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Abstract: Communication of molecular species through dynamic association and/or
dissociation at various cellular sites governs biological functions. Understanding these
physiological processes require delineation of molecular events occurring at the level of
individual complexes in a living cell. Among the few non-invasive approaches with
nanometer resolution are methods based on Förster Resonance Energy Transfer (FRET).
FRET is effective at a distance of 1–10 nm which is equivalent to the size of
macromolecules, thus providing an unprecedented level of detail on molecular interactions.
The emergence of fluorescent proteins and SNAP- and CLIP- tag proteins provided FRET
with the capability to monitor changes in a molecular complex in real-time making it
possible to establish the functional significance of the studied molecules in a native
environment. Now, FRET is widely used in biological sciences, including the field of
proteomics, signal transduction, diagnostics and drug development to address questions
almost unimaginable with biochemical methods and conventional microscopies. However,
the underlying physics of FRET often scares biologists. Therefore, in this review, our goal
is to introduce FRET to non-physicists in a lucid manner. We will also discuss our
contributions to various FRET methodologies based on microscopy and flow cytometry,
while describing its application for determining the molecular heterogeneity of the plasma
membrane in various cell types.
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1. Background
The major constituents of all living beings are nano-sized molecular species like lipids, proteins,
carbohydrates and nucleic acids [1]. These molecules are constantly in communication with each
other through complex yet specific interactions in a crowded molecular environment regulating the
biological functions in an organism [2,3]. Therefore, uncovering the secrets in the way these molecules
function requires an approach that would enable monitoring the molecular actions at nanometer scale.
One of the first described methods capable of reaching nanometer resolution was based on the
principle of Förster Resonance Energy Transfer (FRET), which nowadays is also referred to as
fluorescence resonance energy transfer mainly owing to the usage of fluorescence-based probes for
FRET applications. In the 1920s, Perrin first introduced the concept of dipole–dipole interaction
and distance dependent transfer of energy without molecular collision [4]; however, the accurate
quantitative theory of FRET occurring between two closely juxtaposed molecular species was
correctly described by Theodor Förster in 1948 [5]. Experimental verification of this theory, primarily
the distance dependence of FRET, was proven only in the late 1960s [6,7]. Importantly, with his
insightful seminal papers, Lubert Stryer popularized FRET as a “Spectroscopic Ruler” [6,8].
The application of FRET in biology gained momentum only in the last 20 years after huge technical
advances in physical and biological sciences, integration of FRET with easy-to-use fluorescence based
instruments and simple classification of the various modalities of FRET measurements.
2. Introduction
FRET is a collision-free, but distance-dependent photophysical process where radiationless transfer
of energy occurs from an excited donor (D) fluorophore to a suitable acceptor (A) protein or
fluorophore via long-range dipole–dipole coupling mechanism. Donor absorbs energy at shorter
wavelength whereas acceptor has energy absorption at longer wavelength [9,10]. FRET occurs over
interatomic distances due to resonance-based interaction of chromophores without transmission of
photons from donor to acceptor species. Therefore, it is inaccurate to use fluorescence with the
acronym FRET, since fluorescence involves emission of photons. At distances below 1 nm, collision
between donor and acceptor would prevail, whereas at distances higher than 10 nm, photon emission
by donor would be dominant. Therefore, FRET occurs only in the near field, which is in the range of
1–10 nm [11,12]. Often FRET is envisioned as a phenomenon occurring between two spectroscopically
different fluorophores, also termed heteroFRET. However, FRET can also take place between
spectroscopically identical fluorophores under the condition that they have a small Stokes shift,
i.e., small separation between excitation and emission spectral peaks. Energy transfer between like
fluorophores is known as homoFRET. When the two molecules in close proximity are fluorescent
species, the apparent changes that would occur due to FRET are reflected in the spectroscopic properties
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of these fluorochromes, like fluorescence intensity, fluorescence lifetime, quantum efficiency and
anisotropy [13,14]. FRET is intrinsically sensitive to molecular distance providing both quantitative
and qualitative information leading to its widespread use in various disciplines of science. In fact,
FRET is perfectly suitable for determining the large array of dynamic molecular events, including
conformational change in macromolecules, cis- or trans- association/or assembly in macromolecules
etc., regulating physiological events both under in vitro and in vivo conditions [10]. The Jablonski
diagram represents the simplest explanation of the occurrence of FRET in terms of donor/acceptor
excitation and emission (Figure 1). We aim to introduce FRET techniques to the biologists or bio
(medical) researchers who can hugely benefit from FRET applications. Therefore, this review is not
a comprehensive report on FRET; rather it entails the phenomenological description of the mechanism
of FRET, highlights advantages and limitations and the type of information that can be gained from
FRET by using various methodologies, and presents several examples of FRET applications in
membrane biology.

Figure 1. (a) The figure shows the Jablonski diagram demonstrating mechanism of Förster
Resonance Energy Transfer (FRET). On absorption of energy, electrons in both donor and
acceptor are excited from the ground state to an excited state, and they lose energy as
fluorescence with rate constant kf(D) for donor or kf(A) for acceptor and non-fluorescence
mechanisms with rate constant knf(D) for donor or knf(A) for acceptor. On the occurrence of
FRET, excited energy of the donor is also lost via FRET to an acceptor with rate constant
kFRET; and (b) Spectral overlap: The absolute requirement of FRET is illustrated in this
figure. The symbols “λ ” and “λ ” or “λ ” and “λ ” indicate excitation (λex) and
emission spectra (λem) of donor and acceptor fluorophores respectively with upper index
letters denoting fluorophores. Essential spectral overlap in the case of heteroFRET
(yellow) and homoFRET (blue) is also highlighted in the figure.
Förster theory states that the efficiency of energy transfer (E) is a function of the inverse
sixth power of the distance separating the two interacting molecules and “E” is expressed by the
following equation:
E=

+

(1)
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In the equation above, “R” indicates the actual distance between donor and acceptor whereas “R0”
represents the Förster distance, which is a characteristic distance at which the probability of energy
transfer is 50%. Though, it is clear from Equation (1) that “E” is highly dependent on the magnitude of
“R”, there are also other factors (see Equation (2)) that influence “R0” and correspond to the
spectroscopic features of fluorescent donor and/or acceptor and their spatial orientation which can
significantly affect energy transfer.
= 0.02108 [

×

×

× ] nm

= (cosθ − 3cosθ cosθ )
=

F (λ)ε (λ) λ dλ

(2)
(3)
(4)

