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Abstract With the advent of single-molecule localization
microscopy (SMLM) techniques, intracellular proteins can
be imaged at unprecedented resolution with high specificity
and contrast. These techniques can lead to a better understanding of cell functioning, as they allow, among other
applications, counting the number of molecules of a protein specie in a single cell, studying the heterogeneity in
protein spatial organization, and probing the spatial interactions between different protein species. However, the
use of these techniques for accurate quantitative measurements requires corrections for multiple inherent sources of
error, including: overcounting due to multiple localizations
of a single fluorophore (i.e., photoblinking), undercounting caused by incomplete photoconversion, uncertainty in
the localization of single molecules, sample drift during
the long imaging time, and inaccurate image registration
in the case of dual-color imaging. In this paper, we review
recent efforts that address some of these sources of error
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Introduction
With the invention of single-molecule localization microscopy (SMLM) techniques (Betzig et al. 2006; Hess et al.
2006; Rust et al. 2006), it has become possible to image
intracellular proteins with high contrast at a hitherto
unprecedented resolution in conditions that resemble their
natural environment. Nowadays, SMLM is starting to be
used routinely for imaging of biological samples in 2D and
3D, in fixed and live cells, and in multiple colors (Klein
et al. 2014; Oddone et al. 2014).
SMLM techniques can be used for quantitative studies,
e.g., counting proteins in a single cell, analyzing the spatial organization of proteins, or estimating co-localization
between organelles that are smaller than the optical diffraction limit or even between single molecules. SMLM
can also be used for other types of quantitative measurements, for instance in single-particle tracking (SPT) mode
(Manley et al. 2008; Persson et al. 2013). The high labeling
specificity offered by fusion proteins, and the relatively low
chance of overcounting caused by repeated imaging of the
same fluorophore due to the phenomenon of photoblinking,
makes photoactivated localization microscopy (PALM),
among the different SMLM techniques, a relatively better
choice for quantitative imaging.

13

6

However, to use SMLM/PALM for quantitative measurements, a number of issues have to be overcome. Since
these techniques provide localizations of individual fluorescent molecules rather than a single image, the tools
required for quantitative analysis are often different from
these in conventional fluorescence microscopy. Also, imaging with PALM involves multiple sources of errors, such as:
overcounting of commonly used fluorescent proteins in the
range of 100 % due to photoblinking (Annibale et al. 2010;
Lee et al. 2012); limited detection efficiency in the range of
40–60 % related to incomplete photoconversion (Annibale
et al. 2012; Durisic et al. 2014); uncertainty in the localization of molecules in the order of 15–50 nm caused by,
among other factors, a limited number of detected photons
(Mortensen et al. 2010; Thompson et al. 2002); and sample
drift during the long imaging time in the order of 50 nm
(Betzig et al. 2006). In the case of co-localization analysis
using PALM, additional challenges exist in the form of the
limited number of available spectrally separate fluorescent
proteins for multi-color imaging, and that of accurately
overlaying the images from the two-color channels (Annibale 2012). It must also be mentioned that the computational methods used in SMLM, i.e., the image processing
and localization algorithms, can be another source of error
in quantification (Deschout et al. 2014; Small and Stahlheber 2014).
Here, we review the recently reported efforts toward
solving some of the problems that affect quantitative
SMLM measurements. In particular, we focus on PALM
and its commonly reported applications: counting single
molecules, analyzing protein organization, and measuring
co-localization on the single-molecule level.

Single‑molecule counting with PALM
Several important cellular functions involve low-copy number proteins that are not detectable by conventional measurement techniques (Ghaemmaghami et al. 2003). Also,
studies dealing with the stochastic nature of gene expression and its importance in biology (Elowitz et al. 2002; Raj
and van Oudenaarden 2008) require accurate and precise
single-molecule counting. While omics-scale abundance
data with single-molecule sensitivity can be obtained from
conventional fluorescence microscopy (Taniguchi et al.
2010), the spatial resolution is limited due to the diffraction
of light. PALM, with the possibility of single-molecule resolution counting in sub-diffraction limit voxels, therefore
clearly offers interesting prospects in this field.
In order to use PALM for counting, the ideal scenario
would be that each fluorescent protein present is counted
once and only once. However, there are at least two critical
issues that result in counting errors—undercounting due to
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a limited detection efficiency and overcounting due to multiple appearances of the same fluorophore. Due to the limited detection efficiency inherent to fluorescence microscopy, resulting from misfolding and incomplete maturation
of the fluorescent proteins, only a fraction of the molecules
can be imaged. In conventional fluorescence microscopy,
this fraction is about 80 % for GFP (Ulbrich and Isacoff 2007). In PALM, even lower fractions are observed,
because of the limited photoconversion efficiency. A fraction of 53–60 % has been reported for the relatively bright
mEos2 (Annibale et al. 2012; Durisic et al. 2014), and
many other fluorescent proteins perform even worse.
Various methods have been developed to work around
this obvious limitation. Diffraction-limited protein subunit
stoichiometry estimation can be performed by observing
the bleaching steps of individual fluorophores attached to
the subunit molecules. This method was used to estimate
the subunit stoichiometry of membrane proteins (specifically, NMDA receptors) in live cells, composed of two different subunits, by means of labeling with GFP (Ulbrich
and Isacoff 2007). The detection efficiency of GFP was
estimated by fitting the observed number of bleaching steps
to a binomial model for detection. A similar approach was
used to estimate the subunit stoichiometry of heteromeric
glycine-gated channels (GlyRs) (Durisic et al. 2012). In
the context of SMLM, the stoichiometry of the asialoglycoprotein receptor complex in rat hepatic lectin 1 (RHL1)
and rat hepatic lectin 2 (RHL2) was estimated by singlemolecule counting (Renz et al. 2012). The problem of
limited detection efficiency was avoided by focusing on
the ratio of detected molecules. First, the relative detection efficiency of paGFP/paCherry was characterized, by
performing dual-color PALM on a 1:1 fusion construct.
Subsequently, dual-color PALM was used to investigate
the homo/hetero-association, by determining the ratio
between the counts of paGFP-RHL1/paCherry-RHL1 pairs
and paGFP-RHL1/paCherry-RHL2 pairs, respectively. In
another work, the expected ratio between monomers and
dimers of pamCherry1 for a given detection efficiency was
modeled, and was fit to data to estimate the detection efficiency (Li et al. 2013).
Another phenomenon that critically affects counting in
SMLM is that of overcounting due to photoblinking. In one
of the first quantitative studies involving PALM, the photoblinking behavior of the fluorophore (i.e., tdEos) was not
taken into account (Greenfield et al. 2009). In the case of its
monomeric form mEos2, the phenomenon of photoblinking was investigated by systematic inspection of the fluorophore traces of immobilized molecules in polymer gels
(Annibale et al. 2010). Similar to the long-lived dark state
of GFP (Dickson et al. 1997), it was found that the activated and excited mEos2 (i.e., on-state) might reversibly go
to a long-lived dark state instead of getting photobleached,
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Fig. 1  a A single-molecule kymograph of an individual mEos2 molecule, upon pulsed 405 nm irradiation (blue vertical lines). Taken from
Annibale 2012. b The spectral evolution of partially photoconverted
mEos2 upon 561 nm irradiation, displaying an increase in 405 nm
absorbance, corresponding to the protonated form of the red fluorescent state. Taken from Annibale 2012. c The photoblinking phenomenon exists even at continuous activation. A typical kymograph of an
mEos2 molecule embedded in a polymer gel, upon continous 405 nm

