed and the excess space is actually occupied by
membrane proteins.

Disregarding their experimental mistakes, Gorter and Grendel’s work is the first
documented evidence that cell lipids are arranged in a bilayer configuration. The
contribution of lipid bilayer model can be helpful in the light of later progress in

Fig. 2.3 Surface measurement of membrane lipid monolayers as a way to determine membrane
structure. Summary of the method, consisting in the comparison between the area of lipids
extracted from erythrocyte membranes and the estimated surface area of cells. The ratio of 2:1
indicated the lipid bilayer structure
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membrane studies. However, it should be noticed that at that time the presence of
proteins as components of biological membranes was unknown.

2.2.2 Davson–Danielli Model

The formulation of the lipid bilayer model had opened the door to the molecular
description of cell membrane structure. In an attempt to confirm or refute the lipid
bilayer postulate, one of the first lines of research to be explored was the mea-
surement of membrane thickness. In 1925, Fricke measured the static capacitance
per surface unit with an estimation of the cell membrane dielectric constant. He
extrapolated that the thickness of erythrocyte and yeast cell membranes was about
4 nm [14, 15]. This thickness supported the hypothesis of a lipid monolayer but not
a bilayer. Although using the dielectric constant in these studies brought some
questions, there were no enough tests to refute the estimation by Fricke at that time
[16]. Until 1940, the invention of leptoscope provided a relatively accurate testing
of measuring membrane thickness. It could measure very thin membranes by
comparing the intensity of light reflected from a sample to the intensity of a
membrane standard of known thickness [17]. The thickness it measured ranged
from 8.6 to 23.2 nm. As a result, the lower value was compatible with the lipid
bilayer, whereas the higher one supported the presence of supplementary super-
imposed layers [18]. Yet, the thickness of the membrane was only revealed after
two decades when electron microscopy developed. The observation of membrane
sections using the new instrument established the now accepted *8 nm value for
standard cell membranes [19].

Although the actual thickness of the membrane remained unclear during that
time, studies in this field still took a huge step because the most influential membrane
structure model introduced, namely the sandwich membrane model (Fig. 2.4). The
genesis of this model followed previous studies on surface tension of various cells

Fig. 2.4 Davson–Danielli “sandwich membrane model”
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[20, 21]. As the surface tension values appeared to be much lower than would be
expected for an oil–water interface, it was assumed that some substance was
responsible for lowering the interfacial tensions in the surface of cells [21]. At this
time, membranes were known to contain substantial quantities of proteins [22, 23]
but little had been said about their position in cell membranes. Therefore, in 1935
Danielli and Davson proposed a sandwich membrane model (the Davson–Danielli
model or the protein–lipid–protein model) [24]; in this model, the lipid layer was
covered by a thin protein layer on both sides. This observation was significant
progress in understanding better the compositional nature of biological membranes.

The Davson-Danielli model immediately became popular, and it dominated cell
membrane studies for the following 30 years. There were some light polarization
and X-ray diffraction studies to support the model. In order to provide insights into
membrane structure, these methods required repeated structures, so the samples
used were myelinized axons. These analyzes showed an alternation of protein and
lipid layers in support of the sandwich model [25]. Unfortunately, we know now
that this biological material is physiologically very specific and can hardly be
compared to a regular cell membrane.

Despite the fact that the superposition of protein and lipid layers was charac-
terized in this model, the authors were aware of its existent problems. In the surface
tension experiments, they used triglyceride oils and other non-miscible lipids. These
substances are very different from most natural amphipathic cell membrane com-
ponents, and thus they are not suitable for a realistic comparison to cell membranes.
Soon after the authors postulated the sandwich model, they added amphipathic cell
membrane components such as fatty acids, cholesterol, or phospholipids to non-
miscible mixtures, which significantly decreased the interfacial tension between
water and highly hydrophobic substances [26]. Other contemporary debates were
about membrane permeability. As the ion permeability developed and active
transporters discovered, the authors acknowledged the three popular possibilities of
that time: pores, simple diffusion, and the existence of some proteins that can span
the membrane.