In the above equations, “ĸ2” is the orientation factor describing the relative orientation between the
dipoles of the donor emission and the acceptor absorption, “ΦD” is the fluorescence quantum yield of
the donor in the absence of the acceptor, “n” is the refractive index of the medium, and “J” is the
extent of overlap between the donor emission and acceptor absorption spectra. In Equation (3), θ is
the angle between the “D” and “A” dipoles whereas θ and θ are the angles the “D” and “A” dipoles,
respectively, subtend with the line connecting the donor-acceptor dipole origins (Figure 2b).
In Equation (4), “λ” is the wavelength and ε (λ) and F (λ) are the molar absorption coefficient of the
acceptor and the normalized fluorescence emission of the donor at wavelength “λ”.
In practice, considering the use of fluorescent probes, the following set of conditions must be
fulfilled in order to observe FRET: (I) The emission spectrum of the donor must overlap with the
absorption spectrum of the acceptor. For a given FRET-pair, the larger the spectral overlap, the higher
the Förster distance [15]; (II) The donor must have a high quantum yield; (III) The donor emission and
acceptor absorption dipole moments must be oriented in favorable directions, which is numerically
characterized by the orientation factor, ĸ2, ranging from 0–4. To observe FRET, ĸ2 should not be
too small. FRET efficiency is the highest when the two vectors are parallel (ĸ2 = 4), whereas, FRET
efficiency decreases with the increase in the angle between the two vectors. In fact, FRET efficiency is
zero when the two vectors are in perpendicular position even in a case when two fluorescent probes
are within FRET distance (ĸ2 = 0). For most biological applications considering the use of organic
fluorophores, ĸ2 is usually taken as 2/3, which is an isotropic dynamic averaging, assuming that both
donor and acceptor fluorophores can acquire all possible random orientations during the donor’s
lifetime (Figure 2b) [16,17]. Furthermore, ĸ2 is also influenced by the nature of the microenvironment
where donors and acceptors are suspended; (IV) Most importantly, the donor and acceptor must be
close, but not too close to induce contact based quenching. Usually, the distance between 1 and 10 nm
is reasonable (Figure 2a).
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Figure 2. (a) A schematic representation of FRET between two molecules; (b) The
orientation of emission dipole moment of donor and absorption dipole moment of acceptor
is illustrated in this figure. “R” is the distance between the centers of donor and acceptor.
θD is the angle between the transition dipole moment of donor and the line joining the two
dyes while for the acceptor this angle is indicated as θA. The angle between the donor and
acceptor dipole moments is θR. The possible virtual donor and acceptor fluorophore
orientations are also presented in this figure, however, in reality the vectors are not exactly
as depicted rather are random and can point in any direction of space; (c) Dependence of
energy transfer on distance: A graph is presented here showing FRET efficiency (E) for
three FRET-pairs with R0 values 3.9 nm (pyrene and coumarin), 5.6 nm (fluorescein
isothiocyanate (FITC) and tetramethylrhodamine (TRITC)), and 7.4 nm (Alexa Fluor 546
(Alexa 546) and Alexa Fluor 647 (Alexa 647)) [18]. It is obvious that with the increase in
R0, the sharp rise or fall of the graph at the end of the curves is reduced, allowing the
feasibility to monitor changes in “E” at that range.
3. FRET: An Index for Sub-10 Nanometer Distances
The efficiency of FRET has a strong dependence on the Förster distance (R0) and on the physical
distance separating the donor and acceptor species (R). R0 is a characteristic feature of each donor and
acceptor FRET-pair and can be estimated based on Equation (2). It is generally in the range of 4–8 nm.
R0 values for FRET-pairs can be found in the literature for both organic dyes [18] and fluorescent
proteins [18,19]. It is obvious from the Figure 2c that a FRET-pair with a larger R0, e.g., R0 of Alexa
546-Alexa647 in comparison with pyrene-coumarin, accommodates a wider range of measurable
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distance for “E” thus providing possibilities to determine small-scale changes in distances more
effectively. In fact, “E” shows saturation at a distance below 0.5 R0 (E sharply attains 1) and above
2 R0 (E dwindles to 0 rapidly). Thus, distances in the range of ~0.5 R0–~2 R0 can usually be measured
by FRET. Beyond these distance limits, we can only state that the distances are below 0.5 R0 or beyond
2 R0 [11]. The critical working distance of FRET also matches the dimension of many biological
molecules, such as the size of proteins (a 30 kDa globular protein has a diameter of ~3 nm [19]), lipids
and nucleotides, the distance between two interacting macromolecules or sites on multi-subunit
proteins etc. FRET is therefore perfectly suitable for biological research resulting in the description of
FRET as a “spectroscopic ruler” to probe intermolecular distances. The choice of a FRET-pair,
however, depends on the type of biological questions and the available instrument for FRET studies.
The spatial resolution of the conventional optical microscope is limited by diffraction to ~250 nm
laterally, which is orders of magnitude larger than the average size of a protein molecule ranging
within a few nanometers. This makes it difficult to predict whether the two molecules in the image
obtained by traditional microscopes are in interaction or not. In such cases, exploitation of FRET
increases the accuracy of co-localization of the molecules within the diffraction-limited spots. This
provides a good contrast mechanism, and occurrence of FRET between two molecules is proof of
potential molecular proximity.
4. Lighting up Molecules for FRET
Essentially, a prerequisite for FRET is to be able to visualize molecules. Often, with some
exceptions, biological molecules are not self-fluorescent. Therefore, tagging of target molecules with
fluorescent markers is required. There are three popular approaches which can render the molecules of
interest fluorescent: (1) An approach based on fluorescent affinity reagents prepared by conjugating
fluorophores to affinity probes [20] (2) An approach based on fluorescent protein (FP) requiring fusion
of DNA of target protein and fluorescent protein [21] and (3) An approach based on bioorthogonal
chemistry for labeling proteins or an in vivo labeling approach in which a target protein is fused with a
tag making it amenable for chemical labeling in living cells [22].
4.1. An Approach Based on Fluorescent Affinity Reagents
Antibodies are the most widely used affinity reagents in biological research owing to their high
affinity and exceptional specificity towards the target molecule. They are also easy to generate,
virtually against any known molecules, with the well-established hybridoma technology [23].
Fluorophore conjugated antibodies are popular as a probe for FRET or cellular imaging traditionally.
Derivatives of organic fluorophores having functional groups with reactivity toward relevant side-chain
groups, such as amines and sulfhydryls, in a protein are easily available. The literature also abounds
with numerous straightforward bioconjugation protocols making preparation of fluorescent antibodies
a relatively simple task nowadays [20,24]. However, the most widely used methods for bioconjugation,
involving amine targeting, is not site-specific and, rather, is random in nature due to the abundance of
amines in proteins [20,24], a condition which is not completely ideal for FRET measurements.
Additionally, despite the presence of a large number of commercial fluorophores with emission ranges
extending from the UV to the infrared spectrum [25], their suitability for FRET investigations is not
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easy to judge because of the difficulty in obtaining complete information about their photophysical
features. Nonetheless, data about several fluorophore FRET-pairs in the literature are of great help in
choosing the right fluorophores though it restricts us to only limited sets of few good FRET-pairs for
studying membrane proteins [15,25,26]. Most of our FRET studies on membrane proteins were based
on fluorophore-antibody conjugates. We have demonstrated earlier that fluorescent primary antibodies
are preferred for FRET measurements. However, indirect labeling using secondary fluorescent
antibodies can also be used to detect primary non-fluorescent antibodies. Although, such a scheme
would lead to a decrease in the FRET efficiency between the probed proteins because of the greater
separation of donors and acceptors as a result of the increase in the size of the antibody labeling
complex. We also cannot rule out the possibility of detecting FRET between two proteins at distances
greater than 10 nm. The use of polyclonal secondary antibodies can complicate the interpretation of
FRET as well [15,27]. Antibodies with their large-size, molecular weight of ~150 kDa, and bivalent
binding properties can also pose other problems. Since the latter circumstance can induce artificial
clustering, there is a growing interest in alternative affinity reagents like aptamers—most often
oligonucleotides [28], affibodies [23], synthetic engineered antibodies or phage-display antibodies [28,29]
and single-domain antibodies (e.g., nanobodies engineered from heavy-chain camelid antibodies) [30]
with target specificity equaling or exceeding that of conventional IgGs. Labeling of intracellular
antigens with fluorescent antibodies also requires cell fixation and permeabilization. Fixation itself can
alter the geometry and distribution pattern of molecules inside the cell [31] and can also damage or
mask the antigenic structure leading to abrogation of antibody binding [32]. Overall, fluorescent
affinity reagents have facilitated in vitro studies on protein structure and protein–protein interaction;
however, it has not been successful in addressing questions about the real-time dynamics of molecules
in living cell, which is important for studying weak or transient molecular interactions that might occur
in natural cellular milieu.
4.2. An Approach Based on Fluorescent Proteins
The possibility of recombinantly fusing the target molecule with a fluorescent tag augmented the
interest in FRET applications and also made it possible to follow biological processes in time in
different cellular compartments in a non-invasive manner. Among the most popular tags are green
fluorescent proteins (GFPs) and its derivatives. Like organic fluorophores, now we have a palette of
different colored FPs, spanning the entire visible spectrum, as a result of GFP engineering and
newer discoveries from corals and several unrelated species including crustaceans and lancelets. The
spectrum also includes the modern red fluorescent proteins (RFPs) with larger Stokes shift and with
emission maxima exceeding 560 nm [33–36]. In fact, the library of FPs offers a huge collection of
donor-acceptor pairs suitable for FRET experiments [35]. However, CFP (cyan) and YFP (yellow) is
still the most widely used donor-acceptor pair [37]. Recently, a combination of Clover and mRuby2,
emitting green and red fluorescence, respectively, was found to increase the dynamic range and
detection sensitivity of FRET in comparison with CFP-YFP pair [38]. Post-2007, several new FP
variants have emerged with better photophysics compared to GFPs and RFPs [35]; therefore,
quantitative examination of FPs suitable for FRET measurements in live cell imaging is an avenue that
is open for exploration. In contrast to the approach based on fluorescent affinity reagents, FPs offer the
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possibility for site-specific conjugation to molecules and have revolutionized life science studies.
However, FP fusion proteins are not free of problems. The significant molecular mass of FPs, e.g.,
27 kDa (240 aa) for GFP, might alter expression, folding and distribution of the target protein and can
impair protein function [39–41]. Most FPs show some tendency of self-association, especially when
they are fused to other proteins; thus, they may induce artificial clustering. In fact, the self-association
behavior of fluorescent proteins in physiological conditions might be completely different [40,42].
Therefore, the behavior of fusion proteins may not be the exact reflection of that of endogenous
proteins and the requirement of ectopic expression further complicates it. FPs also show tremendous
heterogeneity in maturation, sensitivity to pH, ionic strength, photobleaching kinetics [25,36,41]
and possibly their behavior in various cell types [43]. The spectroscopic features of FPs, such as
brightness and photostability, are relatively inferior to that of organic fluorophores [36,43]. Further,
switching to another color requires either another plasmid vector having target protein fused to another
FP or recloning, making exchange of colorsa difficult process.
4.3. An Approach Based on Bioorthogonal Chemistry
To address some of the issues with FPs, bioorthogonal chemistry based labeling approach was
developed. The idea here is to express a tag that would allow site-specific labeling in the target protein
with luxury for swapping of fluorophores with known photophysical features. Several new methods
based on this concept have emerged recently which include expression of tags that could bind specific
ligand, enzyme mediated ligation of tag with fluorophore substrate, and unnatural amino acid incorporation
into proteins for specific chemical labeling. A detailed description of these methodologies is not the
subject of this review but some excellent reviews have been published earlier [22,43,44]. From our
perspective, we find SNAP and CLIP technology to be relatively more flexible for FRET
measurements than the other bioorthogonal approaches, though, the combination of bioorthogonal
approaches can work successfully. Both SNAP and CLIP proteins are derivatives of human DNA
repair protein O6-alkylguanine-DNA alkyltransferase (hAGT) performing self-attachment but with
preferential reactivity towards O6-alkylylguanine or O6-benzylguanine and O2-benzylcytosine
derivatives as substrates, respectively. Because of these orthogonal substrate specificities, SNAP- and
CLIP-tagged fusion proteins can be simultaneously labeled with different molecular probes bearing
fluorophores. SNAP- and CLIP-tagged proteins are similar in size (~20 kDa) to FPs; however, they
confer an important advantage with respect to the choice in organic fluorophore that can be used to
label the tagged fusion proteins for various types of FRET experiments [45]. In comparison with FPs,
biological research with SNAP- and CLIP-tagged proteins is still in its infancy; therefore, the possible
effects of these tags on the expression, maturation, localization and function of the target proteins are
uncertain. However, it is known that the life-span of hAGT is dramatically reduced and is targeted
for ubiquitin degradation upon forming a complex with its substrate [46]; therefore, SNAP- and
CLIP-tagged fused proteins may have reduced half-life in comparison with their endogenous
counterparts. Nonetheless, in a recent study, it was demonstrated that SNAP-tagged fusion proteins
retained the normal distribution features of wild type protein whereas several FPs induced artifacts
due to clustering of the fused protein [40]. Endogenous hAGT is also known to react with SNAP
substrates, though less efficiently, which would lead to off-target background noise. However,
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endogenous hAGT is comparatively very low in most cell lines and can be avoided when hAGT
deficient cell lines are used [45]. In contrast to FPs, maturation and fixation of SNAP- and CLIP-fused
proteins do not seem to be an issue either because fluorophores with known photochemical features are
used [25,36,47]. Importantly, these methods can be used in conjunction with tetracysteine (CCXBCC,
where X and B can be any amino acid except cysteine), tetraserine (SSPGSS) or Halotag based
approaches amongst others providing multiple efficient ways for multicolor labeling [22,25,43,44].
Thus, bioorthogonal labeling of SNAP- and CLIP-tagged proteins seems flexible, non-invasive and the
most suitable strategy for FRET experiments. However, any FRET experiment should be cross-checked
with an alternative strategy for confirmation of the findings.
5. Is Your Instrument FRET Friendly?
In principle, any instrument capable of recording fluorescence emission can be used for measuring
FRET as long as suitable fluorophores are available and the corresponding filters and detectors are
present in that system. The theoretical foundation of FRET was laid out on the basis of collision
experiments of several metallic elements in the vapor phase using a spectroscope [4]. Therefore, early
FRET experiments were mainly performed using spectrofluorometry [6,48,49] then it slowly
progressed to flow cytometry [49–51] and various microscopies [21,49,52–54] or lately to laser
scanning cytometry [55–57]. However, generally the choice of instruments for FRET measurements is
driven by biological goals because each of these instruments can deliver specific types of answers.
Of course, the most versatile of all the instruments is the microscope; therefore, many FRET approaches
are devised exploiting the capabilities of microscopy to decipher the spectroscopic information of
fluorophores. Thomas Jovin and colleagues proposed some new microscopic approaches and also
prepared a catalog of FRET techniques in 2003 [58]. Likewise, critical evaluation of many of the
widely used FRET methods in spectrofluorometry, flow cytometry and microscopy has also been
performed in [59]. Therefore, our goal in this section is just to describe the merits and demerits
associated with each of these widely used instruments for FRET. FRET crawled its way into biology
through physics and chemistry. Therefore, it is no surprise that the fluorometer was the most
commonly used instruments for measuring FRET in the early days, even today in many places,
because of its easy accessibility. Donor quenching and acceptor sensitization based FRET experiments
are primarily performed in spectrofluorometry. Fluorescence signals are collected from the cell
suspension either in the cuvette or from the cells fixed on slides. Therefore, the acquired signals are an
average from thousands of cells. These are good for statistical accuracy, but possible heterogeneity
among cells in the sample is hidden. Measurements from fluorometer thus are blind-folded from the
details of each cell and they provide population averages of parameters. Since samples are measured in
solution, the presence of dead cells or cellular debris (which can often be far brighter), free
fluorophores (especially with low-affinity fluorophore labels), and cellular autofluorescence can
affect the measurement significantly [50,60]. The contribution of the aforementioned factors in the
measurement accentuates the notion that performing FRET for lowly expressed proteins is almost
impossible or unreliable due to distortion in signals with fluorometry that in many cases would require
cell-by-cell correction for autofluorescence [27]. Because of the measurement procedure, sample
should be prepared very carefully, for instance, proper washing should be performed and contribution
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of free fluorophores to the fluorescence intensity should be minimized. Microscopy and flow
cytometry can overcome the above limitations of spectrofluorometry. However, relatively very few
cells can be investigated in microscopy compromising its statistical reliability [50]. Microscopy is
more suitable for real-time visualization of kinetic molecular events capturing microsecond or
nanosecond cellular changes in living cells and providing crucial information regarding the functioning
of biological molecules [61]. FRET is commonly used with wide-field microscope but has been
successfully implemented in confocal, multi-/two-photon, fluorescence lifetime and fluorescence
polarization microscopes, each with their own distinct advantages. For example, wide-field microscope
collects the emission signals from both above and below the focal plane, reducing the quality of the
image, whereas, confocal microscopes can reject these out-of-focus signals giving sharper images.
In combination with fluorescence lifetime or anisotropy, the sensitivity of FRET approach is
enhanced providing a spatial map and temporal information pixel-by-pixel in different contrast
patterns [13,61,62]. Therefore, microscopy is more suitable for studying dynamic molecular events and
heterogeneity in or within a cell [63,64]. Regardless of the benefits of microscopes for FRET
measurements, the underlying disadvantage of all microscopes is that they require specific training on
the proper usage of these microscopes and the ability to record high-quality fluorescence images
in the absence of any artifacts. A flow cytometer on the other hand can measure thousands of cells
within a minute. Therefore, the results are more robust and reliable than those from microscopes
statistically; however, information can only be obtained on a cell-by-cell basis. Nonetheless, it allows
categorization of a population of cells from the same sample and is capable of elucidating the
differences in “E” in correlation with any other cellular parameters. Importantly, what flow cytometer
can achieve is the possibility of sorting the cells based on cellular heterogeneities and energy
transfer [65,66]. However, the disadvantage of using flow cytometer is the nature of measurement of
cells. Cellular suspension is necessary which means detachment of cells from their substrate should be
performed. Removal of cells from their natural environment either mechanically or by enzymatic
treatment can result in changes in cellular parameters. Furthermore, flow cytometry fails to provide
information regarding heterogeneities within the cell and about the time-course of cellular responses at
single cell level, the attribute at which microscopy excels [60]. The superiority in statistics offered by
flow-cytometric measurements thus compensate for the lack of subcellular information that can be
obtained in microscopy [15,60]. High-throughput imaging technologies can combine the complementary
features of both microscopy and flow cytometry. We have recently demonstrated the applicability
of FRET with a laser scanning cytometer (LSC), LSC-FRET, yielding FRET efficiencies comparable
to those obtained from a flow cytometer or a confocal microscope [55]. One major advantage of LSC
is that spatial resolution and information about subcellular structures can be generated under native
in situ conditions with decent statistics. LSC yields information on a pixel-by-pixel and cell-by-cell
basis with the capability for temporal cellular response analysis in cells. Thus, LSC advances the
features of flow cytometry with a small sacrifice in the number of cells that could be analyzed in the
specific time-frame but with the incorporation of advantages of confocal microscopy. Likewise, a
high-throughput FRET technique based on total internal reflection fluorescence microscopy (TIRFM)
was also published a few years ago [67]. The inherent advantage of FRET-TIRFM is similar to that of
LSC-FRET. However, it harbors few additional benefits specific to the use of evanescent wave for
illumination of samples. Firstly, evanescent wave generates low autofluorescence because TIRFM
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excitation is limited to a thin layer (~100 nm, mainly plasma membrane). Secondly, in TIRFM
fluorophores located closer to the plasma membrane are preferentially excited; therefore, FRET-TIRFM
is efficient in removing non-membrane fluorescence. In fact, TIRFM is said to be far superior to
confocal microscopes at detecting plasma membrane fluorescence [67]. Thus, it is optimal for
high-throughput FRET related to membrane proteins.
In the paragraphs below, we will discuss several methods that are generally used in biological
systems for measuring FRET and subsequently we will also elaborate on the various applications of
FRET based techniques, especially on our contribution towards developing and applying FRET based
methods for studying membrane proteins.
6. Methods for Measuring FRET
Fluorescence has many spectroscopic dimensions that can be sensitively monitored and fortunately,
the manifestation of FRET is the alteration of these spectroscopic features. Therefore, a multitude of
techniques can be employed to measure FRET. Several excellent reviews have been published
earlier [11,13,58,68–71] where extensive theoretical details are underlined for quantitative analysis of
FRET. Types of FRET and the effect of FRET on the spectroscopic features of fluorophores are
schematized in Figure 3. The most notable FRET measurements are based on the following three
approaches: (1) Fluorescence intensity based approach; (2) fluorescence lifetime based approach;
and (3) fluorescence anisotropy based approach. We have played a seminal role in the development of
a ratiometric flow-cytometric FRET (FCET); therefore, FCET will be discussed extensively here,
whereas, other FRET methods will be presented through a few mathematical expressions for
easy understanding.

Figure 3. Cont.
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Figure 3. (a) Schematic representation of types of FRET measurements based on
photophysical features; and (b) This figure illustrates the effect of heteroFRET and
homoFRET on fluorescence intensity (left panels), fluorescence lifetime (middle panels)
and fluorescence anisotropy (right panels). Here, “D” and “DA” quoted symbols, including
the ones in the subscript, represent donor only and FRET samples. In heteroFRET, donors
and acceptors are fluorophores with different spectroscopic features. In the upper graph in
the left panel, the emission of donor and FRET samples on excitation by the donor
excitation wavelength are depicted for simplicity. The green and red curves correspond to
the donor and acceptor emission spectra, respectively, in the left panels. In the lower graph
in the left panel, there is only a green curve since both the donor and the acceptor are
spectroscopically identical. In the middle and right panels, only the time-dependent donor
emission (middle) and anisotropy (right) are shown in the absence and presence of the
acceptor. The only manifestation of homoFRET is the decrease in anisotropy and no
change in fluorescence intensity or fluorescence lifetime of the donor fluorophore.
6.1. Fluorescence Intensity Based Approach
6.1.1. Donor Quenching Method
This is the most straight-forward and the easiest method for quick measurement of FRET.
It requires an inspection of donor fluorescence in singly (donor only) and doubly (donor-acceptor)
labeled samples. The consequence of FRET is the decrease in the fluorescence intensity of the donor in
the doubly labeled sample in comparison with the intensity of the donor from the donor only sample.
However, this method is error-prone because any quenching observed in the donor fluorescence
intensity is assumed to be due to the presence of acceptors. Since the donor intensity is measured in
two different samples (donor-labeled and donor-acceptor double-labeled), any difference in the
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expression level of the labeled antigens, alterations in antibody affinity and spectral cross-talk between
the acceptor and donor fluorescence can lead to a difference between the donor intensity in the two
samples. Obtaining the mean fluorescence intensity from a large population of cells minimizes the
variation in fluorescence at the individual cell level. However, this also prevents donor quenching
FRET from providing FRET information on a cell-by-cell basis, thus only mean FRET efficiency
representative of a population of cells can be obtained. Therefore, this approach is mainly suitable for
flow cytometry or spectrofluorometry based FRET studies [10,15,19]. Controls especially to identify
competition in antibodies used for labeling the proteins should also be considered. One should make
sure that the antibodies do not influence the binding of each other. If any, correction should
also be performed for acceptor spill-over in the donor channel [15,19]. Intensities are measured by
exciting the sample at the absorption peak of the donor and detecting fluorescence at the emission peak
of the donor.
Assuming “FD” is the fluorescence intensity of the donor sample and “FDA” is the fluorescence intensity
of the donor and acceptor labeled sample, energy transfer is calculated with the following equation:
E=1−

(5)