irradiation at low intensity. Taken from Annibale et al. 2011. d A histogram of the number of times a single mEos2 molecule undergoes
photoblinking (nblink) before definitive photobleaching. Experimental
values based on a single exponential best fit are shown, the 1/e decay
values indicate a mean of nblink = 1.05 ± 0.11. Taken from Annibale
et al. 2011. e A histogram of the measured dark times showing a
mean of toff = 0.10 ± 0.01 s. Taken from Annibale et al. 2011

and later come back to the bright state, as illustrated in
Fig. 1a–c. This means that, due to this “blinking” phenomenon, the same molecule might be counted multiple times
by a localization algorithm that does not correct for it. In
vitro experiments on gels showed that roughly half of the
mEos2 molecules are reactivated at least once (Fig. 1d),
making it possible that the molecules are overcounted by
a factor of 2. In the case of paGFP, the number of reactivations is lower, and for a photoswitchable fluorescent protein
such as Dronpa, the number is higher, as shown in Fig. 3b
(Annibale et al. 2010). Similar photophysical behavior has
been reported for the photoconvertible fluorescent protein
mMaple (McEvoy et al. 2012). Since the time spent in the
dark state (toff) is orders of magnitude lower than the duration of the experiment, photoblinking will form small clusters in a time series plot of the localizations for the whole
duration of the experiment, as illustrated Fig. 2. This immediately suggests a method to account for photoblinking: by
using a threshold in time (td) and in space, it is possible to
partition these traces in spatial–temporal clusters, and to
assign each cluster to one molecule. This apparently simple
method was found to be highly effective in correcting for
photoblinking (Fig. 2) (Annibale et al. 2011).
How to select the optimal td? By collecting the localizations within a set spatial radius that depends on labeling
density and localization uncertainty, and within a time
interval td, and counting them as one localization after
performing weighted averaging, it is possible to compute
the number of molecules N(td) counted for different values
of td. It was found that the empirical N(td) curve obtained
in this way fits well to a negative exponential function,

as shown in Fig. 3a. That is, for larger values of td, the
improvement in counting accuracy becomes asymptotically lower. Also, setting a too high value for this parameter
might result in missed localizations, i.e., localizations corresponding to different molecules getting grouped together
as one. Therefore, depending on the nature of the application, the value of td should be selected so as to minimize the
errors coming from both the multiple counting of a photoblinking molecule and the missed localizations, or a conservative value of td should be chosen so that the observed
count is a lower bound, see Fig. 3a (Annibale et al. 2011).
Lee et al. introduced a more detailed model for N(td),
and, based on its photobleaching and blinking behavior,
proposed Dendra2 as a better alternative to mEos2 for
counting purposes (Lee et al. 2012). Additionally, an imaging strategy called Fermi photoactivation was proposed,
which improves the temporal separation in the activation
of different molecules, thus helping to overcome undercounting due to the overlapping of molecules in the initial
frames of imaging, which might occur when using a fixed
activation power during the whole imaging time (Lee et al.
2012). On the other hand, by assuming that the probability of activating a molecule remains constant over time, a
relationship between the cumulative number of localizations and the imaging time was found (Gunzenhäuser et al.
2012). Such a relationship can provide a stopping criterion for imaging, given a target accuracy in counting. The
method was applied to imaging the HIV structural protein
Gag labeled with tdEos and also with mEos2.
Alternatively, a method based on Kalman filtering has
been proposed, in order to scan and group photoblinking
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Fig. 2  Snapshots of clusters formed by localizations of membrane
proteins in fixed HeLa cells. Markers represent single-molecule
localizations and their color represents the time of localization. a
Representative images of three artifact spatial-temporal clusters of
SrcN15-mEos2 (a negative control for clustering) and their evolution
for increasing values of the allowed fluorescence dark time threshold
td. b Representative images of two β2-mEos2 clusters and their evo-

lution with the fluorescence dark time threshold td. A temporal artifact component (red sub-cluster) is also visible in the second cluster.
The estimated location of the molecules changes slightly from one
td value to another since the number of collected photons and their
spatial distribution attributed to each localized molecule changes.
Scale 100 nm. Taken from Annibale et al. 2011

molecules (Lando et al. 2012). A very different approach,
based on the spatial pair correlation function (PCF), was
inspired by the special case of spatial cluster analysis of
membrane proteins and utilizes the difference between the
spatial signature of the multiple appearances of the same
molecule due to photoblinking and that of the true protein clusters (Sengupta et al. 2011). Another method was
proposed to estimate the average number of localizations
per molecule in samples that form definite spatial structures (e.g., microtubules or actin filaments), mainly in the
context of stochastic optical reconstruction microscopy
(STORM) (Nieuwenhuizen et al. 2013). This approach,
based on Fourier ring correlation analysis, can also be
used to estimate the resolution obtained in SMLM images,
although only samples with definite spatial structures were

investigated. Others have reported a similar measure to
estimate the resolution in SMLM (Banterle et al. 2013).
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Quantitative analysis of heterogeneity in protein spatial
organization
One of the niche areas in cell imaging that SMLM appeals
to is the study of spatial heterogeneity in protein organization; e.g., that of membrane proteins appearing as microor nanodomains rather than individual molecules diffusing freely along the membrane, and its function in, for
instance, signaling. In addition to membrane proteins, other
systems with spatial heterogeneity can also be studied with
SMLM. Indeed, SMLM has been used to study protein
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Fig. 3  a The experimental (markers) and simulated (blue curve)
counts of mEos2 molecules localized as a function of the dark
time threshold td, together with the simulated counts ascribed to
missed counts (green), multiple counts (violet), and noise (black). For
all samples, the duration of the acquisition is 20,000 frames × 50 ms.
The red curve shows the best fit to the data for td values between
0.05 and 2 s. If no missed counts were to occur, the asymptote of the
decaying curve of the observed counts would converge to the effective number of molecules present in the sample. Fitting to a nega-

tive exponential model yielded a mean of toff = 0.260 s and a mean
of nblink = 0.760, consistent with what was shown in Fig. 1d and e
respectively. The fit yielded N = 121 ± 6 molecules/µm2, whereas the
total density of the simulated sample was 135 molecules/µm2 including noise counts, resulting in a 10 % error. Taken from Annibale et al.
2011. b Comparison of the normalized estimates for counts of localized molecules as a function of td, for three different fluorescent proteins: paGFP, Dronpa and mEos2. Taken from Annibale et al. 2011