In summary, the Davson-Danielli model took into account the difference
between the physical properties measured for natural membranes and membranes
composed of pure lipids, for example, the low values of surface tension measured in
the 1920s and 1930s in plasma membranes compared to lipid bilayers. However,
although the researchers were conscious of the permeability of ions, sugars, and
other hydrophilic solutes, the model they postulated implied that the protein layer
did not interact with the hydrophobic parts of the lipid bilayer and that the protein
layer formed by simple physical adsorption.

2.2.3 Unit Membrane Model

The direct characterization of membrane structure did not progress much until new
techniques allowed dramatic discoveries. Electron microscopy emerged in the
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1930s, however, sharper resolutions that allowed the direct observation of cell
membranes was obtained till 1950s. Sjöstrand et al. demonstrated the “railroad
track” structure of membrane cross sections after staining with heavy metals, which
stained the phosphates of phospholipid headgroups and washed the proteins out
[27]. The structure was known as two dense lines separated by a middle lighter
space. Yet, which one among the whole structure or one of the dense parts should
be considered as the quintessential cell membrane? In 1959, Robertson compared a
collection of cross-section pictures and observed that the whole railroad track was
consistent in a variety of cells [28] (Fig. 2.5). He thought that the railroad track fit
the Davson–Danielli model and extended it as the unit membrane or the Davson–
Danielli–Robertson (DDR) model. The model supported the concept of a “unit
membrane” with a thickness of 6–8 nm where the proteins were coating the surface
of the lipid bilayer in an extended b-sheet configuration, corresponding to the width
of myelin sheaths observed in X-ray diffraction experiments. Robertson stressed
two points in the model: first, that the three layers observed in the electron
microscope cross-section shots were part of the same structure, the cell membrane,
regardless of the other cell envelopes that might exist; and second, that this structure
was universally shared among all biological membranes [29].

The unit membrane model assigned the bilayer structure to all membrane sys-
tems, including cell membranes and cellular organelle membranes. However, many
researchers called into questioning the idea that one unique membrane model could
account for all biological membranes because it seemed contradictory to the large
membrane diversity that was being discovered at that time [31, 32]. For example, it
had been observed that the protein-lipid ratio from different membranes could vary
from 1:4 to 5:1, suggesting that the amount of membrane proteins was not always
enough to entirely cover the cell surface [31]. In addition, the lack of resolution
prevented the observation of the railroad track in some bacteria, thus implying that
the three-layer structure was either not always visible or not universal [33].

Fig. 2.5 Unit membrane concept. Railroad track images from thin section electron microscopy of
osmium-fixed cells: two dark lines separated by a clear region. Robertson summarized the available
data and used many new examples to make the point that all cell membranes have a common
structure. Reprinted by permission from Macmillan Publishers Ltd: Ref. [30], copyright 2003
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In 1966, observations made by Green and Benson challenged the unit membrane
model [34, 35]. Working independently with inner mitochondria and chloroplast
membranes, these authors demonstrated: first, that subunits not railroad tracks
containing lipid and proteins can be separated from the whole membrane; and
second, that these subunits can be reconstituted to regain activity. Based on these
observations, a different model was postulated where lipids represent a solvent for
embedded globular proteins, i.e., opposite to that postulated in the unit membrane
model [35, 36]. Electron microscopy images from viral capsides also lent credit to
the view that membranes could be made up of subunits [37]. From a historical
perspective, it is noteworthy that these models emphasized the dominant role of
proteins as the major structural components of membranes [38]. The so-called
subunits that were being observed most likely corresponded to the functional
proteins that dominated the mitochondrial and chloroplastic membranes, for
example, ATPase or photosystems.

The unit membrane model was confronted and there was no consensus as to
agreeing on a general model for biological membranes [36], i.e., a model that
includes common relevant features existing in different biological membranes. In
spite of the debates, the change in perspective that allowed the prevalence of the
fluid mosaic model was highly impacted by the gathering of conclusive evidence
from new techniques.