Both FD and FDA have to be background-corrected, i.e., the fluorescence of unlabeled cells has to
be subtracted.
6.1.2. Acceptor Photobleaching Method
This is mainly a microscopy-based method. Importantly, FRET is estimated from information
obtained after imaging a single sample. The general principle is to compare the fluorescence intensity
of the donor before and after photodestruction of acceptor species. In the case of occurrence of FRET,
there is an increase in the fluorescence intensity of the donor (donor dequenching) after bleaching of
acceptors. Since high-intensity laser is used for bleaching of acceptors and acceptor molecule is
irreversibly switched off, but remains physically connected to the donor even after bleaching, this
approach has a few drawbacks. For example, generation of dark acceptors (non-fluorescent acceptor
products, but capable of donor quenching), incomplete photobleaching of acceptor molecules and
bleaching of donor species are still possible. Likewise, photobleaching of acceptors can also yield
acceptor degradation products with an emission profile similar to that of donor molecules. Importantly,
photodestruction of fluorophores means repeated measurements of the same sample is not possible
precluding real time information on macromolecules [59,71] although identification of photoswitchable
dyes [72] and fluorescent protein [73] has offered possibilities for dynamic measurements. Photosensitive
acceptors and photostable donors are perfect for the acceptor photobleaching technique. Importantly,
precaution should be taken to avoid movement of cells during photobleaching. The mathematical
expression for the calculation of energy transfer (E) is analogous to Equation (5) except that FDA is
replaced with the fluorescence of donor before acceptor bleaching and FD is substituted by the
fluorescence of the donor after photobleaching.
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6.1.3. Sensitized Acceptor Excitation Method
FRET measurement based on quantification of sensitized emission of the acceptor is the most
reliable among all intensity-based methods. Sensitized emission of acceptor is the amount of acceptor
emission in the FRET channel due to resonance transfer of excitation energy from donor to
acceptor [59]. Simultaneous measurement of individual fluorescence emissions from donor and
acceptor from the same sample, in comparison with multi-samples, excludes problems related to
variation, such as changes in donor density or fluorescence quantum yield [59,68]. Nonetheless,
FRET estimations are more accurate and easier to perform in a case when donor and acceptor
emissions are well separated. Otherwise, this method invites the introduction of several correction
factors related to fluorophore cross-talk, i.e., the reciprocal excitation of donor and acceptors at the
excitation wavelength of the other dye, and bleed-through of fluorescence emission of the donor and
the acceptor to detection channel corresponding to the other dye. Independent control samples of donor
and acceptor can help compensate the issues related to the above problems. Numerous methods have
evolved with a goal of quantifying sensitized acceptor signal. Although quantitative approaches
determining the FRET efficiency rigorously are preferred [53], semi-quantitative method providing
uncalibrated FRET indices with dubious theoretical background also abound in the literature [59].
FRET indices are instrument dependent relative values designed according to the aims of studies. They
are qualitative in nature, however, some of them seem to be more sensitive and consistent in cases
where FRET efficiency based methods tend to suffer, for instance, when the ratio of donor to acceptor
is lower than 1 [59]. With its simple mathematical framework, these approaches would seem rather
attractive to biologists who are more concerned about learning the possibility of interactions between
two macromolecules in a simple “yes” or “no” format or knowing the consequence of a biological
response in the association of proteins in relative terms. Based on the literature, methods for
measurement of sensitized emission can be categorized into three groups with the basic difference
being the process of analyzing FRET signals: (1) Two-channel emission or excitation ratio
measurement; (2) three-channel emission measurement; and (3) spectral analysis for FRET.
Two-Channel Emission or Excitation Ratio Measurement
Two channel emission ratio measurement has been applied a lot both in microscopy [74,75] and
flow cytometry [76,77] as sensors of protein–protein interactions. Basically, the practice is to
illuminate the doubly (donor and acceptor) labeled sample with the donor excitation wavelength, then,
collect the signals in both donor and FRET channels, i.e., in the wavelength range corresponding to
the emission peak of the donor and acceptor, respectively. A FRET index defined as the ratio of
fluorescence intensities in the FRET and donor channels are widely used owing to the fact that the
ratio is fairly consistent [19,52,78]. An alternative two-channel excitation ratio measurement has also
been described before, where measurements at the emission wavelength of acceptor were taken upon
consecutive excitation of the FRET sample with donor (FRET channel) and acceptor (acceptor
channel) wavelengths. In this case, a parameter proportional to the FRET efficiency is expressed as the
ratio of fluorescence in the FRET channel to the fluorescence in the acceptor channel [78,79].
Primarily, the above methods are ignorant to multiple cross-talks and bleed-through features of
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fluorophores such as direct excitation of the acceptor at the donor absorption wavelength. However,
these methods are very useful as long as the ratio of the concentrations of donors and acceptors is
constant such as in intramolecular FRET studies [52,54] involving FRET-sensors.
Three-Channel Emission Measurement
Three-channel emission measurement requires collection of three independent signals from the same
sample. These signals differ either in the wavelength of excitation or in a spectral range of detectors for
recordings. In fact, this method is similar to the two-channel measurement with an additional third
channel making rigorous deductions of non-FRET signals possible. Numerous studies have been
published representing such a set-up with varying level of stringency with regards to cross-talk or
bleed-through corrections [59]. For three-channel measurement, assessment of FRET has been
demonstrated both in terms of FRET indices [52,53,80,81] and FRET efficiencies [15,54,68,69,82,83].
Measurements require collection of signals for donor alone, acceptor alone and doubly (donor-andacceptor) labeled samples under the same circumstances. Below, we will describe three of the most
popular FRET index based three-channel measurements with FRET terminologies used by the
respective authors:
(a) Corrected FRET (Fc) method: This method was introduced by Youvan et al., for epifluorescence
microscope [80]. They simply generated a FRET image corrected for fluorescence from background
and bleed-through. However, the contribution of reciprocal cross-talk excitation in donor and acceptor
channels, which were minimal in their case, was not considered during the calculation. Similarly,
the method does not perform normalization for concentration of donors and acceptors. Therefore,
it inherently suffers from the issues related to variability in fluorophore concentration. In fact, even at
the same FRET efficiency, the FRET signal is different for samples in which various concentrations of
donors and acceptors are used. Thus, it is suitable under conditions when the donor to acceptor
concentration is constant or known beforehand. The corrected FRET was expressed in the following form:
=

– [( /

)× D ] – [( /

)×

]

(6)

In Equation (6), F, D and A represent FRET, Donor and Acceptor channels, respectively, whereas
subscripts “f”, “d” and “a” represent FRET, donor and acceptor samples, respectively. The spectral
bleed-through for donor (Fd/Dd) and acceptor (Fa/Aa) are calculated from donor only and acceptor
only samples, respectively. It is also assumed that the images were background subtracted in the
above equation.
(b) FRET net (FRETN) method: Gordon et al. presented a FRETN method to overcome the
underlying problem with the Fc method. Fc is linearly proportional to the concentration of
fluorophores; therefore, they proposed that Equation (6) should be additionally normalized by the
product of donor and acceptor signals [54]. This new method, however, overcompensates by dividing
the Fc value with both donor and acceptor intensities. Therefore, FRET values flatten out at higher
donor and acceptor intensities whereas it is fairly sensitive at low donor and acceptor intensities. Thus,
this method generates FRET values with high standard error (80%) affected by concentrations of
donors and acceptors [84].
FRETN =

/

×

×

(7)
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The notations in Equation (7) are similar to that of Equation (6). A constant “G” is a parameter
which relates the loss of donor signal to the increase in acceptor signal as a result of FRET (please
refer to Equations (15) and (16) for “G” which is equivalent to “α” in the section below).
(c) Normalized FRET (NFRET) method: In order to reduce the inconsistency of the FRETN method,
Xia et al introduced the normalization procedure for Fc with the product of the square root of donor
and acceptor signals [84]. This renders FRET independent of local concentration of fluorophore.
However, NFRET is still not linear with changes in E values and fractional occupancy; therefore, it is not
adequate for stoichiometric measurements of binding interactions [85].
N

=

/

×

(8)

Several other methods have also been published where the basis of normalization of FRET value is
with acceptor concentration [81,86].
Experimental results obtained using FRET indices from different instruments are not comparable
because FRET indices depend on system parameters such as excitation intensities and detection
efficiencies of the instrument [21]. Therefore, it is more relevant to express FRET through an
instrument-independent, but quantitative parameter such as FRET efficiency. Assuming that the
FRET-pair is red-shifted, which minimizes autofluorescence [27], and the contribution of background
is negligible, FRET efficiency can be easily computed by solving a set of three linear equations
corresponding to the signals from a FRET sample. They are expressed as a function of unquenched
donor (ID), the FRET efficiency (E) and intensity from the acceptor in the absence of FRET (IA).
To maintain consistency, we are using similar terminologies as in our previous papers [15,68,69,82].
The following equations are based on FCET [15,68], although, we also implemented it in
microscopy [69,70]. First, we would like to introduce the correction factors, which need singly labeled
samples of donor and acceptor, so that it becomes easy to follow the equations. Correction factors result
from spill-over and cross-excitation between donor and acceptor fluorophores, thus, are necessary for
eliminating non-FRET signals. In a general case, four different “S” factors are used, namely S1, S2, S3
and S4.
S1 and S3 characterize the spill-over of donor intensity to the FRET (I2) and acceptor (I3) channels,
respectively, and are determined using donor only labeled sample.
S1 =

,

S3 =

(9)

S2 and S4 characterize the spill-over of acceptor intensity to the FRET (I2) and donor (I1) channels,
respectively, and are determined using acceptor only labeled sample.
S2 =

,

S4 =

(10)

where I1, I2 and I3 correspond to intensities measured in the donor, FRET and acceptor channels,
respectively. The excitation (λex) and emission (λem) wavelength for each of the intensities is defined in
the parenthesis of Equations (11)–(13). For instance, the abbreviation in the symbol (λex,D; λem,D)
means excitation at the wavelength corresponding to the donor absorption band, and emission detected
at the wavelength corresponding to the donor emission wavelength range. The uppercase letters “D” or
“A” in the symbols represent donor and acceptor, respectively.
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Here, “ ” stands for molar absorption coefficient of “D” and “A” molecules shown by the upper
indices at donor (λ , ) or acceptor wavelengths (λ , ). Often, S3, S4 and the molar absorption ratio,
, are negligible, as with the Cy3-Cy5 FRET-pair when measured on a FACSCalibur (BD
Bioscience, San Jose, CA, USA). Thus, solving Equations (11)–(13) would yield “E” in the following
form (see references [15,68] for the derivation):
E=

−
−
+ −
−

α

(14)

It is also clear from the above set of equations that calculating “E” in ratiometric FRET requires
determining a factor “α”, which has been widely used as “G” in microscopy, to correct for the
differences in the quantum yield of the donor and acceptor and in the detection efficiencies of the
donor in the donor channel and the acceptor in the FRET channel. “α” relates the loss of donor
fluorescence to the sensitized emission of the acceptor.
Classically, “α” is expressed as in the equation below:
α=

η
η

(15)

where “QD” and “QA” are the fluorescence quantum yields of the donor and acceptor fluorophores,
respectively, and “ηD” and “ηA” are the detection efficiencies of the donor in the donor channel and
the acceptor in the FRET channel, respectively. Since both the quantum yield and the detection
efficiencies are difficult to determine or calculate, numerous ways of calculating “α” factor have
been reported previously though not without the challenges owing to the underlying variables. The
interested readers are referred to the cited references for learning various approaches of determining “α”
factor in microscopy [21,55,69,70,83,85] and flow cytometry [15,55,65,87]. One of the simplest
approaches for calculating “α” is based on labeling two separate samples. One of the samples is labeled
with a donor-tagged antibody and the other with an acceptor-tagged antibody. In such a case, “α” can
be calculated according to the following equation:
α=

,
,

×

×

×

ϵ
ϵ

(16)

where I2,A and I1,D are the intensity of the acceptor-labeled sample measured in the FRET channel and
the intensity of the donor-labeled sample measured in the donor channel, respectively. Likewise, “BD”
and “BA” are the mean number of epitopes labeled by the donor-conjugated and acceptor-conjugated
antibodies, respectively, and “LD” and “LA” denote the labeling ratios (i.e., number of fluorophores/
antibody) of the donor-conjugated and acceptor-conjugated antibodies, respectively. For the sake of
simplicity, it is advisable to label the same epitope with the donor- and acceptor-conjugated antibodies,
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so that BD = BA. Unfortunately, the method described above requires measuring a large number of
cells, so that the mean intensities (I2,A and I1,D) are reliably determined, which is difficult to achieve in
microscopy. Alternatively, “α” can be calculated by labeling the same membrane protein with two
non-competing antibodies binding to distinct epitopes but far enough to avoid any occurrence of
FRET. One of the antibodies should be donor-tagged, while the other should be acceptor-conjugated.
This approach ensures that the BD/BA ratio is equal to 1 since the intensities I2,A and I1,D are measured
on the same cells. Thus, “α” can be easily calculated from Equation (16) with BD/BA = 1. If the
requirement for no FRET cannot be met, the energy transfer taking place between the donor- and
acceptor-labeled antibodies has to be taken into consideration [55,88].
Despite the use of such a systematic method for calculating “E”, satisfactory results are still difficult
to obtain for proteins with low expression levels. Thus, in cases when the signal to noise ratio is very
low, accurate FRET calculations require cell-by-cell correction for autofluorescence and selection of
a FRET-pair with long emission wavelength. This improvement reduces the dispersion of FRET
histograms and thereby improves the sensitivity of FRET analysis [15,27,69]. Likewise, we have
also recently introduced an efficient method applicable in such cases called Maximum Likelihood
Estimation (MLE) of FRET efficiency. The method is based on the assumption that photon detection
by detectors follows Poissonian statistics [63]. We developed a computational tool applying the
Poisson function to I2 intensity expressed as a function of I1 and I3 after solving Equations (11)–(13).
The method thus predicts the joint probability of photon numbers received by the donor, FRET and
acceptor channels. The presented algorithm assigns a single FRET efficiency based on the likelihood
of all three measured intensities to each pixel. Therefore, outlier pixels with low probabilities for the
determined FRET efficiency can be easily excluded from the analysis thus improving the accuracy of
the calculation significantly. The only drawback is that MLE of FRET requires a dataset of at least
100 pixels, corresponding to region of 1 μm × 1 μm assuming a pixel size of 100 nm, for accurate
determination of FRET efficiency; therefore, pixel-by-pixel documentation of “E” in an image is not
possible. However, heterogeneity in spatial subsets due to biological variance can be explored when
regions of interest are selected for analysis in the cell. With physiological settings, known to have low
photon numbers due to weak expression of proteins and with abundant outer pixels of both biological
and instrumental origins, we noted that MLE of FRET efficiency exceeds the performance of both
pixel-by-pixel and total intensity based FRET approaches. The traditional method of calculating “E”
suffers from distortion generated by detector noise, thus uncertainties prevail while calculating “E” for
weakly expressed proteins. In fact, the FRET histogram would be wide and asymmetrical with large
variance making “E” meaningless. Readers interested in the theoretical and mathematical background
on this method can review our recently published paper [63]. The method was developed for confocal
microscope; however, we do not see any reason why it cannot be adapted to flow cytometry as long as
photon counting detectors are used.
Spectral Analysis for FRET
The idea of spectral analysis for FRET was borrowed from remote sensing and satellite imaging
techniques [89]. The approach is to record a set of images in a series of wavelength bands, also
referred to as lambda (λ) stacks. It is assumed that each fluorophore has its own specific spectral
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signature, which can be identified within the λ stack. With these signature reference spectra of the
fluorophores and autofluorescence, the contribution of each fluorophore and autofluorescence in a
mixed spectrum, as in a FRET sample, can be easily identified, even with a high degree of spectral and
spatial overlap, using linear unmixing algorithms [90–95]. Taking advantage of this feature, several
FRET approaches have been described; in fact, in many of the cases spectral imaging was just used as
an addendum to the traditional FRET approaches to increase accuracy [90,92,93]. However, separating
acceptor bleed-through from FRET signal is very difficult to obtain with linear unmixing because of
their identical emission spectrum. This approach is primarily suitable for two-photon microscopy
where judicious selection of excitation wavelength could be achieved easily thus circumventing
acceptor cross-excitation [96]. Typically, the emission spectra of the donor and acceptor contain all the
information regarding the concentration of fluorophores and the FRET efficiency [97]. Despite the
possibility in increased sensitivity offered by spectral FRET measurement, the whole approach is
complicated and requires special hardware for recording “λ” stacks. Additionally, the idea to distribute
emission spectra in a series of spectral intervals to multiple detector channels also demands
modification in instrumental settings (e.g., laser power, line averaging or pixel dwell time) for each of
these channels potentially making each of the acquired images noisy [94]. Spectral FRET analysis is
primarily used in microscopy; however, it is also feasible in spectrofluorometry [92,95] and spectral
flow cytometry.
6.1.4. Donor Photobleaching Method
Monitoring the photobleaching kinetics of donor in the presence or absence of acceptor also offers a
simple approach to determine FRET. Photobleaching occurs from the excited state of a fluorophore.
The stability of donors increases due to decrease in the availability of the excited state donor molecules
when nearby acceptors are present due to FRET. Consequently, energy transfer decreases the rate
of photobleaching and increases the bleaching time constant of the donor [57,82,98]. In contrast to
the acceptor photobleaching technique, this approach requires a photolabile donor and photostable
acceptor allowing determination of FRET efficiency [58,68,99]. This method also offers the advantage
of being insensitive to expression density of proteins under investigation (since the kinetics of
bleaching are measured which is assumed not to be influenced by the expression levels unless the
expression level alters FRET), however, other environmental factors, like oxygenation, fluorophore
concentration, temperature, etc., can still influence donor photobleaching. The measurements are not
self-controlled; therefore, mixing singly and doubly labeled cells and measuring them on the same
slide sequentially or simultaneously for the bleaching kinetics would reduce errors due to the above
factors. Since pixel-by-pixel bleaching time can differ due to molecular environment or other factors, it
is considered to be more effective with wide-field microscopy instead of confocal laser scanning
microscopy [68,100]. Donor photobleaching can be correlated to the FRET efficiency using the
equation below:
E=1−