spatial organization in various systems including signaling
receptors in the Escherichia Coli chemotaxis signaling network (Greenfield et al. 2009), signaling proteins in T-cells
(Rossy et al. 2013; Williamson et al. 2011), GPI-anchored
proteins (Sengupta et al. 2011), G protein-coupled receptors (GPCRs) (Scarselli et al. 2012, 2013), SNAP receptor
(SNARE) complexes (Pertsinidis et al. 2013), and RNAP
in E. Coli (Endesfelder et al. 2013). While most of these
studies have focused on the characterization of heterogeneity in spatial organization and its dependence on different
conditions, some have even used the estimated parameters
to fit biophysical models (Greenfield et al. 2009; Hess et al.
2007). A brief discussion of some of the questions and
studies in this field can be found elsewhere (Lang and Rizzoli 2010; Owen and Gaus 2013).
Various clustering and cluster analysis techniques have
been used for the analysis of spatial heterogeneity in
SMLM images, in particular the quantification of nanodomain properties and their comparison at different conditions. These approaches can be divided into two broad
categories: (1) exploratory analysis tools from spatial statistics that have been used for similar problems in electron microscopy (Parton and Hancock 2004; Zhang et al.
2006), such as PCF and Ripley’s L(r)-r function, or the

nearest neighbor distance distribution (Endesfelder et al.
2013) and (2) clustering by means of algorithms such as
density-based spatial clustering of applications with noise
(DBSCAN) (Ester et al. 1996), followed by analysis of the
obtained clusters by various methods to estimate cluster
parameters, e.g., by averaging or by fitting each cluster to a
normal distribution to estimate the cluster radius.
An introduction to the first approach can be found
elsewhere (Diggle 2003; Gould et al. 2012). Briefly, the
Ripley’s K(r) function is the ratio of the average number of extra localizations within distance r of a randomly
chosen point and the density of localization
in the area
with
of analysis, and L(r) is the transformation K(r)
π
certain convenient properties. For instance, L(r)-r, by
definition, is equal to zero for a point pattern that is distributed completely at random, i.e., complete spatial randomness (CSR). L(r)-r is greater than zero if the points
are clustered and is less than zero if the point pattern
shows regularity. The magnitude of L(r)-r is a measure
for the degree of clustering and can be used for comparison between different conditions. The value of r corresponding to the maximum of L(r)-r gives an estimate of
the average cluster radius in the point pattern. The PCF
g(r) is a closely related measure, K(r) being the integral
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of 2πrg(r), and it can also provide estimates of parameters like the ones mentioned above. These measures can
also be used to estimate other parameters such as the
number of localizations per cluster (Parton and Hancock
2004; Sengupta et al. 2011; Zhang et al. 2006), and the
effective potential of the mean force between the localized molecules (Veatch et al. 2012). The L(r)-r function
has an advantage when compared to the PCF in that,
since L(r)-r is based on an integration over the radius r,
it is less influenced by noise. On the other hand, this also
means it is less sensitive and that systematic errors such
as overcounting due to photoblinking are accumulated
over r. Therefore, when this measure is used, photoblinking artifacts must be accounted for by one of the methods
mentioned in the section on counting.
The first approach, i.e., exploratory tools such as PCF or
Ripley’s function, has been extended to account for some
error sources inherent to SMLM. In a technique called
pair correlation PALM (PC-PALM), the PCF approach
is extended by means of a model to differentiate the artifact clusters due to fluorophore photoblinking from true
proteins clusters (Sengupta et al. 2011). Modifications
of the L(r)-r function have been suggested to incorporate
membrane curvature characteristics, since 2D imaging
of proteins in undulating membranes can cause clustering artifacts (Owen et al. 2013). This work also shows the
applicability of Ripley’s function in the case of 3D localization data. While this approach is promising, it uses L(r)-r
only to identify clusters (Owen et al. 2010), rather than as
an exploratory statistical tool to be used for inference and
comparison (Hess et al. 2007; Lillemeier et al. 2010; Scarselli et al. 2012).
The nearest neighbor approach as an exploratory tool
involves finding the nearest neighbor distance distribution
within a point pattern and comparing it to one that corresponds to a point pattern distributed by CSR. The contrast
between the nearest neighbor distance method and correlation methods such as L(r)-r or PCF is that, since the former
looks at nearest neighbors only, it focuses on information
on the short scale, whereas the latter gives information on a
variety of scales.
It should be noted that Ripley’s function and PCF are
defined for a stationary, spatially homogeneous point process only, i.e., the average density within the point pattern
is assumed to be independent of the spatial location. If the
point process is spatially inhomogeneous, e.g., due to a
spatial gradient in protein locations, other extensions must
be used in order to be statistically more accurate (Baddeley et al. 2000). Also, the inevitable choice of limiting the
analysis to a window results in the exclusion of the points
near the borders, often resulting in a significantly biased
estimation. Various edge correction methods are available
to correct for this bias (Haase 1996).
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In the case of the second approach, i.e., clustering followed by parameter inference, various algorithms are used
for the clustering part. The DBSCAN algorithm is the most
popular one (Annibale 2012; Endesfelder et al. 2013; Li
et al. 2013; Pertsinidis et al. 2013), although other methods
have also been used (Gunzenhäuser et al. 2012; Lelek et al.
2012; Owen et al. 2010). DBSCAN works by exploiting
the density difference between clusters and the background,
i.e., the density in the neighborhood of a point must exceed
a threshold in order to be identified as part of a cluster. This
method has several advantages over other commonly available clustering algorithms, including that it does not need
an a priori number of clusters to be provided as input, that
it can identify clusters of arbitrary shapes, and that it can
account for background noise (and for a monomer fraction).
An algorithm based on DBSCAN to account for errors in
clustering due to the presence of localization uncertainty
in PALM was used to study RAF multimer formation and
signaling (Li et al. 2013). However, identifying the parameters required by DBSCAN is another problem, which is
often solved empirically (Annibale 2012; Endesfelder et al.
2013; Pertsinidis et al. 2013), even though some have used
the heuristic suggestions of the original DBSCAN paper on
how to set the parameters (Bar-On et al. 2012). Extensions
such as OPTICS that do not need these parameters as input
might also be useful (Ankerst et al. 1999).
The choice between the two above-mentioned
approaches depends on the problem at hand. In general,
the first approach (i.e., exploratory tools such as PCF or
L(r)-r) is less arbitrary than the second one (i.e., clustering
followed by characterization). However, since PCF or Ripley’s function estimate an ensemble parameter, e.g., cluster
radius, for the whole area of analysis rather than for individual clusters, they may not be the ideal tool if the parameters show significant variation between clusters. Similar
problems might arise if the cluster shapes are elliptical or
asymmetric and the study of the shape parameters is important. In such cases, the approach of clustering followed by
parameter estimation for individual clusters might be more
suitable.
Protein assemblies such as nuclear pore complexes
(NPCs) are ideal systems for the application of SMLM, due
to their fixed protein stoichiometry and structure. Systematic labeling of different NPC components combined with
averaging of thousands of corresponding SMLM images
allowed the creation of a human NPC scaffold structure
model with a localization uncertainty well below 1 nm
(Szymborska et al. 2013). In this study, imaging with both
immunolabeling as well as fusion protein/nanobody labeling were done separately, and in the case of many proteins,
the former was found to systematically overestimate the
NPC radius by around 7 nm (about 15 %), possibly due to
the larger size of primary and secondary antibodies. Prior
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work on NPCs with a similar averaging approach had also
achieved major improvements in resolution (Loschberger
et al. 2012). Integrated targeted proteomics and PALM
were used by Ori et al. to determine the absolute stoichiometry of the NPC, which was found to vary across different
human cell lines (Ori et al. 2013).