2.2.4 Fluid Mosaic Model

With the development of the freeze-fracture technique and immuno-electron
microscopy, researchers identified antibody-recognizing isolated membrane pro-
teins and proteins that spanned the lipid bilayer. Thus, Singer and Nicolson pro-
posed their celebrated fluid mosaic model (FMM) of biological membranes in 1972
[39], and this model has since been a central paradigm in membrane science. The
basics of the model have remained the same ever since the membrane is a lipid
bilayer with hydrophilic parts on the sides and hydrophobic parts in the interior;
proteins can interact with surface through transient polar contacts, but a lot of
proteins are partially or totally embedded in the lipid bilayer where their
hydrophobic parts also interact with the hydrophobic parts of lipids (Fig. 2.6).

Considering the big controversy going on at the beginning of the 1970s, the
FMM incorporated for the first time many relevant experimental facts and the
development of techniques: (1) the permeability and transport studies that predicted
enzyme-like transmembrane proteins [41]; (2) the apparent lack and limited
transverse mobility of lipids to make up complete bilayers [13], thus pointing out to
the participation of proteins in the membrane plane; (3) electron microscopy pic-
tures, including freeze-etching technique and immuno-EM studies that identified
antibody-recognizing isolated membrane proteins [42]; (4) the stability of artificial
lipid bilayers that supported them as suitable and sufficient components to make up
structures similar in the biological membranes [43]; (5) the favorable conformations
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predicted for the membrane proteins, such as a-helical, globular, or membrane
spanning [38].

As a key property, the Singer–Nicolson model on one hand assigned to the lipid
bilayer component of membranes a certain degree of fluidity. The fluidity concept
was meant to characterize the lipid bilayer as a kind of pseudo-two-dimensional
liquid in which both lipids and membrane-associated proteins display sufficient
lateral mobility to allow for function. On the other hand, it emphasized the mosaic
nature of proteins, which could span the lipid bilayer. The overall random
appearance of this lipid–protein fluid composite made the membrane look like a
mosaic. The specific features and important contributions of the model are
demonstrated in detail as follows.

First, the model recovered the lipid bilayer concept from Danielli and Davson as
mentioned above. Membrane lipids are amphipathic. They possess both a
hydrophobic and a hydrophilic moiety. Because of this amphipathic character, in an
aqueous medium they can organize themselves on both sides of an imaginary plane,
with the hydrophobic portions facing each other, and the polar moieties oriented to
the outer, aqueous space.

Second, membrane proteins can be associated either to the lipid bilayer polar
headgroups (peripheral proteins) or to the hydrophobic matrix (integral proteins).
This idea of proteins embedded in a hydrophobic milieu had never been proposed in
a clear and explicit way before. Moreover, the acknowledgment of the thermody-
namic hydrophobic constraints improved our understanding of membrane proteins,
for example, the first tridimensional structure of a transmembrane protein—the

Fig. 2.6 Fluid mosaic membrane model as originally proposed in 1972. In this cross-sectional
view, the solid bodies with stippled cut surfaces represent globular integral membrane proteins,
which at long range are randomly distributed in the plane of the membrane. At short range, some
may form specific aggregates. Reprinted from Ref. [40], Copyright 2014, with permission from
Elsevier
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archaeal bacteriorhodopsin [44], the development of the patch-clamp technique
which allowed the understanding of single ion channels [45, 46], and the late
discovery of the aquaporins [47, 48].

Third, both lipids and proteins are in constant motion. In principle, three main
modes of motion could be considered, rotational, translational, and transbilayer.
Rotational motion occurs essentially around an axis perpendicular to the plane of
the membrane. Both lipids and proteins rotate around their long axis. Protein
rotation had been considered but not given much attention. It was experimentally
demonstrated by Chapman and co-workers [49]. Translational diffusion occurs
along the plane of the membrane, unhindered by diffusion barriers [50].
Transbilayer (or flip-flop) diffusion, though in theory possible, would not occur
because of the energy barrier presented by the bilayer hydrophobic core to the polar
groups of lipids and proteins.