(17)

In Equation (17), TD and TDA stands for the photobleaching time constant of donor in the absence
and presence of acceptor, respectively. For calculating time constants, a sequence of images of donor
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from the corresponding samples are taken with donor-specific optical filter sets while bleaching the
donor until it reaches the level of background. Since images are recorded at different times, the image
stacks store the time-dependent fluorescence of the donor, or bleaching curve, which is fitted by the
following exponential function resulting in the desired photobleaching constants [49,68,69,82].
=

e

(18)

+

where It is the time dependent donor fluorescence intensity, I0 is the donor intensity before bleaching,
t is time, T is the bleaching time constant and bg is the background. In some cases, a single exponential
function is not sufficient to achieve reasonable fits. In these cases a double exponential fit may be
carried out [57].
6.2. Fluorescence Lifetime Based Approach
Fluorescence lifetime (τ) characterizes the time spent by fluorescent species at the excited state
before exiting to the ground state by radiative and non-radiative mechanisms. Therefore, it is inversely
proportional to the sum of all the kinetic processes: rate constant of fluorescence emission (k ), rate
), if present, and rate constant of all other non-fluorescent mechanisms (k ),
constant of FRET (k
responsible for relaxation of the excited fluorophore.

τ =

1
,τ
k +k

=

1
k +k

(19)

+k

where τD and τDA are the fluorescence lifetime of the donor in the absence and presence of the acceptor
(i.e., FRET), respectively.
A convenient way to measure fluorescent lifetime is to determine fluorescence emission decay
which follows first-order kinetics for a simple fluorophore [101]. Fluorescence lifetime is
mathematically defined as the time taken by a population of excited molecules to decay by a factor of e
(or to 37% of the initial population) [62,102]. Each fluorophore has its own characteristic fluorescence
decay pattern like unique spectral fingerprints. FRET introduces a new de-excitation pathway and
consequently accelerates the relaxation process. Therefore, with the increase in the rate of FRET, the
donor lifetime decreases because of proximity to acceptors [82]. Understandably, fluorescence lifetime
provides a direct measure to determine FRET. For an excited fluorophore, the rate of return to the
ground state depends on their number in the excited state times a rate constant, therefore, “E” can be
expressed from fluorescence lifetimes as below:
d[D∗ ]
1
= −[k + k ][D∗ ] = − [D∗ ]
dt
τ
d[D∗
dt
E=

k

]

= −[k + k

k
+k +k

=
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τ

(20)
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]

+ k + k − (k + k )
τDA
=1−
k
+k +k
τD

(21)
(22)

Equations (20) and (21) correspond to the first-order decay kinetics of donor only and FRET
samples. In the above equations, [D∗ ] and [D∗
] represent concentration of donors at excited state
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for donor and FRET samples, respectively, at time “t”. The rate constants (k , k and k
) are
described in Equation (19).
Fluorescence lifetime based FRET (FL-FRET) can be carried out in a microscope, a spectrofluorometer
or a flow cytometer. An important feature of FL-FRET is its ability to predict the fraction of
acceptor-bound donor based on the fluorescence decay curve [19,94]. Fluorescence lifetime is also
independent of fluorophore concentrations, emission of acceptors and instrumental factors. Therefore,
FL-FRET does not suffer from the major issues seen in intensity analysis based FRET methods like
spectral spillover, differences in local concentrations of fluorophores, variation in excitation intensity
and exposure duration [35,62,101]. This means that the whole FRET experiment is simplified,
requiring less experimental controls and normalization procedures. Therefore, it is highly valuable
under conditions where the above experimental parameters are hard to control or determine.
Fluorescence lifetime is determined by energetically unstable state of a fluorophore; therefore, it is
sensitive to perturbations related to temperature, polarity, refractive index of medium and various
quenching effects [35,102]. The exploitation of FL-FRET in microscopy also makes it possible to map
the spatial and temporal lifetime dynamics of the molecule with increased accuracy. However,
FL-FRET requires long acquisition times in microscopy. Additionally, most biologically relevant
fluorophores exhibit lifetimes of nanoseconds. Therefore, fluorescence lifetime measurements also
demand sophisticated and expensive instrumentation [103].
6.3. Fluorescence Anisotropy Based Approach
Fluorophores are randomly oriented in space and time even in the case of fluorescently labeled
plasma membrane protein. Imagining that polarized light excites a stationary fluorophore, the
consequent fluorescence emission is also polarized in the same plane. Exposure to a polarized light
typically leads to excitation of only a fraction of the total population of fluorophores. This is because
fluorophores are free to enjoy any random orientations and only those fluorophores are excited whose
absorption transition dipole is aligned suitably or nearly parallel to the polarization plane of the
excitation source, a process called photoselection. Furthermore, during the excited state, fluorophores
can demonstrate reorientation before they lose energy through both radiative and non-radiative
mechanisms including FRET. Consequently, the emitted light is depolarized in comparison with the
polarized excitation source [11]. Fluorescence anisotropy (r) defines how much fluorescence emission
is polarized after polarized excitation. If a fluorophore is illuminated with a vertically polarized light,
then, both vertical (Iv) and horizontal (Ih) emissions should be collected. Processes leading to
depolarization of emission are then characterized by these two intensities based on anisotropy
calculated according to Equation (23).
r=

−
+2

(23)