Toward quantitative co‑localization with dual‑color
SMLM
Having reviewed in the previous two sections the SMLMbased methods for counting single molecules and investigating protein spatial heterogeneity, we will now discuss
the ability of dual-color SMLM to measure co-localization
on the single-molecule level. Fluorescence microscopy in
general is an excellent tool to probe potential interactions
between cellular objects by measuring their co-localization. This requires labeling of the different objects with
spectrally separate fluorophores and subsequent recording
of an image in each of the corresponding color channels.
The co-localization between the objects can then be visualized by simply overlaying the images. Quantification is
also possible, for instance, by estimating the correlation
between the pixel values in the overlaid images (Bolte and
Cordelieres 2006; Dunn et al. 2011; Zinchuk et al. 2007).
While the resolution in diffraction-limited microscopy
usually restricts the interpretation of co-localization to the
level of organelles or other objects of similar size, far more
detailed information is offered by SMLM. In theory, these
techniques even allow to investigate the co-localization
between individual molecules. As a consequence, SMLM
techniques are already being embraced by biologists that
aim to unravel the mechanisms that govern protein–protein
interactions (Lehmann et al. 2011; Lubeck and Cai 2012;
Sherman et al. 2011; Winckler et al. 2013). In the following sections, we will review the practical problems that are
present in using dual-color SMLM for quantitative experiments and discuss the recent approaches to solve those
problems.
Image registration
One key requirement for co-localization analysis is a sufficiently precise overlay of the images in the different color
channels. This is especially challenging for SMLM-based
co-localization, since the images are rendered from single fluorophore locations that are usually determined with
an uncertainty in the order of 15–50 nm (Mortensen et al.
2010; Thompson et al. 2002). The procedure for aligning
the images, i.e., the image registration, starts with localizing fiducials that are visible in the different color channels.
This results in a list of positions for each color channel
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that should be identical after alignment, allowing to estimate a function that maps one channel onto another one
(Goshtasby 1988). Different types of fiducials have been
reported, such as a lattice that contains optical holes in a
grid with known spacing (Koyama-Honda et al. 2005; Pertsinidis et al. 2013) or a geometrical structure inside the
sample itself, such as the center of the ring-shaped nuclear
pore complex (Loschberger et al. 2012). A more popular
type of fiducials that do not require special manufacturing
or prior knowledge of the sample are beads that are fluorescent in both color channels (Baddeley et al. 2011; Bates
et al. 2012; Churchman et al. 2005; Lehmann et al. 2011).
In order to illustrate the importance of image registration,
dual-color PALM was performed on a fusion construct of
psCFP2 and mEos2 attached to the cell membrane protein SrcN (Annibale 2012). An isolated bead was used as a
fiducial, and it was moved in the field of view along a grid
pattern, using a piezo stage, and at each grid position an
image was recorded in both color channels, as illustrated in
Fig. 4a. It is clear that a correct overlay was obtained only
after image registration, as can be seen in Fig. 4b and c.
In order to properly interpret the measured co-localization, it is necessary to quantify the precision of the image
registration procedure. One often used measure for this
precision is the target registration error (TRE), which can
be interpreted as the mean offset between the positions
of the fiducials in both color channels after image registration (Churchman et al. 2005; Cohen and Ober 2013).
TRE values below 10 nm are typically reported (Annibale
et al. 2012; Bates et al. 2012; Churchman et al. 2005; Malkusch et al. 2012; Pertsinidis et al. 2013), and one study
even achieved a TRE below 1 nm within a single pixel,
by accounting for pixel response non-uniformities and
mechanically stabilizing the microscope with an active
feedback system (Pertsinidis et al. 2010). The evolution of
the image registration precision over time was investigated
by recording a time lapse movie of a bead, while using an
axial stability feedback system (Annibale et al. 2012). During acquisition, the bead followed a trajectory determined
by the lateral drift of the setup. While the TRE was 4.5 nm,
the mean of the differences between the positions of the
bead between both color channels after registration had a
larger value of 6.7 nm, possibly due to long-term mechanical instabilities, as shown in Fig. 4d.
Fluorescent protein pairs
If the detection efficiency for the label in one channel is x,
and that in the other channel is y, then the estimated co-localization underestimates the true co-localization by a factor
xy, assuming a linear relation to the co-localization measure used. In other words, the correct estimation of co-localization in dual-color PALM experiments is possible only if
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Fig. 4  An illustration of the image registration procedure to align
images from different color channels. a An image obtained by
integrating the images in the green and red channel of a fiducial
scanned across a square grid with a size of ~10 µm. b An overlay
of the red and green PALM images of a membrane patch of a cell
that expressed the protein SrcN labeled with a fusion construct of
psCFP2 and mEos2, prior to image registration and c after image
registration. d A scatter plot of the residual offset xg − xr and yg − yr,
with xg and xr being the x-coordinates in the green and red channel

the fraction of fluorescent proteins that did not photoconvert
to the on-state is accounted for. Several investigations have
been undertaken to measure the photoconversion efficiency
of different fluorescent proteins, for instance, by monitoring
the change in the absorbance spectrum of a solution upon
irradiation with 405 nm light (Annibale et al. 2012; Wiedenmann et al. 2004). However, the photoconversion efficiency
of a fluorescent protein in this in vitro environment might
be altered with respect to the cellular environment. One
recent study has, therefore, attempted to measure the photoconversion efficiency inside cells, by counting either the
photoconversion or the photobleaching events corresponding to individual fluorescent proteins that are attached to the
subunits of the cell membrane receptor GlyR (Durisic et al.
2014). Among several other fluorophores, they found a photoconversion efficiency of ~60 % for mEos2 and ~50 % for
pamCherry. Multiplication of these values can be used as
an estimate of the efficiency with which the co-localization
between the corresponding fluorophores can be observed.
However, such an estimate might not reflect the true colocalization efficiency, as it is determined from single-color
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respectively, and yg and yr being the y-coordinates in the green and
red channel respectively. The bluecircle has a radius of 10 nm, the
red circle has a radius given by