Finally, the asymmetry of membranes has also proven to be a fruitful charac-
teristic [51]. This is a direct consequence of the just mentioned lack of transbilayer
motion. Asymmetry means that the two sides of a membrane are not identical.
Lipids exhibit a relative asymmetry [52], i.e., the fraction of a given lipid in one of
the monolayers is different from that in the other. A well-known example is
phosphatidylserine, that is found almost entirely in the inner side of human red
blood cell membranes. Conversely most, but not all, phosphatidylcholine occur in
the outer monolayer [53]. Protein asymmetry is absolute, every single protein
molecule in a membrane occurs with exactly the same orientation. Integral proteins
are anchored to one or both side of the membrane immediately after synthesis and
insertion into the bilayer.

Although FMM has been remarkably consistent with data collected on biological
membranes since 1925, it was inevitable that the original model could not explain
aspects of membrane dynamics. It had become obvious that the original model
needed to be modified or augmented to reflect the emergence of new finds on
extracellular and intracellular mechanisms that can affect the lateral distributions
and movements of plasma membrane components [54, 55]. Thus, Nicolson elab-
orated the basic model in 1976 (Fig. 2.7) [55]. It added the interactions of extra-
cellular matrix and membrane-associated cytoskeletal components with cell
membranes and their potential influence on the mobility and distribution of trans-
membrane glycoproteins. Moreover, Nicolson pointed out the possibility that less
mobile lipid–protein or lipid–lipid domains might exist in membranes as frozen or
semi-frozen islands of less mobile lipids in a sea of fluid phospholipids. The
revision of the FMM produced a few years after the original model was less
homogeneous and contained additional information not included in the original
model. However, this revised model retained all of the basic elements at the
nanoscale level, and strictly speaking, it did not propose a new concept of mem-
brane structure.

The FMM successfully explains some characteristics of cell membranes, such as
fluidity and protein mosaicism. However, techniques at that time had their limits,
for example, immuno-EM only detected the separated proteins that labeled with
antibodies in the membrane. Therefore, membrane domains and cell
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membrane-associated structures were not yet discovered, and some membrane
functions, such as multiple protein-associated signal transduction and membrane
endocytosis, were not explained clearly as well. Nonetheless, the FMM has proven
its usefulness in describing basic cell membrane structure for over 40 years, and it
remains the most explanatory hypothesis to understand biological membranes.

2.2.5 Lipid Raft Model

Approximately at the same time when the FMM was proposed, some lipid bio-
physicists reported experimental evidence that lipids could laterally segregate in
membranes under certain temperature and compositional conditions and could form
distinct lipid domains with particular structural characteristics [56–58]. Marcelja in
1976 [59] and Sackmann in 1984 [60] anticipated the possible role of different
membrane regions induced by lipid–protein interactions as a physical basis for
membrane-mediated processes. This discussion was also addressed by various
researchers focused in the membrane biophysics research area [61–63]. Although
novel experimental data and discussions were presented about the structure and
dynamics of biological membranes, this view was largely ignored by most of life
scientists. Until substantial evidence regarding protein clusters from biophysical
studies emerged, such as centrifugation, detergent extraction, and cholesterol

Fig. 2.7 Modified schematic version of the fluid mosaic membrane model of biological
membrane structure, as proposed in 1976. In this version, different snapshots in time are
represented by the two panels. Some integral membrane glycoproteins are relatively free to diffuse
laterally in the membrane plane within a fluid lipid region or domain, whereas others are
“anchored” or relatively impeded by a cytoskeletal assemblage or an ordered or solid lipid phase.
Reprinted from Ref. [40], Copyright 2014, with permission from Elsevier
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depletion by methyl-beta-cyclodextrin (MbCD) [64], Simons and Ikonen in 1997
postulated particular functional aspects of specialized domains called lipid rafts in
biological membranes [65]. The lipid raft hypothesis proposes that the lipid bilayer
is not a structurally passive solvent, but that the preferential association between
sphingolipids, sterols, and specific proteins bestows cell membranes with lateral
segregation potential [66] (Fig. 2.8).