Anisotropy is sensitive to the size and shape of the molecule, rigidity or fluidity of the molecular
environment, rotational motion and molecular association events [13]. Larger fluorophores will have
slower mobility whereas smaller sized fluorophores will tumble and rotate faster. Therefore, larger
species will have high anisotropy while small species will have low anisotropy values. However, it is
not only the rotation of fluorophores that can alter anisotropy. Typically, FRET also alters the
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anisotropy of the fluorophore (Figure 3) [11,13]. HeteroFRET shortens the donor's lifetime; therefore,
the donor has less time to rotate during the excited state lifetime before emitting a photon.
Consequently, donor emission is hyperpolarized (relative to the case when no heteroFRET takes place)
resulting in an increase of anisotropy. HomoFRET does not affect lifetime but rather leads to the
transfer of energy between like molecules. Each homoFRET step depolarizes the excited population
since the acceptors excited by homoFRET are not parallel to the donor. Since the donor and the
acceptor are spectroscopically identical, i.e., their fluorescence is indiscriminable, the eventual
emission is less polarized with a resultant decrease in anisotropy. Importantly, ensemble fluorescence
intensity and lifetime of donor are reduced in heteroFRET but remain unchanged in homoFRET. The
extent of depolarization of the fluorophore emission in homoFRET depends on the oligomerization
state of the proteins. The larger the number of molecules in a cluster, the lower the anisotropy of the
overall fluorescence emission is [13,14]. This feature makes homoFRET a useful tool in the
quantitative analysis of large protein clusters [14,104]. However, polarization artifacts induced by
sample and instrumental factors easily influence this method. Optical lenses with high numerical
aperture (>1) are also found to cause significant depolarization of the emission light. The apparent
anisotropy decreases with the increase in numerical aperture of the objective lens. Therefore,
objectives with lower numerical aperture are more accurate for anisotropy measurements although
with loss in resolution and sensitivity [105]. Anisotropy measurements require highly expressed
proteins because the emission signals from the fluorophores are significantly reduced due to the
polarizer and also as a result of splitting of the emission signals into vertical and horizontal
components [62,106]. Additionally, anisotropy is not very sensitive to the FRET efficiency. It is only
suitable for providing information on the presence or absence of FRET, but cannot be used to measure
small changes in FRET [62,94]. Nonetheless, both microscopic and flow-cytometric applications of
anisotropy can be found in the literature [13,104].
7. Applications of FRET in Membrane Biology
The exponential growth in studies applying FRET is explicitly tied to the acceptance of the
technique by the biologists. FRET has influenced and impacted different domains of science whether it
is molecular biology, cell biology or genetics. It is impossible to document each of these developments
here; therefore, we are going to focus on the studies related to membrane biology which has been the
subject of our investigation for three decades now. Lectin receptors were the first molecules to be
studied in situ in the plasma membrane of a cell using FRET in 1976 [107], a couple of years after the
proposition of the Singer-Nicholson fluid mosaic model, in 1972 [108]. Coincidentally, the discovery
of monoclonal hybridoma technology also occurred at the same time, in 1975 [109]; however, the first
study did not involve antibodies as an affinity reagent. Alongside the general acceptance of the cluster
of differentiation (CD) classification of monoclonal antibodies starting in 1982 [110], the use of
antibodies as probes for FRET has become dominant. The incentive for us to carry out research on cell
surface receptors was the conviction that the plasma membrane was the interface for the cell to
communicate with its extracellular environment and thus was subjected to dynamic changes, yet its
molecules were not randomly distributed, but constantly reorganized as function required. Initial
studies were also greatly helped by the availability of monoclonal antibodies against surface receptors
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of leukocytes. Subsequently, we were able to show that distribution of proteins on the cell surface was
non-random and dynamically changing [111]. Some of these findings on membrane molecules of
lymphocytes and cancer cells will be re-iterated below to show the utility of FRET in biological
systems, and to highlight the related or potential biological functions.
7.1. Organization of Antigen Presenting Molecules in the Plasma Membrane of B Cells
Conventionally, it was believed that only peptides were antigenic. However, the perception has
changed over the last two decades with a broad range of smaller molecules being found capable of
activating T cells. With the antigens also came the diversity in antigen presenting molecules: Major
histocompatibility complex I and II (MHC I and MHC II) present peptides, Cluster of Differentiation 1
(CD1) a, b, c, and d present lipid-based antigens, MHC related protein 1 (MR1) presents vitamin
metabolites and butyrophilin presents phosphorylated antigen to T cells [112]. In the early 1980s, only
peptide antigen presentation was assumed to induce adaptive immune response. Therefore, our initial
research was focused on MHC proteins in order to reveal whether they exhibited specific topological
features in the plasma membrane of cells. Previous studies demonstrated that antibodies against MHC I
would co-cap MHC II molecules on the surface of B lymphocytes. It was an indirect indication of the
proximity of MHC I and MHC II molecules [10,113]. Therefore, we decided to apply the more direct
approach of FRET to investigate the association between MHC I and MHC II in B lymphoid
cells [114,115]. For this purpose, a panel of monoclonal antibodies, conjugated with either FITC
(donor) or TRITC (acceptor), and specific for MHC molecules were used. Cells were labeled
simultaneously with fluoresceinated and rhodaminated antibodies, then, measurements were performed
in a flow cytometer and FRET efficiency was calculated on a cell-by-cell basis (please refer to
the section of Three-Channel Emission Measurement). Mean values of FRET efficiency distribution
histograms for measured cells were used to ascertain the proximity relationship of MHC molecules.
Results suggested that MHC I and MHC II proteins were physically associated already before
co-capping. In addition, our FCET studies also revealed that MHC I and MHC II proteins can
form homoclusters in the plasma membrane of resting cells [114,115]. Interestingly, MHC II
isotypes, HLA-DP, HLA-DQ and HLA-DR, favored inter-isotype association instead of intra-isotype
association [114], although intra-isotype association can also be found in B cell lines [114,116]. In
a similar FCET approach, but using Alexa 546- and Alexa 647-conjugated antibodies as donors and
acceptors, respectively—which is a better FRET-pair than FITC and TRITC—we also documented
recently that CD1d, a lipid antigen-presenting molecule, is a part of the membrane domains that
contain MHC I and MHC II. MHC I heavy chain and CD1d heavy chain is very similar in structure.
Generally, both of these proteins require β2-microglobulin (β2m) to be bound non-covalently to acquire
a functional state. FRET studies and quantitative determination of MHC I, CD1d and β2m protein
numbers indicated that unlike MHC I, most of the CD1d proteins were free from β2m in the plasma
membrane of C1R-CD1d cells, a B lymphoid cell line stably expressing CD1d [116]. The functional
manifestation of β2m free CD1d is obscure, however, β2m free CD1d heavy chain has been found to
activate T cells in mice [117]. We also noted a decrease in MHC II and increase in MHC I and β2m
expression on the surface as a result of CD1d expression in this cell line [116]. It should be
emphasized that the molecular association of MHC and CD1d proteins in the plasma membrane can
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influence their biological functions. In this regard, MHC I association with CD1d on the cell surface
has been found to diminish the ability of CD1d expressing antigen presenting cells to activate CD1d
specific T cells [118] and MHC II surface expression has been observed to enhance CD1d-mediated
antigen presentation [119] in previous studies. Further using FCET approach, we have shown that
tetraspanin proteins (CD53, CD81 and CD82) were in close proximity of MHC I and MHC II in B
cells [115], and subsequently other studies documented the important roles of tetraspanin in antigen
presentation [120]. Immunoprecipitation experiments have also revealed the association of CD9 and
CD82 with CD1a and CD1d in immature dendritic cells [121] and B cells [122]. Therefore, interaction
with tetraspanin molecules seems to be a general feature of antigen presenting molecules. However,
the roles of these tetraspanin proteins might differ between the antigen presenting cells owing to their
differential impact on surface expression of antigen presenting molecules. For instance, using siRNA
mediated gene silencing approach Hoorn et al. [123], demonstrated that silencing of CD9, CD63 or
CD81 increased MHC II surface expression whereas no effect was observed when CD82 was silenced.
The mechanisms responsible for such effects are unclear, nonetheless, it was presumed that the binding
of CD63 possibly would delay the release of MHC II from the multivesicular bodies within the
cell [123]. Tetraspanin proteins seem to organize into tetraspanin enriched domains in the plasma
membrane mediating and recruiting several surface molecules including antigen presenting molecules,
leukocyte receptors, integrins and signaling proteins. These proteins thereby are found to influence
cellular functions such as intracellular signaling, antigen presentation, and migratory events [120].
Using FCET, we found that MHC I, CD1d and MHC II had different propensities for GM1
ganglioside-rich regions, also called lipid rafts. MHC II (or CD1d) showed high FRET efficiency with
GM1 gangliosides, whereas, MHC I exhibited only a small FRET efficiency. This finding shows that
MHC II and CD1d favor the proximity of GM1 gangliosides whereas MHC I is primarily located in
non-GM1 regions [116]. Rafts and tetraspanin domains display several similar attributes; however,
differences also seem to exist between them but remain ambiguous. In this regard, FRET studies
aiming to define the dynamical organization of these domains relative to MHC I, MHC II and CD1
species before and during antigen presentation can provide valuable information.
7.2. Cytokine Receptors and MHC Proteins in T Cells
Application of flow-cytometric FRET to T cell surface also revealed the aforementioned
interactions between MHC I and MHC II proteins [124,125] suggesting association of the two groups
of MHC as a general feature in the plasma membrane of cells. Interestingly, co-immunoprecipitation
studies had previously revealed molecular complexes of CD1a with CD1b, CD1c or MHC I heavy
chain in normal thymus cells [126,127]. Based on these findings, it can be postulated that all CD1
isoforms, if expressed, can partially co-exist in similar regions of the plasma membrane inhabited by
MHC proteins although it seems that cells may rearrange protein organization under pathological
conditions [128]. T cells express diverse set of interleukin receptors responsible for their life and
death [129]. Therefore, we extended our FCET studies to demonstrate the proximity of interleukin
receptors, IL2R and IL15R, with each other and with MHC proteins in the plasma membrane of
T cells [124,130]. IL2 and IL15 receptors comprise three distinct subunits: a unique and cytokine-specific
α-chain and the β and γ chains that are shared by both IL2R and IL15R. Due to common β and
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γ chains, IL2R and IL15R can induce similar biological functions; however, they can also initiate
distinct signaling mechanisms. The hetero-trimeric complex of α, β and γ subunits is the high-affinity
state for these receptors to bind to their respective ligands IL2 and IL15 [129]. The much debated topic
was the assembly of α, β and γ subunits for IL2R and IL15R in T cells. In the case of IL2R, it was
assumed that α and β subunits existed separately in the absence of ligand (IL2) and pairing occurred
only after the binding of α subunit with IL2. To determine the mechanisms of the assembly of
hetero-trimeric complex of IL2R and IL15R, we applied FCET to map the proximity of α, β and γ
subunits to each other on Kit 225 K6 human T-lymphoma cells using FITC- and Cy3-conjugated
monoclonal antibodies. Experiments on these cytokine receptors revealed positive FRET efficiency
between all the three subunits of IL2 and IL15 receptors even in the absence of ligand. These results
suggested that at least a fraction of these receptors could exist in a hetero-trimeric high-affinity state in
resting human T-lymphoma cells. The addition of cytokines (IL2 and IL15) led to a change in FRET
efficiency reflecting the change in the association of receptor subunits. In general, cytokines (IL2
and IL15) led to a tightening of the hetero-trimeric complex formed by the respective receptors.
Homo-association and hetero-association was also seen for IL2Rα and IL15Rα both in the absence and
presence of IL2 or IL15. Therefore, we proposed a hetero-tetrameric model of IL2/IL15 receptor
complex comprising IL2Rα, IL15Rα, and the common β and γ chains. The surrounding environment
thus dictates the molecular assembly for high-affinity receptor complex formation for IL2R or IL15R
where specific cytokines favor respective high-affinity receptor trimeric complex while the unused
α-chain (either IL2Rα or IL15Rα) is nudged from the site of cytokine–receptor interaction [130,131].
Considering the role of interleukin receptors in T cell homeostasis, the molecular organization of IL2R
and IL15R in the plasma membrane might be of therapeutic relevance. IL2 and IL5 receptors were
found to be upregulated in Crohn’s disease. The increased self-association of IL2Rα receptors
but their decreased association with γ chains was revealed by FCET [132]. This indirectly suggests
that both IL2Rα and IL15Rα receptor-based trans-presentation—a mechanism in which a surface
interleukin receptor (α chain) can present the bound cytokine to nearby cells during cell–cell
interaction [129]—could be the dominating cellular function in Crohn’s disease. Evidence of an
excessive trans-presentation by IL15Rα during Wegener’s disease, an inflammatory disease similar to
Crohn’s disease, supports the above notion [133]. Likewise, association of IL5Rα (or IL2Rα) with
MHC I was consistently observed with FCET studies and this molecular association increased during
Crohn’s disease. This is additional evidence regarding the potential secondary cellular function of
MHC I beside antigen presentation. However, further studies will be required to prove such functions
of MHC I.
7.3. Dynamic Reorganization of Membrane Proteins in T Cells during Immune Synapse Formation
Antigen recognition by T cells is fundamental in initiating adaptive immune response. For this
process, it is necessary that antigen presenting cells (APCs) and T cells come closer to each other and
form a functional immunological synapse. The hallmark of synapse formation is the interaction of
T cell receptors (TCRs) with the cognate peptide-MHC complex and the simultaneous reorganization
of co-stimulatory molecules, adhesion proteins and membranes in both cells [134]. The spatial and
temporal details of molecular events occurring at the central region of the synapse have been a subject
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of significant interest for several years now. FRET has been instrumental in defining these changes
for transmembrane molecules and membrane-associated molecules in T cells before and during
antigen recognition phase. The earliest demonstration of CD4 and CD3 reorganization in the plasma
membrane of CD4 helper T cells was achieved by FCET. The study was not yet based on formation of
an immunological synapse between APC and T cells; it was an antibody cross-linking study involving
CD3, CD4 and CD45 proteins. Combinations of FITC and TRITC conjugated monoclonal antibodies
against CD3, CD4 and CD45 were used as FRET-pairs. Increase in FRET efficiency between
CD3/TCR and CD4, but no FRET between CD3/TCR and CD45 was observed when CD4 T cells were
activated with anti-CD3 antibodies. This suggests that the immediate response of T cells on antigen
recognition possibly would be the redistribution of proteins, with CD3/TCR coming closer to CD4
while CD3/TCR being persistently distant from CD45 [135]. Later, the same group documented
that the movement of CD4 towards CD3/TCR was dependent on the interaction of p56lck with the
cytoplasmic domain of CD4, especially at positions 420 and 422 [136]. A few years later,
Bacso et al. [137] demonstrated a possibility of measuring intercellular FRET between APCs and T
cells undergoing immune synapse formation making a clever use of donor photobleaching FRET.
Exploiting FITC and TRITC combination as a FRET-pair, they showed that in the cytotoxic T cell
synapse, FRET occurred between CD8 (T cell) and MHC I (B cell) but not between adhesion
molecules LFA1 (T cell) and ICAM1 (B cell). However, they observed a spatial heterogeneity in
energy transfer between CD8 and MHC I (0%–30%) at contact regions between conjugates suggesting
multiple points with varying degree of interactions. Since they did not observe any FRET between
ICAM1 and LFA1, it was presumed that the labels on these adhesion molecules were located farther
away than FRET distance (beyond 10 nm) [137].
Today, the synaptic region is defined as a central circle dominated by CD8 or CD4, CD3/TCR,
CD28 and LAT proteins (known as central supramolecular activation complex, cSMAC), surrounded
by an LFA1 and CD2 rich peripheral supramolecular activation complex (pSMAC), which is further
surrounded by the distal SMAC region (dSMAC), containing mostly CD45, CD43 and CD44
molecules [134]. With microscopic FRET based on GFP variants fused to CD3ζ and CD4, Zal et al. [52],
documented that agonist and antagonist molecules differentially influenced association of TCR/CD3ζ
with CD4 in the synaptic region. An increase in FRET efficiency between CD3ζ-CFP and CD4-YFP
was observed as a result of MHC II presenting an agonist peptide, whereas, the same was not observed
for antagonist peptide despite recruitment of both CD4 and TCR/CD3ζ to the membrane contact
regions of APC and T cell. Instead, the antagonist had a negative impact on the close-range interaction
between CD3ζ and CD4 formed because of agonist treatment [52]. They later on showed that the
recruitment of co-receptor, CD8β-YFP, to the synapse is the result of non-cognate interaction between
CD8 and MHC I, as it relied on MHC density, and was independent of antigen unlike TCR movement
to the synapse. They observed that non-stimulatory antigen presented simultaneously with an
antigenic peptide stimulated association of CD8β-YFP with TCR/CD3-CFP, especially between
their cytoplasmic domains during recognition of cognate peptide-MHC proteins [138]. We also found
a molecular level interaction between TCR and CD8α using microscopic acceptor photobleaching
FRET. In this method, an observation of increased donor fluorescence after photobleaching the
acceptors is an indication of molecular proximity. We found that synapses between the cells were not
formed in the absence of CD8, corroborating the significance of CD8 in the stabilization of TCR-MHC
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I interactions. Further, the interaction between TCR and CD3, and CD8 and CD3 was clearly observed
but no FRET resulted between TCR and CD45, TCR and CD28, and, CD3 and CD45 within the
synaptic region, the observation that is in line with the aforementioned study [139].
We also studied the topological features of CD45 isoforms, a protein tyrosine phosphatase, in the
plasma membrane of T cells. Eight different isoforms of CD45 are found in T cells, but only five of
them are significantly expressed in T cells. With FCET, we were able to characterize the organization
of three of these isoforms, CD45R0, CD45RBC, and CD45RABC, in the plasma membrane of T cells.
Homoassociation FRET measurement of cells labeled with 50:50 mixtures of Cy3 and Cy5 conjugated
Fab’s antibody fragments against CD45 isoforms revealed significant FRET efficiency only for the
CD45R0 isoform. Therefore, CD45R0 but not CD45RBC or CD45RABC was found to exist as
homodimers on the cell surface. Comparatively, CD45R0 also preferentially formed heterodimers
with CD4 and CD8 proteins. Interestingly, this observation paralleled the results that CD4-associated
p56lck tyrosine kinase activity and cellular protein were elevated with a concomitant increase in TCR
signaling events in CD45R0 sublines in comparison with CD45RBC expressing sublines. Therefore,
a postulation was made on this basis regarding the homodimerization of CD45R0 on the cell surface
and the consequentially increased pool of active CD4-associated p56lck tyrosine kinase [140].
7.4. Elucidating the Membrane Features of ErbB/HER Kinases
Members of epidermal growth factor (EGF) receptor family, i.e., ErbB proteins, belong to
transmembrane receptor tyrosine kinases (RTKs) which are implicated in diverse cellular functions,
including proliferation, differentiation and migration. The ErbB family consists of four proteins:
ErbB1 (HER1 or EGFR, epidermal growth factor receptor), ErbB2 (HER2), ErbB3 (HER3), and
ErbB4 (HER4). The aberrant functioning of ErbB kinases is known to cause cancers of the breast,
lung, brain, cervix, ovary, colon etc. [82,141]. In general, these proteins exist in various combinations
in the plasma membrane. Reorganization and formation of kinase active homo- and hetero-oligomers
are known to occur between family members upon ligand binding. Several polypeptide growth factors
which are overproduced in tumors can bind to these ErbB proteins, except for ErbB2, leading to
induction of intracellular signaling via phosphorylation of cytoplasmic tyrosine residues. Surprisingly
heteroassociation of ErbB3, which is kinase deficient, with ErbB2, which has no physiological ligands,
has been found to constitute the most potent mitogenic pairing among all ErbB combinations [9,141].
Due to the high expression of these proteins, availability of many model cancer cell lines, and the great
therapeutic importance of ErbB proteins, these proteins have been among the most widely studied
RTKs. In fact, these proteins present yet another convincing example to show that cellular fate is
reflected by the distribution patterns of the molecular species in the membrane. Studies on ErbB
proteins using various FRET approaches revealed that all ErbB kinases have formed homo- and
hetero-assemblies in the plasma membrane [9,13,82,142]. We wanted to understand the degree of
clustering of ErbB1 and ErbB2 receptors in cancer cell lines; therefore, we performed anisotropy-based
homoFRET measurements in a flow cytometer. We formulated a theoretical model based on the
dependence of fluorescence anisotropy on the fraction of monomers and the number of proteins in
a single cluster. The theoretical curves from the model exhibited different anisotropy curves (and
values) for different degrees of molecular clustering. Fitting this model to the anisotropy data obtained
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from cells using anti-ErbB1 or anti-ErbB2 antibodies, we found that the majority of ErbB1 was
monomeric in nature, whereas ErbB2 distributed as large homoclusters (~100 proteins) in the plasma
membrane in the quiescent state. Stimulation with EGF—a ligand for ErbB1, or pertuzumab—an
antibody that blocks ErbB2 dimerization, or heregulin—an ErbB3 or ErbB4 specific ligand caused
the redistribution of ErbB1 and ErbB2. EGF and heregulin treatment decreased the homoclusters of
ErbB2 whereas ErbB1 clusters showed increase in homoclustering upon EGF treatment [104]. We also
noticed a negative correlation between ErbB2 homoassociation and ErbB2 tyrosine phosphorylation [104]
or local ErbB3 concentration [143]. Therefore, we were interested in learning how the above
treatments would affect the heteroassociation between ErbB1 and ErbB2. To gain insights into this
feature, we applied a variant of the acceptor photobleaching method that we termed FRET-sensitized
acceptor photobleaching (FSAB) technique to quantitate the ratio of ErbB1 and ErbB2 in their
heteroclusters. In FSAB, acceptors within FRET distance of donors are excited at a higher rate than
free acceptors owed to the additional excitation by FRET if excitation is carried out in the donor
absorption range. Consequently, donor-bound acceptors are photobleached preferentially at a higher
rate, and as a result, FRET efficiency drops to zero when all the acceptor molecules in FRET distance
are bleached. The remaining acceptor signal is from those acceptors that were not in FRET distance
from donors. Therefore, FRET-sensitized acceptor bleaching kinetics can be used for estimating the
fraction of acceptors in the vicinity of donors. FSAB revealed that only about 10% of ErbB2 is in
heteroclusters with ErbB1 in quiescent cells, and with EGF treatment, the amount of ErbB2 associated
with ErbB1 is doubled [64]. This observation links the decrease in homoclustering of ErbB2 and
underlies the increased formation of heteroassociation between ErbB1 with ErbB2 as a result of EGF
treatment [104]. Overall, many of our FRET studies suggest that the large homoclusters of ErbB2
act as a reservoir, which is used by ErbB1 and ErbB3 to form active heteroclusters upon ligand
stimulation. We have also found that ErbB1 and ErbB2 associate with cell adhesion molecules,
especially with integrin˗β1. Two-sided FRET [144] measurements that can reveal pairwise interactions
among three chosen molecules indicated a degree of complementarity between ErbB homoassociation
and its association with integrins, and delineated a correlation between this complementarity and
resistance to humanized antibody therapy. Furthermore, FRET analysis of frozen sections from clinical
glioblastoma samples has revealed a correlation between such heteroassociation and tumor grade and
prognosis, pointing to the possible application of FRET in predictive diagnostics [145].
8. Conclusions
FRET is definitely attractive because of its ability to report molecular behavior at a resolution far
below the optical diffraction limit. Ironically, the requirement of FRET to have spectral overlap
between the FRET-pair is also the source of artifacts. In general, higher spectral overlap yielding
a better FRET signal necessitates more extensive corrections for non-FRET signals [68]. Therefore,
separating FRET from non-FRET signal is a major challenge. Correcting for non-FRET signals can
especially be a problem with fluorescent proteins which generally show broad excitation and emission
spectra [37]. FL-FRET is insensitive to fluorophore concentration and spectral overlap, and thus, can
be a reasonable alternative. In particular, knowing the photophysics of fluorophores or FPs and the
caveats of the used FRET methodology helps to properly interpret the results of FRET experiments
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and to come-up with the correct workarounds. Many FRET studies use ectopic expression of proteins.
In such cases, it is advised to match the expression level of the proteins with the physiological
expression levels and to evaluate the effect of fusion tags on protein localization and function to
avoid any random molecular interactions. Examining the dependence of “E” on acceptor density or
donor-acceptor ratio can also help in deciding whether the observed molecules associate randomly or
non-randomly [15]. However, one has to keep in mind that not observing FRET does not necessarily
indicate the absence of molecular association in all cases. Absence of FRET could be a result of steric
hindrance for neighboring molecules or protein domains or the competition between the used
FRET-pair antibodies or incomplete labeling [11,15]. The extreme sensitivity of FRET in the
sub-10 nm distances is considered the advantage of FRET, however, it is also its drawback owing to
the sharp dependence of energy transfer above or below R0 making long distance measurements,
>10 nm, difficult [60]. To remedy this situation, various strategies have been demonstrated recently for
carrying out FRET above 10 nm including the use of multiple acceptors [146] or nanomaterials as
acceptors [147]. Dependence of FRET on “ĸ2” and uncertainty in “ĸ2” further complicates the
calculation of FRET. Fluorophores attached via linker to the probe are free to rotate randomly
(dynamic regime) and thus can reduce uncertainty of “ĸ2”, but not completely [15,60]. Especially for
FPs, “ĸ2” of 2/3 may not hold true because FPs have longer rotational correlation-time, and therefore,
are virtually static (static regime) in comparison with organic fluorophores during an excited state.
It was shown that assuming a dynamic regime for FP rotation would overestimate the separation between
FP FRET-pair significantly (by 10% near 0.5 and by 30% near 0.75 energy transfer efficiencies) when
compared with the static regime for FP [148]. Hence, FRET is good at relative but not absolute
distance measurements [60]. Additionally, the initial formalism of FRET (Equation (1)) was developed
for a fixed system with one-donor and one-acceptor; therefore, it cannot predict “E” accurately
in a biological case where several donors and acceptors interact simultaneously. In fact, it has been
shown that FRET efficiency would increase when multiple acceptors are available for each donor by
increasing the probability of each donor to transfer energy to any of the nearby acceptors [149,150].
One should also be careful while drawing conclusions from FRET efficiency because it is not always
translatable to distance, particularly in the case of heterogeneous multi-protein systems. In general,
most studies use FRET methods that provide FRET efficiency values as a result of ensemble
measurement either of molecular events occurring in each pixel as in microscopy or per cell in flow
cytometry. However, single-molecule FRET (smFRET) that requires monitoring of individual
molecules for FRET changes can also be performed. A key advantage of smFRET is the possibility to
avoid ensemble averaging in samples enabling detection of static heterogeneity, i.e., differences in
molecules having various degrees of interactions, or dynamic heterogeneity, i.e., time-dependent
changes in molecular associations [151]. Nonetheless, smFRET is not always required and the
qualitative ensemble FRET experiments can still serve a wide range of life science studies. Assuming
that all the factors except distance can be controlled via experimental conditions, then qualitative
information can easily be obtained from the measured apparent FRET efficiency. With the growing list
of extensively characterized fluorophores and development of easy to use analytical tools for FRET,
we believe that any user with sufficient knowledge in the operation of microscopes or flow cytometer
should be able to facilely measure FRET. Overall, FRET can be rewarding if known and applied
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correctly; however, it can also be a fretting experience if the underlying pitfalls and principles of
FRET methods are not well understood leading to all sorts of confusion.
Acknowledgments
We are thankful to the financial support from the Hungarian Scientific Research Fund (NK 101337,
K103906); the European Commission grants (LSHC-CT-2005-018914)-ATTACK, MCRTN-CT-2006036946-2 (IMMUNANOMAP), the New Hungary Development Plan co-financed by the European
Social Fund and the European Regional Development Fund (TAMOP-4.2.2.A-11/1/KONV-2012-0025,
TAMOP-4.2.2-08/1-2008-0019, TAMOP-4.2.1/B-09/1/KONV-2010-007) and the Baross Gabor Program
(REG-EA-09-1-2009-0010).
Author Contributions
Dilip Shrestha and János Szöllősi conceived the structure of the manuscript; Dilip Shrestha wrote
the manuscript; Dilip Shrestha, Attila Jenei, Péter Nagy, György Vereb and János Szöllősi read, edited
and approved the manuscript.
Conflicts of Interest
The authors declare no conflict of interest.
References
1.
2.
3.