σg2 + σr2 + TRE, with σg and σr

being the localization precisions in the green and red channel respectively. The residuals were extracted from the trajectory of a fluorescent bead with 100 nm diameter, immobilized on the coverslip and
imaged during a time lapse movie. Adapted from Annibale 2012 and
Annibale et al. 2012

PALM experiments, while the illumination procedure in
a dual-color PALM experiment can increase the rate at
which fluorescent proteins photobleach before being photoconverted to the on-state. Dual-color PALM experiments
performed on 1:1 fusion constructs of both fluorescent
proteins, for instance inside a polymer gel or attached to
a membrane protein, provide a solution (Annibale et al.
2012; Renz et al. 2012). Since one observes the same fluorophore pattern in both color channels, the measured fraction of co-localized fluorophores provides an alternative
estimate of the co-localization efficiency. This fraction
was measured for fusion constructs of three pairs, namely:
psCFP2-pamCherry, Dronpa-mEos2 and psCFP2-mEos2
(Annibale et al. 2012). For the latter pair, virtually no colocalization was found, probably due to photobleaching of
psCFP2 during activation of mEos2. The other two pairs
gave rise to a ~15 % co-localization fraction, which can
partially be explained by the photoconversion efficiencies
of the fluorophores. Although mEos2 has a superior photon yield, psCFP2 and pamCherry are arguably the most
suitable pair for dual-color PALM, since pamCherry is not
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Fig. 5  Spatial interaction analysis of dual-color PALM images. The
method uses a nearest neighbor spatial interaction model based on
Gibbs statistics, which characterizes an interaction by means of a
potential (Helmuth et al. 2010). a Dual-color PALM data represented
as probability maps. The green channel shows the GPCR protein β2adrenergic receptor labeled with psCFP2, and the red channel shows
clathrin light chain labeled with pamCherry (Annibale 2012; Annibale et al. 2012). b Results of interaction analysis: the observed near-

est neighbor distance distribution between the two channels (blue);
the result of fitting the spatial interaction model with a linear L1
potential to this distribution (green); the curve corresponding to the
null hypothesis of “no interaction”, estimated by accounting for the
intra-point pattern distance distribution (red). The method also returns
the inferred parameters (i.e., strength and scale) that can be used for
comparison. c The inferred interaction potential. Adapted from Shivanandan et al. 2013

fluorescent in the off-state and therefore allows simultaneous image acquisition in both color channels.

processing. Usually, co-localization between objects in
different color channels is investigated by calculating the
distance between their positions and comparing it to a predefined threshold. However, it is challenging to define an
optimal value for this threshold, and sometimes a rather
arbitrary value of ~200 nm based on the diffraction-limited
resolution is used. An object-based method was, therefore,
recently developed that can estimate the threshold value
from the data, by modeling the nearest neighbor distance
distribution in a spatial statistics framework that estimates a spatial interaction potential between the objects
in the different color channels (Helmuth et al. 2010). In
addition to this feature, the method also extends the classical threshold-based co-localization by providing other
interaction “potentials” apart from the threshold function,
and also incorporates in the model the spatial distribution
of objects within a point pattern. The latter corrects for the
fact that estimates of spatial interaction, e.g., co-localization, depend on the intra-object spatial distribution. This
method was found to be robust against errors in the identification of the objects by image processing. In the context of PALM, this method was applied to investigate the

Co‑localization analysis
The output of an SMLM experiment can be represented
as a pixelated image, for instance, by giving each pixel a
value that scales linearly with the number of localized
fluorophores inside the area that corresponds to that pixel.
This means that intensity-based co-localization methods
that rely on quantifying the correlation between the pixel
values of images in different color channels (Bolte and
Cordelieres 2006; Dunn et al. 2011; Zinchuk et al. 2007)
can in principle be applied. However, such correlations are
challenging to interpret, as they are highly susceptible to
overestimation caused by noise and bleed-through (Bolte
and Cordelieres 2006). One recent study reports a method
that allows correcting for bleed-through in the context of
SMLM (Kim et al. 2013).
Since raw SMLM data consist of locations of individual
fluorophores, object-based co-localization methods (Bolte
and Cordelieres 2006) can be used without any prior data

13

14

co-localization between pamCherry-labeled clathrin-coated
vesicles and psCFP2-labeled GPCRs during internalization
(Shivanandan et al. 2013), as illustrated in Fig. 5. Another
solution for the dependency of co-localization on the intraobject distribution has recently been reported by taking into
account the spatial distribution of the objects (Malkusch
et al. 2012). This object-based method has the extra advantage that it corrects for photoblinking. Another approach
that is frequently reported in the context of SMLM-based
co-localization is the spatial cross-correlation analysis
which uses the bivariate version of the PCF, called the
cross-correlation function (CCF) (Gunewardene et al.
2011; Pertsinidis et al. 2013; Sengupta et al. 2011; Veatch
et al. 2012).