The formation of lipid rafts is a dynamic and reversible process that confers
functional signaling properties to cell membranes. As mentioned, lipid rafts are
characterized by enrichments of cholesterol and sphingolipids, which are held
together by hydrogen bonds, charge pairing, and hydrophobic and van der Waals
forces [67–69]. Their constituents can quickly exchange with bulk membrane lipids
as well as with lipids in other rafts [70]. Lipid rafts are generally nanosized domains
(<300 nm diameter, most *10–200 nm) that can contain integral and peripheral
membrane proteins. These segregated domains are presumed to be behind a variety
of membrane processes, such as formation of proteins clusters, signal transduction,
endocytosis, cell polarization, and motility [2, 71–73].

The lipid raft model has long suffered controversy since there is little direct
quantitative experimental evidence that such domains exist. The traditional method
to study lipid rafts and their association with certain membrane proteins is based on
the observation of the detergent-resistant membranes (DRMs), composed of mainly
sphingomyelin, other saturated phospholipids, cholesterol, and GPI-anchored pro-
teins [64, 71, 74]. However, this technique was severely criticized, because it
utilized detergents that might induce phase separation and/or affect the partitioning

Fig. 2.8 Lipid raft domains in cell membranes. In this model, all membrane-associated proteins
are clustered in protein islands (green lipids) that are surrounded by a sea of protein-free membrane
(yellow lipids). The islands can be subdivided into raft and non-raft islands, which is also
illustrated by their lipid composition (bright-green and dark-green lipids, respectively) and protein
contents (gray and red proteins, respectively). The lipid raft domains are connected to the
cytoskeleton (orange), most likely by actin. Reprinted with permission from Ref. [66]. Copyright
(2006) National Academy of Sciences, U.S.A
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of membrane proteins to a given phase [75–77]. Therefore, this disruptive measure
tells us little about native membrane organization.

Since then, a variety of other techniques to study the phase behavior of model or
native membranes in situ have been developed (Fig. 2.9). Conventional fluores-
cence microscopy has consistently failed to reveal large-scale, laterally segregated
structures enriched in a major raft component, GPI-anchored proteins [72, 73]. One
reason is its limited resolution, which is *300 nm in lateral direction. Hence, the
much smaller lipid rafts and/or extremely dynamic or simply compositional fluc-
tuations could not be detected. In addition, light microscopy requires the use of
contrast agents, fluorescent probes, because biological systems are poor in intrinsic
fluorescent species. Probably, the most direct method to study lipid rafts is based on
monitoring chemical composition of the cell membranes with mass spectrometry
[78–80]. However, this method works under ultra-high vacuum and with
freeze-dried samples. Atomic force microscopy (AFM) provides a nanoscopic
resolution for imaging of membranes in aqueous phase [72, 81–84] and can clearly
distinguish domains of liquid ordered phase due to their characteristic membrane
width, being thicker by *0.5 nm as compared to the liquid disordered phase.
Nevertheless, AFM technique works well only in model or isolated native mem-
branes immobilized on surfaces. Nuclear magnetic resonance provides direct

Fig. 2.9 Strengths and weaknesses of the most common methods for characterization of lipid
rafts. Reprinted from Ref. [88], Copyright 2014, with permission from Elsevier
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information on the order of the lipid head groups and fatty acid chains, but it is
limited to model membranes with simple lipid compositions [85–87].