4.
5.
6.
7.
8.
9.

Cooper, G.M.; Hausman, R.E. The molecular composition of cells. In The Cell: A Molecular
Approach, 4th ed.; ASM Press: Washington, DC, USA, 2007; pp. 43–72.
Cebecauer, M.; Spitaler, M.; Serge, A.; Magee, A.I. Signalling complexes and clusters:
Functional advantages and methodological hurdles. J. Cell Sci. 2010, 123, 309–320.
Miermont, A.; Waharte, F.; Hu, S.; McClean, M.N.; Bottani, S.; Leon, S.; Hersen, P. Severe
osmotic compression triggers a slowdown of intracellular signaling, which can be explained by
molecular crowding. Proc. Natl. Acad. Sci. USA 2013, 110, 5725–5730.
Masters, B. Paths to Förster resonance energy transfer (FRET) theory. Eur. Phys. J. H 2014, 39,
87–139.
Förster, T. Zwischenmolekulare energiewanderung und fluoreszenz. Ann. Phys. 1948, 437, 55–75.
Stryer, L.; Haugland, R.P. Energy transfer: A spectroscopic ruler. Proc. Natl. Acad. Sci. USA
1967, 58, 719–726.
Latt, S.A.; Cheung, H.T.; Blout, E.R. Energy transfer: A System with relatively fixed
donor-acceptor separation. J. Am. Chem. Soc. 1965, 87, 995–1003.
Stryer, L. Fluorescence energy transfer as a spectroscopic ruler. Annu. Rev. Biochem. 1978, 47,
819–846.
Nagy, P.; Vereb, G.; Post, J.N.; Friedländer, E.; Szöllösi, J. Novel single cell fluorescence
approaches in the investigation of signaling at the cellular level. In Biophysical Aspects of
Transmembrane Signaling; Damjanovich, S., Ed.; Springer-Verlag: Heidelberg, Germany, 2005;
pp. 33–70.

Int. J. Mol. Sci. 2015, 16

6748

10. Szollosi, J.; Damjanovich, S.; Matyus, L. Application of fluorescence resonance energy transfer
in the clinical laboratory: Routine and research. Cytometry 1998, 34, 159–179.
11. Lakowicz, J. Principles of Fluorescence Spectroscopy, 3rd ed.; Springer Science & Business
Media: New York, NY, USA, 2006.
12. Wieb van der Meer, B. Förster theory. In FRET—Förster Resonance Energy Transfer:From
Theory to Applications; Medintz, I., Hildebrant, N., Eds.; Wiley-VCH: Wienheim, Germany,
2014; pp. 23–62.
13. Lidke, D.S.; Nagy, P.; Barisas, B.G.; Heintzmann, R.; Post, J.N.; Lidke, K.A.; Clayton, A.H.;
Arndt-Jovin, D.J.; Jovin, T.M. Imaging molecular interactions in cells by dynamic and static
fluorescence anisotropy (rFLIM and emFRET). Biochem. Soc. Trans. 2003, 31, 1020–1027.
14. Chan, F.T.; Kaminski, C.F.; Kaminski Schierle, G.S. HomoFRET Fluorescence Anisotropy Imaging
as a tool to study molecular self-assembly in live cells. Chemphyschem 2011, 12, 500–509.
15. Vereb, G.; Nagy, P.; Szöllösi, J. Flow cytometric FRET analysis of protein interaction. In Flow
Cytometry Protocols, 3rd ed.; Hawley, T.S., Hawley, R.G., Eds.; Humana Press, Springer
Science & Business Media: New York, NY, USA, 2011; pp. 371–392.
16. Dale, R.E.; Eisinger, J.; Blumberg, W.E. The orientational freedom of molecular probes. The
orientation factor in intramolecular energy transfer. Biophys. J. 1979, 26, 161–193.
17. Van der Meer, B.W. κ-Squared: From nuisance to new sense. J. Biotechnol. 2002, 82, 181–196.
18. Byrne, A.G.; Byrne, M.M.; Coker, G., III; Gemmill, K.B.; Spillmann, C.; Medintz, I.; Sloan, S.L.;
Wieb van der Meer, B. Data. In FRET—Förster Resonance Energy Transfer: From Theory to
Applications; Medintz, I., Hildebrant, N., Eds.; Wiley-VCH: Wienheim, Germany, 2014;
pp. 657–755.
19. Muller, S.M.; Galliardt, H.; Schneider, J.; Barisas, B.G.; Seidel, T. Quantification of Förster
resonance energy transfer by monitoring sensitized emission in living plant cells. Front. Plant. Sci.
2013, 4, doi:10.3389/fpls.2013.00413.
20. Shrestha, D.; Bagosi, A.; Szollosi, J.; Jenei, A. Comparative study of the three different
fluorophore antibody conjugation strategies. Anal. Bioanal. Chem. 2012, 404, 1449–1463.
21. Zal, T.; Gascoigne, N.R. Photobleaching-corrected FRET efficiency imaging of live cells.
Biophys. J. 2004, 86, 3923–3939.
22. Sletten, E.M.; Bertozzi, C.R. Bioorthogonal chemistry: Fishing for selectivity in a sea of
functionality. Angew. Chem. Int. Ed. Engl. 2009, 48, 6974–6998.
23. Lofblom, J.; Feldwisch, J.; Tolmachev, V.; Carlsson, J.; Stahl, S.; Frejd, F.Y. Affibody
molecules: Engineered proteins for therapeutic, diagnostic and biotechnological applications.
FEBS Lett. 2010, 584, 2670–2680.
24. Hermanson, G.T. Bioconjugate Techniques; Academic Press: San Diego, CA, USA, 2013.
25. Sapsford, K.E.; Berti, L.; Medintz, I.L. Materials for fluorescence resonance energy transfer
analysis: Beyond traditional donor-acceptor combinations. Angew. Chem. Int. Ed. Engl. 2006, 45,
4562–4589.
26. Horvath, G.; Petras, M.; Szentesi, G.; Fabian, A.; Park, J.W.; Vereb, G.; Szollosi, J. Selecting the
right fluorophores and flow cytometer for fluorescence resonance energy transfer measurements.
Cytom. A 2005, 65, 148–157.

Int. J. Mol. Sci. 2015, 16

6749

27. Sebestyen, Z.; Nagy, P.; Horvath, G.; Vamosi, G.; Debets, R.; Gratama, J.W.; Alexander, D.R.;
Szollosi, J. Long wavelength fluorophores and cell-by-cell correction for autofluorescence
significantly improves the accuracy of flow cytometric energy transfer measurements on a
dual-laser benchtop flow cytometer. Cytometry 2002, 48, 124–135.
28. Ruigrok, V.J.; Levisson, M.; Eppink, M.H.; Smidt, H.; van der Oost, J. Alternative affinity tools:
More attractive than antibodies? Biochem. J. 2011, 436, 1–13.
29. Miersch, S.; Sidhu, S.S. Synthetic antibodies: Concepts, potential and practical considerations.
Methods 2012, 57, 486–498.
30. Muyldermans, S. Nanobodies: Natural single-domain antibodies. Annu. Rev. Biochem. 2013, 82,
775–797.
31. Schnell, U.; Dijk, F.; Sjollema, K.A.; Giepmans, B.N. Immunolabeling artifacts and the need for
live-cell imaging. Nat. Methods 2012, 9, 152–158.
32. Werner, M.; Chott, A.; Fabiano, A.; Battifora, H. Effect of formalin tissue fixation and
processing on immunohistochemistry. Am. J. Surg. Pathol. 2000, 24, 1016–1019.
33. Wu, B.; Piatkevich, K.D.; Lionnet, T.; Singer, R.H.; Verkhusha, V.V. Modern fluorescent
proteins and imaging technologies to study gene expression, nuclear localization, and dynamics.
Curr. Opin. Cell. Biol. 2011, 23, 310–317.
34. Zimmer, M. Introduction to fluorescent proteins. In The Fluorescent Protein Revolution;
Periasamy, A., Ed.; CRC Press, Taylor & Francis Group: Boca Raton, FL, USA, 2014; pp. 3–24.
35. Day, R.N. Fluorescent proteins for FRET: Monitoring protein interactions in living cells.
In The Fluorescent Protein Revolution; Periasamy, A., Ed.; CRC Press, Taylor & Francis Group:
Boca Raton, FL, USA,, 2014; pp. 245–278.
36. Dedecker, P.; de Schryver, F.C.; Hofkens, J. Fluorescent proteins: Shine on, you crazy diamond.
J. Am. Chem. Soc. 2013, 135, 2387–2402.
37. Piston, D.W.; Kremers, G.J. Fluorescent protein FRET: The good, the bad and the ugly.
Trends Biochem. Sci. 2007, 32, 407–414.
38. Lam, A.J.; St-Pierre, F.; Gong, Y.; Marshall, J.D.; Cranfill, P.J.; Baird, M.A.; McKeown, M.R.;
Wiedenmann, J.; Davidson, M.W.; Schnitzer, M.J.; et al. Improving FRET dynamic range with
bright green and red fluorescent proteins. Nat. Methods 2012, 9, 1005–1012.
39. Marsh, D.R.; Holmes, K.D.; Dekaban, G.A.; Weaver, L.C. Distribution of an NMDA
receptor:GFP fusion protein in sensory neurons is altered by a C-terminal construct. J. Neurochem.
2001, 77, 23–33.
40. Landgraf, D.; Okumus, B.; Chien, P.; Baker, T.A.; Paulsson, J. Segregation of molecules at cell
division reveals native protein localization. Nat. Methods 2012, 9, U480–U498.
41. Ettinger, A.; Wittmann, T. Fluorescence live cell imaging. Methods Cell. Biol. 2013, 123, 77–94.
42. Costantini, L.M.; Fossati, M.; Francolini, M.; Snapp, E.L. Assessing the tendency of fluorescent
proteins to oligomerize under physiologic conditions. Traffic 2012, 13, 643–649.
43. Crivat, G.; Taraska, J.W. Imaging proteins inside cells with fluorescent tags. Trends Biotechnol.
2012, 30, 8–16.
44. Chen, I.; Ting, A.Y. Site-specific labeling of proteins with small molecules in live cells.
Curr. Opin. Biotechnol. 2005, 16, 35–40.