Conclusion and outlook
We have reviewed recent developments in SMLM for
counting single molecules, analyzing the heterogeneity of
the spatial distribution of proteins and measuring co-localization on the single-molecule level. As quantitative SMLMbased methods for these purposes have only recently been
reported, there are still several problems and difficulties
that need to be addressed. For instance, any study that uses
SMLM for quantitative analysis must have stringent negative and positive controls, since artifacts in the imaging or
analysis methods can give rise to wrong inferences. Also,
the data must be corrected for sample drift by means of
fiducial markers, or by correlative or statistical approaches
based on the data itself (Geisler et al. 2012; Mlodzianoski
et al. 2011). Working with the localizations directly rather
than image representations such as histograms or probability maps is better for quantitative analysis, as the latter
involves a loss of information. A challenge remains in identifying well-accepted standard methods for the quantitative
analysis of SMLM, which would allow researchers to perform the correct comparison between reported results.
An important issue, especially in analyzing the spatial
heterogeneity or co-localization of proteins, is the effect of
localization uncertainty (Deschout et al. 2014; Mortensen
et al. 2010; Thompson et al. 2002). Not incorporating this
effect into the analysis might result in incorrect estimates.
For instance, in the case of cluster analysis, the presence of
localization uncertainty, equivalent to sampling from a circular or elliptical Gaussian distribution (Thompson et al.
2002), will result in deformed if not enlarged clusters being
imaged. Also, the uncertainty in position estimates results in
an uncertainty in distances computed from them and hence
affects object-based co-localization (Ruprecht et al. 2010).
Measures that do not account for the localization uncertainty might result in a wrong interpretation in both cases.
The PC-PALM technique that accounts for photoblinking
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artifacts also incorporates a localization uncertainty model
in the analysis, but only through the average uncertainty
of all molecule localizations, and its effect was not studied systematically. Defining a cutoff value for the localization uncertainty distribution to select only the more precise
molecular localizations can result in artifacts, especially if
the localization uncertainty is not homogeneously distributed in space. This problem was investigated in the case of
the CCF, which is used to study inter-protein interactions in
dual-color PALM, from a purely empirical perspective, with
rather mixed results (Sherman et al. 2013).
Besides accounting for the localization uncertainty, progress is required on other issues as well in order to achieve
quantitative co-localization on the single-molecule level.
The community would benefit from a uniform measure of
the registration error, allowing comparison between colocalization results from different studies. An important
limitation toward single-molecule level co-localization in
the context of PALM is the low co-localization efficiency of
current fluorescent protein pairs, necessitating the search for
more promising candidates (Bourgeois and Adam 2012).
Artifacts in the sample can also pose challenges to quantitative SMLM. Many of the studies reported in this review
were done on fixed samples, although it has been observed
that fixation can introduce artifacts in the protein spatial
configuration (Annibale et al. 2012; Tanaka et al. 2010). A
rigorous investigation of different fixation techniques will
therefore be helpful. Also, it has been noticed that SMLM
images of organelles such as mitochondria (Betzig et al.
2006), microtubules, or clathrin-coated pits have localization densities that are spatially inhomogeneous, often resulting in spurious structures, e.g., clathrin-coated pits with
poor symmetry (Lang and Rizzoli 2010). It will be useful
to study this phenomenon in more detail, perhaps by means
of correlative microscopy, i.e., by imaging the same structure with other high-resolution imaging techniques such as
transmission electron microscopy (TEM) or atomic force
microscopy (AFM). Such studies might also provide validations about localization uncertainty and detection efficiency.
Acknowledgments This work was financially supported by FNS
grants No. 200021–125319 and No. 20021–132206. A. Shivanandan
was funded by a PhD fellowship grant from NCCBI.
Open Access This article is distributed under the terms of the Creative Commons Attribution License which permits any use, distribution, and reproduction in any medium, provided the original author(s)
and the source are credited.

References
Ankerst M, Breunig MM, Kriegel H-P, Sander J (1999) OPTICS:
ordering points to identify the clustering structure. SIGMOD Rec
28:49–60

Histochem Cell Biol (2014) 142:5–17
Annibale P (2012) Investigating the impact of single molecule fluorescence dynamics on photo activated localization microscopy
experiments. Doctoral thesis: École Polytechnique Fédérale de
Lausanne
Annibale P, Scarselli M, Kodiyan A, Radenovic A (2010) Photoactivatable fluorescent protein mEos2 displays repeated photoactivation after a long-lived dark state in the red photoconverted form. J
Phys Chem Lett 1:1506–1510
Annibale P, Vanni S, Scarselli M, Rothlisberger U, Radenovic A
(2011) Identification of clustering artifacts in photoactivated
localization microscopy. Nat Methods 8:527–528
Annibale P, Scarselli M, Greco M, Radenovic A (2012) Identification
of the factors affecting co-localization precision for quantitative
multicolor localization microscopy. Optical Nanoscopy 1:9
Baddeley AJ, Møller J, Waagepetersen R (2000) Non- and semi-parametric estimation of interaction in inhomogeneous point patterns.
Stat Neerl 54:329–350
Baddeley D, Crossman D, Rossberger S, Cheyne JE, Montgomery
JM, Jayasinghe ID, Cremer C, Cannell MB, Soeller C (2011) 4D
Super-resolution microscopy with conventional fluorophores and
single wavelength excitation in optically thick cells and tissues.
PloS One 6:e20645
Banterle N, Bui KH, Lemke EA, Beck M (2013) Fourier ring correlation as a resolution criterion for super-resolution microscopy. J
Struct Biol 183:363–367
Bar-On D, Wolter S, van de Linde S, Heilemann M, Nudelman G,
Nachliel E, Gutman M, Sauer M, Ashery U (2012) Super-resolution imaging reveals the internal architecture of nano-sized syntaxin clusters. J Biol Chem 287:27158–27167
Bates M, Dempsey GT, Chen KH, Zhuang XW (2012) Multicolor
super-resolution fluorescence imaging via multi-parameter fluorophore detection. ChemPhysChem 13:99–107
Betzig E, Patterson GH, Sougrat R, Lindwasser OW, Olenych S,
Bonifacino JS, Davidson MW, Lippincott-Schwartz J, Hess HF
(2006) Imaging intracellular fluorescent proteins at nanometer
resolution. Science 313:1642–1645
Bolte S, Cordelieres FP (2006) A guided tour into subcellular colocalization analysis in light microscopy. J Microsc Oxford
224:213–232
Bourgeois D, Adam V (2012) Reversible photoswitching in fluorescent proteins: a mechanistic view. IUBMB Life 64:482–491
Churchman L, Okten Z, Rock R, Dawson J, Spudich J (2005) Single
molecule high-resolution colocalization of Cy3 and Cy5 attached
to macromolecules measures intramolecular distances through
time. Proc Natl Acad Sci USA 102:1419–1423
Cohen EAK, Ober RJ (2013) Analysis of point based image registration errors with applications in single molecule microscopy. IEEE
Trans Signal Process 61:6291–6306
Deschout H, Zanacchi FC, Mlodzianoski M, Diaspro A, Bewersdorf
J, Hess ST, Braeckmans K (2014) Precisely and accurately localizing single emitters in fluorescence microscopy. Nat Methods
11:253–266
Dickson RM, Cubitt AB, Tsien RY, Moerner WE (1997) On/off blinking and switching behaviour of single molecules of green fluorescent protein. Nature 388:355–358
Diggle PJ (2003) Statistical analysis of spatial point patterns: Edward
Arnold
Dunn KW, Kamocka MM, McDonald JH (2011) A practical guide to
evaluating colocalization in biological microscopy. Am J Physiol
Cell Physiol 300:C723–C742
Durisic N, Godin AG, Wever CM, Heyes CD, Lakadamyali M, Dent
JA (2012) Stoichiometry of the human glycine receptor revealed
by direct subunit counting. J Neurosci Off J Soc Neurosci
32:12915–12920
Durisic N, Laparra-Cuervo L, Sandoval-Alvarez A, Borbely JS, Lakadamyali M (2014) Single-molecule evaluation of fluorescent