The recent development of super-resolution imaging further confirmed the
existence of lipid rafts [89, 90]. One of the studies utilized stimulated emission
depletion microscopy (STED)-fluorescence correlation spectroscopy as a main
experimental technique [89]. It showed the presence of nanoscopic domains of sizes
around 20 nm where plasma membrane proteins dwelled in periods of 10–20 ms.
The study also demonstrated that these special domains owe in part their existence
to sphingolipids in the cholesterol-enriched rafts.

The proposal of the lipid raft model has ascertained the structural and functional
roles of cell membranes in signal transduction, protein-mediated endocytosis, and
viral infection. However, membrane rafts remain one of the most controversial
issues in biophysics, which is in part because the methods for their detection are
still not perfect enough. In recent years, emerging super-resolution fluorescence
microscopy, correlative AFM, and fluorescence microscopy have provided an
unprecedented opportunity to study the cell membranes at the single-molecule
level. We believe that the composition of lipid rafts and the interactions between
multiple rafts will be revealed in the near future.

2.2.6 Modified Fluid Mosaic Model

More than forty years have passed since the fluid mosaic model proposed. During
this period, myriads of experimental data have been produced that relate to the
structure and dynamics of biomembranes. Although basic membrane structure of
the FMM has been severely tested and found worthy, the FMM requires to be
revised and modified, which would add the data published in the last forty years and
some of the misconceptions inherent in the models of 1970s [39, 91].

In 2005, Engelman proposed an update of the Singer–Nicolson model [92]. He
put forward the idea that “membranes are more mosaic than fluid.” Transmembrane
proteins are so frequent in membranes that hardly any lipid molecule in the bilayer is
left unperturbed (Fig. 2.10). Apart from the high density of transbilayer proteins in
the membrane, he also pointed out three other features that are now considered to
occur in most cell membranes. First, integral proteins exist voluminous extramem-
brane domains. This conclusion has been proved by the increasing data of the
three-dimensional structures of many membrane proteins [93]. Second, contacts
between proteins are more frequent. This phenomenon is observed in multiple
events, for example, G-protein-mediated signaling, in which a receptor protein will
physically interact with a G-protein that, in turn, will transiently bind and activate a
cyclic ATPase, thus triggering a cellular response to the signal [94]. Third, the
thickness of the lipid bilayer is uneven. Because the transmembrane portions of
intrinsic membrane proteins exhibit a rough surface, and the whole domains have a
noncritical size with respect to the lipids, membrane lipids are perturbed by the
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proteins. The lateral diffusion of lipids is hindered, lipid alkyl chains are disordered,
and the bilayer thickness is irregular [95–97].

Engelman’s updated version of the FMM focuses more on the mosaic nature of
transmembrane proteins. Without doubt, lipids have also been the key elements in
the membrane. In 2008, Escribá et al. [98] published a review that shows how
membrane lipids, and the structures they form, participate, and regulate numerous
important cellular activities. In the paper, they discussed the influence of membrane
asymmetry on the membrane lipid organization. The asymmetry of biological
membranes includes lateral and cross-sectional asymmetry. The cross-sectional
asymmetry reflects the lipid composition of each leaflet (Fig. 2.11). Membrane
heterogeneity is further achieved by lateral asymmetry in which membrane regions
(basal, lateral, apical), and different specialized membrane regions or microdomains
(lipid rafts, caveolae, coated pits, synaptosomes, etc.) [99] extend the mosaic nature
of membranes. The formation of these domains in part results from the nonideal
mixing of lipids in membranes and in some cases, it is enhanced by the participation
of certain cytoskeletal structures that underpin the lipid bilayer and that restrict the
traffic of proteins and lipids.