Int. J. Mol. Sci. 2015, 16

6750

45. Gautier, A.; Juillerat, A.; Heinis, C.; Correa, I.R., Jr.; Kindermann, M.; Beaufils, F.; Johnsson, K.
An engineered protein tag for multiprotein labeling in living cells. Chem. Biol. 2008, 15, 128–136.
46. Xu-Welliver, M.; Pegg, A.E. Degradation of the alkylated form of the DNA repair protein,
O6-alkylguanine-DNA alkyltransferase. Carcinogenesis 2002, 23, 823–830.
47. Poulsen, C.P.; Vereb, G.; Geshi, N.; Schulz, A. Inhibition of cytoplasmic streaming by
cytochalasin D is superior to paraformaldehyde Fixation for measuring FRET between
fluorescent protein-tagged golgi components. Cytom. Part A 2013, 83, 830–838.
48. Epe, B.; Woolley, P.; Steinhauser, K.G.; Littlechild, J. Distance measurement by energy transfer:
The 3' end of 16S RNA and proteins S4 and S17 of the ribosome of Escherichia coli.
Eur. J. Biochem. 1982, 129, 211–219.
49. Jovin, T.; Arndt-Jovin, D. FRET microscopy: Digital imaging of fluorescence resonance energy
transfer. Application in cell biology. Cell. Struct. Funct. Microspectrofluorometry 1989, 30, 99–117.
50. Szollosi, J.; Tron, L.; Damjanovich, S.; Helliwell, S.H.; Arndt-Jovin, D.; Jovin, T.M.
Fluorescence energy transfer measurements on cell surfaces: A critical comparison of steady-state
fluorimetric and flow cytometric methods. Cytometry 1984, 5, 210–216.
51. Chan, S.S.; Arndt-Jovin, D.J.; Jovin, T.M. Proximity of lectin receptors on the cell surface
measured by fluorescence energy transfer in a flow system. J. Histochem. Cytochem. 1979, 27,
56–64.
52. Zal, T.; Zal, M.A.; Gascoigne, N.R. Inhibition of T cell receptor-coreceptor interactions by
antagonist ligands visualized by live FRET imaging of the T-Hybridoma immunological synapse.
Immunity 2002, 16, 521–534.
53. Zeug, A.; Woehler, A.; Neher, E.; Ponimaskin, E.G. Quantitative intensity-based FRET
approaches—A comparative snapshot. Biophys. J. 2012, 103, 1821–1827.
54. Gordon, G.W.; Berry, G.; Liang, X.H.; Levine, B.; Herman, B. Quantitative fluorescence
resonance energy transfer measurements using fluorescence microscopy. Biophys. J. 1998, 74,
2702–2713.
55. Szaloki, N.; Doan-Xuan, Q.M.; Szollosi, J.; Toth, K.; Vamosi, G.; Bacso, Z. High throughput
FRET analysis of protein–protein interactions by slide-based imaging laser scanning cytometry.
Cytom. A 2013, 83, 818–829.
56. Mittag, A.; Lenz, D.; Bocsi, J.; Sack, U.; Gerstner, A.O.; Tarnok, A. Sequential photobleaching
of fluorochromes for polychromatic slide-based cytometry. Cytom. A 2006, 69, 139–141.
57. Szabo, G., Jr.; Pine, P.S.; Weaver, J.L.; Kasari, M.; Aszalos, A. Epitope mapping by photobleaching
fluorescence resonance energy transfer measurements using a laser scanning microscope system.
Biophys. J. 1992, 61, 661–670.
58. Jares-Erijman, E.A.; Jovin, T.M. FRET imaging. Nat. Biotechnol. 2003, 21, 1387–1395.
59. Berney, C.; Danuser, G. FRET or no FRET: A quantitative comparison. Biophys. J. 2003, 84,
3992–4010.
60. Szöllösi, J.; Damjanovich, S.; Nagy, P.; Vereb, G.; Mátyus, L. Principles of resonance energy
transfer. Curr. Protoc. Cytom. 2006, doi:10.1002/0471142956.cy0112s38.
61. Zal, T.; Gascoigne, N.R. Using live FRET imaging to reveal early protein–protein interactions
during T cell activation. Curr. Opin. Immunol. 2004, 16, 674–683.

Int. J. Mol. Sci. 2015, 16

6751

62. Ishikawa-Ankerhold, H.C.; Ankerhold, R.; Drummen, G.P. Advanced fluorescence microscopy
techniques—FRAP, FLIP, FLAP, FRET and FLIM. Molecules 2012, 17, 4047–4132.
63. Nagy, P.; Szabo, A.; Varadi, T.; Kovacs, T.; Batta, G.; Szollosi, J. Maximum likelihood
estimation of FRET efficiency and its implications for distortions in pixelwise calculation of
FRET in microscopy. Cytom. A 2014, 85, 942–952.
64. Szabo, A.; Szollosi, J.; Nagy, P. Coclustering of ErbB1 and ErbB2 revealed by FRET-sensitized
acceptor bleaching. Biophys. J. 2010, 99, 105–114.
65. Nagy, P.; Bene, L.; Hyun, W.C.; Vereb, G.; Braun, M.; Antz, C.; Paysan, J.; Damjanovich, S.;
Park, J.W.; Szollsi, J. Novel calibration method for flow cytometric fluorescence resonance
energy transfer measurements between visible fluorescent proteins. Cytom. A 2005, 67, 86–96.
66. Van Wageningen, S.; Pennings, A.H.; van der Reijden, B.A.; Boezeman, J.B.; de Lange, F.;
Jansen, J.H. Isolation of FRET-positive cells using single 408-nm laser flow cytometry.
Cytom. A 2006, 69, 291–298.
67. Paar, C.; Paster, W.; Stockinger, H.; Schutz, G.J.; Sonnleitner, M.; Sonnleitner, A. High throughput
FRET screening of the plasma membrane based on TIRFM. Cytom. A 2008, 73, 442–450.
68. Nagy, P.; Vereb, G.; Damjanovich, S.; Mátyus, L.; Szöllösi, J. Measuring FRET in flow
cytometry and microscopy. Curr. Protoc. Cytom. 2006, doi:10.1002/0471142956.cy1208s38.
69. Nagy, P.; Vamosi, G.; Bodnar, A.; Lockett, S.J.; Szollosi, J. Intensity-based energy transfer
measurements in digital imaging microscopy. Eur. Biophys. J. 1998, 27, 377–389.
70. Roszik, J.; Lisboa, D.; Szollosi, J.; Vereb, G. Evaluation of intensity-based ratiometric FRET in
image cytometry-approaches and a software solution. Cytom. A 2009, 75, 761–767.
71. Roszik, J.; Szollosi, J.; Vereb, G. AccPbFRET: An ImageJ plugin for semi-automatic, fully
corrected analysis of acceptor photobleaching FRET images. BMC Bioinform. 2008, 9,
doi:10.1186/1471-2105-9-346.
72. Giordano, L.; Jovin, T.M.; Irie, M.; Jares-Erijman, E.A. Diheteroarylethenes as thermally stable
photoswitchable acceptors in photochromic fluorescence resonance energy transfer (pcFRET).
J. Am. Chem. Soc. 2002, 124, 7481–7489.
73. Subach, F.V.; Zhang, L.; Gadella, T.W.; Gurskaya, N.G.; Lukyanov, K.A.; Verkhusha, V.V. Red
fluorescent protein with reversibly photoswitchable absorbance for photochromic FRET.
Chem. Biol. 2010, 17, 745–755.
74. Vanderklish, P.W.; Krushel, L.A.; Holst, B.H.; Gally, J.A.; Crossin, K.L.; Edelman, G.M.
Marking synaptic activity in dendritic spines with a calpain substrate exhibiting fluorescence
resonance energy transfer. Proc. Natl. Acad. Sci USA 2000, 97, 2253–2258.
75. Miyawaki, A.; Llopis, J.; Heim, R.; McCaffery, J.M.; Adams, J.A.; Ikura, M.; Tsien, R.Y.
Fluorescent indicators for Ca2+ based on green fluorescent proteins and calmodulin. Nature 1997,
388, 882–887.
76. Nguyen, A.W.; Daugherty, P.S. Evolutionary optimization of fluorescent proteins for
intracellular FRET. Nat. Biotechnol. 2005, 23, 355–360.
77. Larbret, F.; Dubois, N.; Brau, F.; Guillemot, E.; Mahiddine, K.; Tartare-Deckert, S.; Verhasselt, V.;
Deckert, M. Technical advance: Actin CytoFRET, a novel FRET flow cytometry method for
detection of actin dynamics in resting and activated T cell. J. Leukoc. Biol. 2013, 94, 531–539.

Int. J. Mol. Sci. 2015, 16

6752

78. Jalink, K.; van Rheenen, J. FilterFRET: Quantitative imaging of sensitized emission. In FRET
and FLIM Techniques; Gadella, T., Ed.; Elsevier: Amsterdam, The Netherlands, 2009; Volume 33,
pp. 289–349.
79. Adams, S.R.; Harootunian, A.T.; Buechler, Y.J.; Taylor, S.S.; Tsien, R.Y. Fluorescence ratio
imaging of cyclic AMP in single cells. Nature 1991, 349, 694–697.
80. Youvan, D.C.; Silva, C.M.; Bylina, E.J.; Coleman, W.J.; Dilworth, M.R.; Yang, M.M.
Calibration of fluorescence resonance energy transfer in microscopy using genetically engineered
GFP derivatives on nickel chelating beads. Biotechnology 1997, 3, 1–18.
81. Erickson, M.G.; Alseikhan, B.A.; Peterson, B.Z.; Yue, D.T. Preassociation of calmodulin with
voltage-gated Ca2+ channels revealed by FRET in single living cells. Neuron 2001, 31,
973–985.
82. Szollosi, J.; Nagy, P.; Sebestyen, Z.; Damjanovicha, S.; Park, J.W.; Matyus, L. Applications of
fluorescence resonance energy transfer for mapping biological membranes. J. Biotechnol. 2002,
82, 251–266.
83. Chen, H.; Puhl, H.L., 3rd; Koushik, S.V.; Vogel, S.S.; Ikeda, S.R. Measurement of FRET
efficiency and ratio of donor to acceptor concentration in living cells. Biophys. J. 2006, 91,
L39–L41.
84. Xia, Z.; Liu, Y. Reliable and global measurement of fluorescence resonance energy transfer using
fluorescence microscopes. Biophys. J. 2001, 81, 2395–2402.
85. Hoppe, A.; Christensen, K.; Swanson, J.A. Fluorescence resonance energy transfer-based
stoichiometry in living cells. Biophys. J. 2002, 83, 3652–3664.
86. Jiang, X.; Sorkin, A. Coordinated traffic of Grb2 and Ras during epidermal growth factor
receptor endocytosis visualized in living cells. Mol. Biol. Cell. 2002, 13, 1522–1535.
87. Bene, L.; Ungvari, T.; Fedor, R.; Sasi Szabo, L.; Damjanovich, L. Intensity correlation-based
calibration of FRET. Biophys. J. 2013, 105, 2024–2035.
88. Vamosi, G.; Baudendistel, N.; von der Lieth, C.W.; Szaloki, N.; Mocsar, G.; Muller, G.; Brazda, P.;
Waldeck, W.; Damjanovich, S.; Langowski, J.; et al. Conformation of the c-Fos/c-Jun complex
in vivo: A combined FRET, FCCS, and MD-modeling study. Biophys. J. 2008, 94, 2859–2868.
89. Chang, C.-I. Hyperspectral Imaging: Techniques for Spectral Detection and Classification;
Springer Science & Business Media: Berlin, Germany, 2003; Volume 1.
90. Zimmermann, T.; Rietdorf, J.; Girod, A.; Georget, V.; Pepperkok, R. Spectral imaging and linear
un-mixing enables improved FRET efficiency with a novel GFP2-YFP FRET pair. FEBS Lett.
2002, 531, 245–249.
91. Chen, Y.; Mauldin, J.P.; Day, R.N.; Periasamy, A. Characterization of spectral FRET imaging
microscopy for monitoring nuclear protein interactions. J. Microsc. 2007, 228, 139–152.
92. Megias, D.; Marrero, R.; Martinez Del Peso, B.; Garcia, M.A.; Bravo-Cordero, J.J.;
Garcia-Grande, A.; Santos, A.; Montoya, M.C. Novel lambda FRET spectral confocal
microscopy imaging method. Microsc. Res. Technol. 2009, 72, 1–11.
93. Levy, S.; Wilms, C.D.; Brumer, E.; Kahn, J.; Pnueli, L.; Arava, Y.; Eilers, J.; Gitler, D. SpRET:
Highly sensitive and reliable spectral measurement of absolute fret efficiency. Microsc. Microanal.
2011, 17, 176–190.