15
protein photoactivation efficiency using an in vivo nanotemplate.
Nat Methods 11:156–162
Elowitz MB, Levine AJ, Siggia ED, Swain PS (2002) Stochastic gene expression in a single cell. Science (New York, NY)
297:1183–1186
Endesfelder U, Finan K, Holden SJ, Cook PR, Kapanidis AN, Heilemann M (2013) Multiscale spatial organization of RNA polymerase in Escherichia Coli. Biophys J 105:172–181
Ester M, Kriegel H-P, Sander J, Xu X (1996) A density-based algorithm for discovering clusters in large spatial databases with
noise. In: Proceedings of the second international conference on
knowledge discovery and data mining (KDD-96). AAAI-Press,
pp 226–231
Geisler C, Hotz T, Schonle A, Hell SW, Munk A, Egner A (2012)
Drift estimation for single marker switching based imaging
schemes. Opt Express 20:7274–7289
Ghaemmaghami S, Huh WK, Bower K, Howson RW, Belle A,
Dephoure N, O’Shea EK, Weissman JS (2003) Global analysis of
protein expression in yeast. Nature 425:737–741
Goshtasby A (1988) Registration of images with geometric distortions. IEEE T Geosci Remote 26:60–64
Gould TJ, Hess ST, Bewersdorf J (2012) Optical nanoscopy: from
acquisition to analysis. Annu Rev Biomed Eng 14:231–254
Greenfield D, McEvoy AL, Shroff H, Crooks GE, Wingreen NS,
Betzig E, Liphardt J (2009) Self-organization of the Escherichia coli chemotaxis network imaged with super-resolution light
microscopy. PLoS Biol 7:e1000137
Gunewardene MS, Subach FV, Gould TJ, Penoncello GP, Gudheti
MV, Verkhusha VV, Hess ST (2011) Superresolution imaging of
multiple fluorescent proteins with highly overlapping emission
spectra in living cells. Biophys J 101:1522–1528
Gunzenhäuser J, Olivier N, Pengo T, Manley S (2012) Quantitative super-resolution imaging reveals protein stoichiometry and
nanoscale morphology of assembling HIV-Gag virions. Nano
Lett 12:4705–4710
Haase P (1996) Spatial pattern analysis in ecology based on Ripley’s K-function: introduction and methods of edge correction
(vol 6, pg 575, 1995). J Veg Sci 7:304
Helmuth JA, Paul G, Sbalzarini IF (2010) Beyond co-localization:
inferring spatial interactions between sub-cellular structures from
microscopy images. BMC bioinformatics 11:372
Hess ST, Girirajan TPK, Mason MD (2006) Ultra-high resolution
imaging by fluorescence photoactivation localization microscopy.
Biophys J 91:4258–4272
Hess ST, Gould TJ, Gudheti MV, Maas SA, Mills KD, Zimmerberg J
(2007) Dynamic clustered distribution of hemagglutinin resolved
at 40 nm in living cell membranes discriminates between raft theories. Proc Natl Acad Sci USA 104:17370–17375
Kim D, Curthoys NM, Parent MT, Hess ST (2013) Bleed-through
correction for rendering and correlation analysis in multi-colour
localization microscopy. Journal of Optics 15: 094011
Klein T, Proppert S, Sauer M (2014) Eight years of single-molecule
localization microscopy. Histochem Cell Biol 1–15 [Epub ahead
of print]
Koyama-Honda I, Ritchie K, Fujiwara T, Iino R, Murakoshi H, Kasai
RS, Kusumi A (2005) Fluorescence imaging for monitoring the
colocalization of two single molecules in living cells. Biophys J
88:2126–2136
Lando D, Endesfelder U, Berger H, Subramanian L, Dunne PD,
McColl J, Klenerman D, Carr AM, Sauer M, Allshire RC, et al
(2012) Quantitative single-molecule microscopy reveals that
CENP-ACnp1 deposition occurs during G2 in fission yeast. Open
Biol 2:120078
Lang T, Rizzoli SO (2010) Membrane protein clusters at nanoscale
resolution: more than pretty pictures. Physiology (Bethesda)
25:116–124

13

16
Lee SH, Shin JY, Lee A, Bustamante C (2012) Counting single photoactivatable fluorescent molecules by photoactivated localization
microscopy (PALM). Proc Natl Acad Sci USA 109:17436–17441
Lehmann M, Rocha S, Mangeat B, Blanchet F, Uji-i H, Hofkens
J, Piguet V (2011) Quantitative multicolor super-resolution
microscopy reveals tetherin HIV-1 interaction. Plos Pathogens
7:e1002456
Lelek M, Di Nunzio F, Henriques R, Charneau P, Arhel N, Zimmer
C (2012) Superresolution imaging of HIV in infected cells with
FlAsH-PALM. Proc Natl Acad Sci U S A 109:8564–8569
Li W, Bell NAW, Hernandez-Ainsa S, Thacker VV, Thackray AM,
Bujdoso R, Keyser UF (2013) Single protein molecule detection
by glass nanopores. ACS Nano 7:4129–4134
Lillemeier BF, Mortelmaier MA, Forstner MB, Huppa JB, Groves JT,
Davis MM (2010) TCR and Lat are expressed on separate protein
islands on T cell membranes and concatenate during activation.
Nat Immunol 11:90–96
Loschberger A, van de Linde S, Dabauvalle MC, Rieger B, Heilemann M, Krohne G, Sauer M (2012) Super-resolution imaging visualizes the eightfold symmetry of gp210 proteins around
the nuclear pore complex and resolves the central channel with
nanometer resolution. J Cell Sci 125:570–575
Lubeck E, Cai L (2012) Single-cell systems biology by super-resolution imaging and combinatorial labeling. Nat Methods 9:743–759
Malkusch S, Endesfelder U, Mondry J, Gelleri M, Verveer PJ, Heilemann M (2012) Coordinate-based colocalization analysis of single-molecule localization microscopy data. Histochem Cell Biol
137:1–10
Manley S, Gillette JM, Patterson GH, Shroff H, Hess HF, Betzig E,
Lippincott-Schwartz J (2008) High-density mapping of singlemolecule trajectories with photoactivated localization microscopy. Nat Methods 5:155–157
McEvoy AL, Hoi H, Bates M, Platonova E, Cranfill PJ, Baird MA,
Davidson MW, Ewers H, Liphardt J, Campbell RE (2012) mMaple: a photoconvertible fluorescent protein for use in multiple
imaging modalities. PloS One 7:e51314
Mlodzianoski MJ, Schreiner JM, Callahan SP, Smolkova K, Dlaskova
A, Santorova J, Jezek P, Bewersdorf J (2011) Sample drift correction in 3D fluorescence photoactivation localization microscopy.
Opt Express 19:15009–15019
Mortensen KI, Churchman LS, Spudich JA, Flyvbjerg H (2010) Optimized localization analysis for single-molecule tracking and
super-resolution microscopy. Nat Methods 7:377–381
Nieuwenhuizen RP, Lidke KA, Bates M, Puig DL, Grunwald D, Stallinga S, Rieger B (2013) Measuring image resolution in optical
nanoscopy. Nat Methods 10:557–562
Oddone A, Vilanova IV, Tam J, Lakadamyali M (2014) Super‐resolution imaging with stochastic single‐molecule localization:
concepts, technical developments, and biological applications.
Microsc Res Tech [Epub ahead of print]
Ori A, Banterle N, Iskar M, Andres-Pons A, Escher C, Khanh Bui H,
Sparks L, Solis-Mezarino V, Rinner O, Bork P et al (2013) Cell
type-specific nuclear pores: a case in point for context-dependent
stoichiometry of molecular machines. Mol Syst Biol 9:648
Owen DM, Gaus K (2013) Imaging lipid domains in cell membranes:
the advent of super-resolution fluorescence microscopy. Front
Plant Sci 4:503
Owen DM, Rentero C, Rossy J, Magenau A, Williamson D, Rodriguez
M, Gaus K (2010) PALM imaging and cluster analysis of protein
heterogeneity at the cell surface. J Biophotonics 3:446–454
Owen DM, Williamson DJ, Boelen L, Magenau A, Rossy J, Gaus K
(2013) Quantitative analysis of three-dimensional fluorescence
localization microscopy data. Biophys J 105:L05–L07
Parton RG, Hancock JF (2004) Lipid rafts and plasma membrane microorganization: insights from Ras. Trends Cell Biol
14:141–147