With the development of various techniques, our understanding of the structure
and function of the cell membranes is more thorough and comprehensive. In 2014,
Nicolson, one of the founders of the FFM, has also presented a modified FMM that
takes into account many of the numerous contributions that have been made since
the 1970s (Fig. 2.12) [40]. This model incorporates recent information on both
membrane proteins and lipids, containing membrane domains, lipid rafts, and

Fig. 2.10 An amended and updated version of the fluid mosaic model with more mosaic proteins.
Reprinted by permission from Macmillan Publishers Ltd: Ref. [92], copyright 2005
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cytoskeletal fencing that were unknown in the 1970s. In this figure, the membrane
has very crowded structure, with integral membrane proteins separated by only a
few layers of phospholipid molecules. Although the dynamic properties of the
membrane cannot be presented in a static medium, the author incorporated most of
the important information into the model. In the figure, different types of interac-
tions occur with integral membrane proteins and glycoproteins, membrane lipids,
and membrane-associated cytoskeletal systems, and extracellular matrix compo-
nents. These nonrandom interactions are important in controlling the mobilities,
distributions, and aggregation states of membrane components.

In a word, the straightforward application of the Singer–Nicolson model as a
frame of events is impossible without introducing new concepts. New concepts
have the following attributes emphasizing the mosaic and dynamic properties of the
cell membrane: (1) lipid domain structure, (2) cytoskeletal or other cytosolic
interactions, or (3) homo- and hetero-associations with other integral proteins.
Diffusion, intermolecular forces, and ever-changing membrane potential, and
extracellular influences can dynamically generate and destroy supermolecular
structures. Hence, the cell membrane model will undoubtedly become more and
more complex, just as the original concepts of membrane structure have evolved
into more and more complex structures.

Fig. 2.11 Schematic illustration of a modification of the fluid mosaic membrane model. Different
lipids are indicated in various colors forming specialized domains around integral membrane
proteins and glycoproteins as well as being asymmetrically distributed across the membrane.
Reproduced from Ref. [98] by permission of John Wiley & Sons Ltd
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2.3 Conclusions

In light of the long history of cell membrane studies, we must realize that the
membrane structure is far from completely understood. Biological details are more
complicated than the resolving power of a simple model, which describes gener-
alized, uniform behavior of molecules in the membrane. Moreover, we should
know that one model cannot fit every cellular membrane under all conditions. For
example, the fluid mosaic model has been cited as the most successful general
model of biological membranes; however, it does not provide adequate explana-
tions for every cell membrane structure, such as lipid rafts. Therefore, the cell
membrane structure needs to be refined and modified continually and considered on
each specific case, such as different cell types and external environments.

Another fact of note is that every achievement made in the field of the cell
membrane depends on the development of new techniques and experimental
approaches. From traditional methods such as electron microscopy, X-ray crystal-
lograph, fluorescence microscopy, nuclear magnetic resonance spectroscopy, and
mass spectroscopy, to modern methods like atomic force microscopy (AFM), single

Fig. 2.12 An updated fluid mosaic membrane model that contains information on membrane
domain structures and membrane-associated cytoskeletal and extracellular structures. Different
integral proteins, glycoproteins, lipids, and oligosaccharides are represented by different colors,
and where the membrane has been peeled-up to view the inner membrane surface cytoskeletal
fencing. Reprinted from Ref. [40], Copyright 2014, with permission from Elsevier
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molecular tracking, and super-resolution fluorescence microscopy (SRFM), all the
techniques have provided and will provide the significant information of the
membrane structure. Not only that, recent developed combined technologies, have
also integrated the strengths of two kinds of instruments, which will offer com-
plemented information and facilitate solving the problem from multiple angles. For
example, the combined AFM and SRFM can directly visualize the whole cell
membrane in situ (AFM) and have the potent ability to identify the local archi-
tecture of cell membranes (SRFM). Based on these new techniques, Wang et al.
have proposed a semi-mosaic model for the red blood membrane and a protein
layer–lipid–protein island (PLLPI) model for the nucleated cell membrane, which
will be introduced in Chap. 3.

To thoroughly study the cell membrane, not only the techniques require faster
development, questions regarding the membrane structure that were not involved
before should also be focused on, including the accurate location of membrane
proteins in the membrane, the membrane protein relationships, and the mechanism
that underlies the formation of the protein pattern. These open questions will
continue to intrigue investigators for some time.
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