Int. J. Mol. Sci. 2015, 16

6753

94. Broussard, J.A.; Rappaz, B.; Webb, D.J.; Brown, C.M. Fluorescence resonance energy transfer
microscopy as demonstrated by measuring the activation of the serine/threonine kinase Akt.
Nat. Protoc. 2013, 8, 265–281.
95. Leavesley, S.J.; Britain, A.L.; Cichon, L.K.; Nikolaev, V.O.; Rich, T.C. Assessing FRET using
spectral techniques. Cytom. Part A 2013, 83, 898–912.
96. Kim, J.; Li, X.; Kang, M.S.; Im, K.B.; Genovesio, A.; Grailhe, R. Quantification of protein
interaction in living cells by two-photon spectral imaging with fluorescent protein fluorescence
resonance energy transfer pair devoid of acceptor bleed-through. Cytom. A 2012, 81, 112–119.
97. Thaler, C.; Koushik, S.V.; Blank, P.S.; Vogel, S.S. Quantitative multiphoton spectral imaging
and its use for measuring resonance energy transfer. Biophys. J. 2005, 89, 2736–2749.
98. Szentesi, G.; Vereb, G.; Horvath, G.; Bodnar, A.; Fabian, A.; Matko, J.; Gaspar, R.; Damjanovich, S.;
Matyus, L.; Jenei, A. Computer program for analyzing donor photobleaching FRET image series.
Cytom. A 2005, 67, 119–128.
99. Clayton, A.H.; Klonis, N.; Cody, S.H.; Nice, E.C. Dual-channel photobleaching FRET
microscopy for improved resolution of protein association states in living cells. Eur. Biophys. J.
2005, 34, 82–90.
100. Song, L.; Varma, C.A.; Verhoeven, J.W.; Tanke, H.J. Influence of the triplet excited state on the
photobleaching kinetics of fluorescein in microscopy. Biophys. J. 1996, 70, 2959–2968.
101. Redford, G.; Clegg, R.M. Real-time fluorescence lifetime imaging and FRET using fast gated
image intensifiers. In Molecular Imaging: FRET Microscopy and Spectroscopy; Periasamy, A.,
Day, R.D., Eds.; Oxford University Press: New York, NY, USA, 2005; pp. 193–226.
102. Berezin, M.Y.; Achilefu, S. Fluorescence lifetime measurements and biological imaging. Chem. Rev.
2010, 110, 2641–2684.
103. Wouters, F.S. Förster resonance energy transfer and fluorescence lifetime imaging. Fluoresc. Microsc.
2013, 245–291.
104. Szabo, A.; Horvath, G.; Szollosi, J.; Nagy, P. Quantitative characterization of the large-scale
association of ErbB1 and ErbB2 by flow cytometric homo-FRET measurements. Biophys. J.
2008, 95, 2086–2096.
105. Vogel, S.S.; Thaler, C.; Blank, P.S.; Koushik, S.V. Time resolved fluorescence anisotropy.
FLIM Microsc. Biol. Med. 2009, 1, 245–288.
106. LiCata, V.J.; Wowor, A.J. Applications of fluorescence anisotropy to the study of protein-DNA
interactions. Methods Cell. Biol. 2008, 84, 243–262.
107. Fernandez, S.M.; Berlin, R.D. Cell surface distribution of lectin receptors determined by
resonance energy transfer. Nature 1976, 264, 411–415.
108. Nicolson, G.L. The fluid-mosaic model of membrane structure: Still relevant to understanding
the structure, function and dynamics of biological membranes after more than 40 years.
Biochim. Biophys. Acta 2014, 1838, 1451–1466.
109. Kohler, G.; Milstein, C. Continuous cultures of fused cells secreting antibody of predefined
specificity. Nature 1975, 256, 495–497.
110. IUIS-WHO Nomenclature Subcommittee. Nomenclature for clusters of differentiation (CD) of
antigens defined on human leukocyte populations. Bull. World Health Organ. 1984, 62, 809–815.

Int. J. Mol. Sci. 2015, 16

6754

111. Vereb, G.; Szollosi, J.; Matko, J.; Nagy, P.; Farkas, T.; Vigh, L.; Matyus, L.; Waldmann, T.A.;
Damjanovich, S. Dynamic, yet structured: The cell membrane three decades after the singer-nicolson
model. Proc. Natl. Acad. Sci. USA 2003, 100, 8053–8058.
112. Layre, E.; de Jong, A.; Moody, D.B. Human T cells use CD1 and MR1 to recognize lipids and
small molecules. Curr. Opin. Chem. Biol. 2014, 23C, 31–38.
113. Neppert, J.; Mueller-Eckhardt, C. Monoclonal mouse antibodies to human MHC class I antigens
cocap class II antigens. Tissue Antigens 1984, 24, 187–189.
114. Szollosi, J.; Damjanovich, S.; Balazs, M.; Nagy, P.; Tron, L.; Fulwyler, M.J.; Brodsky, F.M.
Physical association between MHC class I and class II molecules detected on the cell surface by
flow cytometric energy transfer. J. Immunol. 1989, 143, 208–213.
115. Szollosi, J.; Horejsi, V.; Bene, L.; Angelisova, P.; Damjanovich, S. Supramolecular complexes of
MHC class I, MHC class II, CD20, and tetraspan molecules (CD53, CD81, and CD82) at the
surface of a B cell line JY. J. Immunol. 1996, 157, 2939–2946.
116. Shrestha, D.; Exley, M.A.; Vereb, G.; Szollosi, J.; Jenei, A. CD1d favors MHC neighborhood,
GM1 ganglioside proximity and low detergent sensitive membrane regions on the surface of
B lymphocytes. Biochim. Biophys. Acta 2014, 1840, 667–680.
117. Amano, M.; Baumgarth, N.; Dick, M.D.; Brossay, L.; Kronenberg, M.; Herzenberg, L.A.; Strober, S.
CD1 expression defines subsets of follicular and marginal zone B cells in the spleen:
β2-Microglobulin-dependent and independent forms. J. Immunol. 1998, 161, 1710–1717.
118. Gourapura, R.J.; Khan, M.A.; Gallo, R.M.; Shaji, D.; Liu, J.; Brutkiewicz, R.R. Forming a
complex with MHC class I molecules interferes with mouse CD1d functional expression.
PLoS ONE 2013, 8, e72867.
119. Chen, X.; Wang, X.; Keaton, J.M.; Reddington, F.; Illarionov, P.A.; Besra, G.S.; Gumperz, J.E.
Distinct endosomal trafficking requirements for presentation of autoantigens and exogenous
lipids by human CD1d molecules. J. Immunol. 2007, 178, 6181–6190.
120. Wright, M.D.; Moseley, G.W.; van Spriel, A.B. Tetraspanin microdomains in immune cell
signalling and malignant disease. Tissue Antigens 2004, 64, 533–542.
121. Sloma, I.; Zilber, M.T.; Vasselon, T.; Setterblad, N.; Cavallari, M.; Mori, L.; de Libero, G.;
Charron, D.; Mooney, N.; Gelin, C. Regulation of CD1a Surface expression and antigen
presentation by invariant chain and lipid rafts. J. Immunol. 2008, 180, 980–987.
122. Kang, S.J.; Cresswell, P. Regulation of intracellular trafficking of human CD1d by association
with MHC class II molecules. EMBO J. 2002, 21, 1650–1660.
123. Van den Hoorn, T.; Paul, P.; Janssen, L.; Janssen, H.; Neefjes, J. Dynamics within tetraspanin
pairs affect MHC class II expression. J. Cell Sci. 2012, 125, 328–339.
124. Bene, L.; Kanyari, Z.; Bodnar, A.; Kappelmayer, J.; Waldmann, T.A.; Vamosi, G.; Damjanovich, L.
Colorectal carcinoma rearranges cell surface protein topology and density in CD4+ T cells.
Biochem. Biophys. Res. Commun. 2007, 361, 202–207.
125. Bene, L.; Balazs, M.; Matko, J.; Most, J.; Dierich, M.P.; Szollosi, J.; Damjanovich, S. Lateral
organization of the ICAM-1 molecule at the surface of human lymphoblasts: A possible model
for its co-distribution with the IL-2 receptor, class I and class II HLA molecules. Eur. J. Immunol.
1994, 24, 2115–2123.

Int. J. Mol. Sci. 2015, 16

6755

126. Amiot, M.; Dastot, H.; Fabbi, M.; Degos, L.; Bernard, A.; Boumsell, L. Intermolecular
complexes between three human CD1 molecules on normal thymus cells. Immunogenetics 1988,
27, 187–195.
127. Amiot, M.; Dastot, H.; Degos, L.; Dausset, J.; Bernard, A.; Boumsell, L. HLA class I molecules are
associated with CD1a heavy chains on normal human thymus cells. Proc. Natl. Acad. Sci. USA
1988, 85, 4451–4454.
128. Amiot, M.; Dastot, H.; Schmid, M.; Bernard, A.; Boumsell, L. Analysis of CD1 molecules on
thymus cells and leukemic T lymphoblasts identifies discrete phenotypes and reveals that CD1
intermolecular complexes are observed only on normal cells. Blood 1987, 70, 676–685.
129. Bodnar, A.; Nizsaloczki, E.; Mocsar, G.; Szaloki, N.; Waldmann, T.A.; Damjanovich, S.; Vamosi, G.
A biophysical approach to IL-2 and IL-15 receptor function: Localization, conformation and
interactions. Immunol. Lett. 2008, 116, 117–125.
130. Vamosi, G.; Bodnar, A.; Vereb, G.; Jenei, A.; Goldman, C.K.; Langowski, J.; Toth, K.; Matyus, L.;
Szollosi, J.; Waldmann, T.A.; et al. IL-2 and IL-15 receptor α-subunits are coexpressed in
a supramolecular receptor cluster in lipid rafts of T cells. Proc. Natl. Acad. Sci. USA 2004, 101,
11082–11087.
131. Damjanovich, S.; Bene, L.; Matko, J.; Alileche, A.; Goldman, C.K.; Sharrow, S.; Waldmann, T.A.
Preassembly of interleukin 2 (IL-2) receptor subunits on resting Kit 225 K6 T cells and their
modulation by IL-2, IL-7, and IL-15: A fluorescence resonance energy transfer study. Proc. Natl.
Acad. Sci. USA 1997, 94, 13134–13139.
132. Damjanovich, L.; Volko, J.; Forgacs, A.; Hohenberger, W.; Bene, L. Crohn’s Disease Alters
MHC-rafts in CD4+ T-cells. Cytom. A 2012, 81, 149–164.
133. De Menthon, M.; Lambert, M.; Guiard, E.; Tognarelli, S.; Bienvenu, B.; Karras, A.; Guillevin, L.;
Caillat-Zucman, S. Excessive interleukin-15 transpresentation endows NKG2D+CD4+ T cells
with innate-like capacity to lyse cascular endothelium in granulomatosis with polyangiitis
(Wegener’s). Arthritis Rheumatol. 2011, 63, 2116–2126.
134. Huppa, J.B.; Davis, M.M. T-cell-antigen recognition and the immunological synapse.
Nat. Rev. Immunol. 2003, 3, 973–983.
135. Mittler, R.S.; Goldman, S.J.; Spitalny, G.L.; Burakoff, S.J. T-cell receptor-CD4 physical
association in a murine T-cell hybridoma: Induction by antigen receptor ligation. Proc. Natl.
Acad. Sci. USA 1989, 86, 8531–8535.
136. Collins, T.L.; Uniyal, S.; Shin, J.; Strominger, J.L.; Mittler, R.; Burakoff, S. p56lck Association
with CD4 is required for the interaction between CD4 and the TCR/CD3 complex and for
optimal antigen stimulation. J. Immunol. 1992, 148, 2159–2162.
137. Bacso, Z.; Bene, L.; Bodnar, A.; Matko, J.; Damjanovich, S. A photobleaching energy transfer
analysis of CD8/MHC-I and LFA-1/ICAM-1 interactions in CTL-target cell conjugates.
Immunol. Lett. 1996, 54, 151–156.
138. Yachi, P.P.; Ampudia, J.; Gascoigne, N.R.; Zal, T. Nonstimulatory peptides contribute to
antigen-induced CD8-T cell receptor interaction at the immunological synapse. Nat. Immunol.
2005, 6, 785–792.

Int. J. Mol. Sci. 2015, 16

6756

139. Roszik, J.; Sebestyen, Z.; Govers, C.; Guri, Y.; Szoor, A.; Palyi-Krekk, Z.; Vereb, G.; Nagy, P.;
Szollosi, J.; Debets, R. T-cell synapse formation depends on antigen recognition but not CD3
interaction: Studies with TCR: ζ, a candidate transgene for TCR gene therapy. Eur. J. Immunol.
2011, 41, 1288–1297.
140. Dornan, S.; Sebestyen, Z.; Gamble, J.; Nagy, P.; Bodnar, A.; Alldridge, L.; Doe, S.; Holmes, N.;
Goff, L.K.; Beverley, P.; et al. Differential association of CD45 isoforms with CD4 and CD8
regulates the actions of specific pools of p56lck tyrosine kinase in T cell antigen receptor signal
transduction. J. Biol. Chem. 2002, 277, 1912–1918.
141. Roskoski, R., Jr. The ErbB/HER family of protein-tyrosine kinases and cancer. Pharmacol. Res.
2014, 79, 34–74.
142. Tao, R.H.; Maruyama, I.N. All EGF (ErbB) receptors have preformed homo- and heterodimeric
structures in living cells. J. Cell Sci. 2008, 121, 3207–3217.
143. Nagy, P.; Vereb, G.; Sebestyen, Z.; Horvath, G.; Lockett, S.J.; Damjanovich, S.; Park, J.W.;
Jovin, T.M.; Szollosi, J. Lipid rafts and the local density of ErbB proteins influence the biological
role of homo- and heteroassociations of ErbB2. J. Cell Sci. 2002, 115, 4251–4262.
144. Fazekas, Z.; Petras, M.; Fabian, A.; Palyi-Krekk, Z.; Nagy, P.; Damjanovich, S.; Vereb, G.;
Szollosi, J. Two-sided fluorescence resonance energy transfer for assessing molecular
interactions of up to three distinct species in confocal microscopy. Cytom. A 2008, 73, 209–219.
145. Petras, M.; Lajtos, T.; Friedlander, E.; Klekner, A.; Pintye, E.; Feuerstein, B.G.; Szollosi, J.;
Vereb, G. Molecular interactions of ErbB1 (EGFR) and integrin-β1 in astrocytoma frozen
sections predict clinical outcome and correlate with Akt-mediated in vitro radioresistance.
Neuro Oncol. 2013, 15, 1027–1040.
146. Maliwal, B.P.; Raut, S.; Fudala, R.; D’Auria, S.; Marzullo, V.M.; Luini, A.; Gryczynski, I.;
Gryczynski, Z. Extending Förster resonance energy transfer measurements beyond 100 Å
using common organic fluorophores: Enhanced transfer in the presence of multiple acceptors.
J. Biomed. Opt. 2012, 17, 0110061–0110068.
147. Yun, C.S.; Javier, A.; Jennings, T.; Fisher, M.; Hira, S.; Peterson, S.; Hopkins, B.; Reich, N.O.;
Strouse, G.F. Nanometal surface energy transfer in optical rulers, breaking the FRET barrier.
J. Am. Chem. Soc. 2005, 127, 3115–3119.
148. Vogel, S.S.; van der Meer, B.W.; Blank, P.S. Estimating the distance separating fluorescent
protein FRET pairs. Methods 2014, 66, 131–138.
149. Fabian, A.; Horvath, G.; Vamosi, G.; Vereb, G.; Szollosi, J. TripleFRET measurements in flow
cytometry. Cytom. A 2013, 83, 375–385.
150. Koushik, S.V.; Blank, P.S.; Vogel, S.S. Anomalous surplus energy transfer observed with
multiple FRET acceptors. PLoS ONE 2009, 4, e8031.
151. Schuler, B. Single-molecule FRET of protein structure and dynamics—A primer. J. Nanobiotechnol.
2013, 11 (Suppl. 1), doi:10.1186/1477-3155-11-S1-S2.
© 2015 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article
distributed under the terms and conditions of the Creative Commons Attribution license
(http://creativecommons.org/licenses/by/4.0/).