13

Histochem Cell Biol (2014) 142:5–17
Persson F, Lindén M, Unoson C, Elf J (2013) Extracting intracellular
diffusive states and transition rates from single-molecule tracking
data. Nat Methods 10:265–269
Pertsinidis A, Zhang YX, Chu S (2010) Subnanometre single-molecule localization, registration and distance measurements. Nature
466:647–651
Pertsinidis A, Mukherjee K, Sharma M, Pang ZPP, Park SR, Zhang
YX, Brunger AT, Sudhof TC, Chu S (2013) Ultrahigh-resolution
imaging reveals formation of neuronal SNARE/Munc18 complexes in situ. Proc Natl Acad Sci USA 110:E2812–E2820
Raj A, van Oudenaarden A (2008) Nature, nurture, or chance: stochastic gene expression and its consequences. Cell 135:216–226
Renz M, Daniels BR, Vamosi G, Arias IM, Lippincott-Schwartz J
(2012) Plasticity of the asialoglycoprotein receptor deciphered
by ensemble FRET imaging and single-molecule counting PALM
imaging. Proc Natl Acad Sci USA 109:E2989–E2997
Rossy J, Owen DM, Williamson DJ, Yang Z, Gaus K (2013) Conformational states of the kinase Lck regulate clustering in early T
cell signaling. Nat Immunol 14:82–89
Ruprecht V, Weghuber J, Wieser S, Schütz GJ (2010) Chapter two—
measuring colocalization by dual color single molecule imaging:
thresholds, error rates, and sensitivity. In: Iglic A (ed) Advances
in planar lipid bilayers and liposomes, vol 12. Academic Press,
New York, pp 21-40
Rust MJ, Bates M, Zhuang XW (2006) Sub-diffraction-limit imaging
by stochastic optical reconstruction microscopy (STORM). Nat
Methods 3:793–795
Scarselli M, Annibale P, Radenovic A (2012) Cell type-specific beta2adrenergic receptor clusters identified using photoactivated localization microscopy are not lipid raft related, but depend on actin
cytoskeleton integrity. J Biol Chem 287:16768–16780
Scarselli M, Annibale P, Gerace C, Radenovic A (2013) Enlightening G-protein-coupled receptors on the plasma membrane using
super-resolution photoactivated localization microscopy. Biochem Soc Trans 41:191–196
Sengupta P, Jovanovic-Talisman T, Skoko D, Renz M, Veatch SL,
Lippincott-Schwartz J (2011) Probing protein heterogeneity in
the plasma membrane using PALM and pair correlation analysis.
Nat Methods 8:969–975
Sherman E, Barr V, Manley S, Patterson G, Balagopalan L, Akpan
I, Regan CK, Merrill RK, Sommers CL, Lippincott-Schwartz J,
Samelson LE (2011) Functional nanoscale organization of signaling molecules downstream of the T cell antigen receptor. Immunity 35:705–720
Sherman E, Barr VA, Samelson LE (2013) Resolving multi-molecular
protein interactions by photoactivated localization microscopy.
Methods 59:261–269
Shivanandan A, Radenovic A, Sbalzarini IF (2013) MosaicIA: an
ImageJ/Fiji plugin for spatial pattern and interaction analysis.
BMC Bioinform 14:349
Small A, Stahlheber S (2014) Fluorophore localization algorithms for
super-resolution microscopy. Nat Methods 11:267–279
Szymborska A, de Marco A, Daigle N, Cordes VC, Briggs JAG, Ellenberg J (2013) Nuclear pore scaffold structure analyzed by superresolution microscopy and particle averaging. Science 341:655–658
Tanaka KA, Suzuki KG, Shirai YM, Shibutani ST, Miyahara MS,
Tsuboi H, Yahara M, Yoshimura A, Mayor S, Fujiwara TK,
Kusumi A (2010) Membrane molecules mobile even after chemical fixation. Nat Methods 7:865–866
Taniguchi Y, Choi PJ, Li G-W, Chen H, Babu M, Hearn J, Emili A,
Xie XS (2010) Quantifying E. coli proteome and transcriptome
with single-molecule sensitivity in single cells. Science (New
York, NY) 329:533–538
Thompson RE, Larson DR, Webb WW (2002) Precise nanometer
localization analysis for individual fluorescent probes. Biophys J
82:2775–2783

Histochem Cell Biol (2014) 142:5–17
Ulbrich MH, Isacoff EY (2007) Subunit counting in membrane-bound
proteins. Nat Methods 4:319–321
Veatch SL, Machta BB, Shelby SA, Chiang EN, Holowka DA, Baird
BA (2012) Correlation functions quantify super-resolution
images and estimate apparent clustering due to over-counting.
PLoS One 7:e31457
Wiedenmann J, Ivanchenko S, Oswald F, Schmitt F, Rocker C, Salih
A, Spindler KD, Nienhaus GU (2004) EosFP, a fluorescent
marker protein with UV-inducible green-to-red fluorescence conversion. Proc Natl Acad Sci USA 101:15905–15910
Williamson DJ, Owen DM, Rossy J, Magenau A, Wehrmann M,
Gooding JJ, Gaus K (2011) Pre-existing clusters of the adaptor
Lat do not participate in early T cell signaling events. Nat Immunol 12:655–662

17
Winckler P, Lartigue L, Giannone G, De Giorgi F, Ichas F, Sibarita
JB, Lounis B, Cognet L (2013) Identification and super-resolution imaging of ligand-activated receptor dimers in live cells. Scientific Rep 3:2387
Zhang J, Leiderman K, Pfeiffer JR, Wilson BS, Oliver JM, Steinberg
SL (2006) Characterizing the topography of membrane receptors and signaling molecules from spatial patterns obtained using
nanometer-scale electron-dense probes and electron microscopy.
Micron 37:14–34
Zinchuk V, Zinchuk O, Okada T (2007) Quantitative colocalization
analysis of multicolor confocal immunofluorescence microscopy
images: pushing pixels to explore biological phenomena. Acta
Histochem Et Cytochem 40:101–111

13

