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Multi-target immunofluorescence 
by separation of antibody cross-
labelling via spectral-FLIM-FRET
Sumeet Rohilla1,4, Benedikt Krämer2, Felix Koberling2, Ingo Gregor   3 & Andreas C. Hocke4*

In biomedical research, indirect immunofluorescence labelling by use of primary and secondary 
antibodies is central for revealing the spatial distribution of multiple cellular antigens. However, 
labelling is regularly restricted to few antigens since species variation of primary and corresponding 
secondary antibodies is limited bearing the risk of unspecific cross-labelling. Here, we introduce a novel 
microscopic procedure for leveraging undesirable cross-labelling effects among secondary antibodies 
thereby increasing the number of fluorophore channels. Under cross-labelling conditions, commonly 
used fluorophores change chemical-physical properties by ‘Förster resonance energy transfer’ leading 
to defined changes in spectral emission and lifetime decay. By use of spectral fluorescence lifetime 
imaging and pattern-matching, we demonstrate precise separation of cross-labelled cellular antigens 
where conventional imaging completely fails. Consequently, this undesired effect serves for an 
innovative imaging procedure to separate critical antigens where antibody species variation is limited 
and allows for multi-target labelling by attribution of new fluorophore cross-labelling channels.

The technique of indirect immunofluorescence (IMF) by labelling antigens with primary and secondary anti-
bodies (ABs) is still one of the most extensively used methods in microscopy to reveal the spatial distribution of 
molecules of interest in cells or tissues, thereby excellently serving to reach a deeper understanding of biological 
processes1. Next to careful planning of fixation, labelling sequences and proper AB controls, a further crucial 
aspect of IMF is the need for a stringent selection of primary and secondary AB pairs to avoid false-positive 
immunolabelling due to species overlap, especially if multiple antigens are targeted2,3. At best, primary ABs 
should originate from different species and combined with corresponding secondary ABs, all raised in one dis-
parate host animal species or, at least, differing from the species origin of all primary and other secondary ABs 
(Fig. 1). Although a broad species panel of primary ABs is principally available (e.g. mouse, human, rabbit, rat, 
goat, chicken, sheep, guinea pig, hamster, bovine, donkey, dog, camelid, cat, pig etc.), practically, most specific 
and well-performing primary ABs for important target bio-molecules originate from mouse, rabbit, rat, or goat. 
Thus, if typical multi-target approaches include the repetitive labelling of organelles or structural proteins with 
established primary ABs, the combination of further molecules of interest is increasingly restricted by AB species 
overlap. A series of studies demonstrated how to overcome such problems for double immunolabelling using ABs 
produced in same species4–9. However, all these will finally still not completely avoid false-positive cross-labelling 
of desired antigens, bearing the risk of misinterpretation regarding (co-)localization, spatial distribution, or even 
interaction of molecules10–13.

But, what if such false-positive cross-labelling can be used as an advantage by generating new, independent 
fluorescence analysis channels? Indeed, this would transform cross-labelling due to species overlap of secondary 
ABs into a useful tool to expand IMF towards reliable and unambiguous multi-target labelling. A prerequisite 
to achieve this advantage is that single- as well as cross-labelled structures exhibit significant differences in their 
fluorescence characteristics allowing for precise separation and channel attribution. Like almost any dual fluoro-
phore labelled bio-molecule with considerable overlap between their emission and absorption spectra, inter-
acting fluorophores on ABs might change their chemical-physical properties by the so called ‘Förster resonance 
energy transfer’ (FRET), which was already nicely shown by previous work of Holzapfel et al.14. FRET occurs 
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when fluorophores on cross-labelled ABs reach a physical proximity <10 nm resulting in a shift of two important 
characteristics, the fluorescence lifetime decay as well as the spectral emission. Therefore, by a combinatorial 
approach of measuring fluorescence lifetime decay as well as spectral information, cross-labelled structures could 
be precisely identified and separated from single labelled molecules. In a similar approach, we already demon-
strated in the study of Niehörster et al. that the combinatorial use of fluorescence lifetime decay as well as spectral 
information is suitable for separation of up to nine different fluorophores in a cellular environment15. Here, we 
adapt this method to demonstrate that the use of cross-labelling due to species overlap enables us to introduce 

Figure 1.  Non-cross- and cross-labelling in indirect immunofluorescence by secondary antibodies. Shown is a 
typical sequential labelling procedure used for indirect immunofluorescence (IMF) of three target antigens to 
demonstrate the resulting labelling in two scenarios. (A) Regular state: three different primary antibodies (ABs) 
origin from rabbit, mouse and goat bind to antigens 1, 2 and 3, respectively. For IMF detection, fluorophore-
tagged secondary ABs (“donkey-anti-rabbit Alexa488”, “donkey-anti-mouse Alexa546” and “chicken-anti-goat 
Alexa594”), which are in origin different from that of targeted primary AB, will not show any cross-labelling. 
(B) Undesirable cross-labelling: primary ABs for antigens 1, 3 and 4 are originated from rabbit and goat. In this 
scenario, conjugation of secondary AB for IMF will lead to cross-labelling of rabbit primary AB for antigen 1 
with “donkey-anti-rabbit Alexa546” leading to false-positive attribution of “donkey-anti-rabbit Alexa546” AB 
on antigen 1, bearing the risk of misinterpretation of results such as (co-)localization, spatial distribution, or 
even molecule-molecule interaction. For easy illustration purposes, a stoichiometry of 1:1 between primary and 
secondary AB is shown here, however in general, there are on an average more than one fluorophore attached 
to secondary AB. Similarly, depending on the available binding sites, the number of secondary AB bound to 
primary AB could vary between 2 to 5.
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new specific fluorescence analysis channels. To proof this hypothesis, we adapted a sequential IMF labelling pro-
tocol on A549 cells and selected appropriate fluorophore pairs on interacting secondary ABs to achieve FRET 
effects on cross-labelled cellular target molecules. Additionally, simultaneous acquisition and further processing 
of fluorescence lifetime decays as well as emission spectra necessitate proper hardware configuration and is again 
accomplished by means of time-domain spectrally resolved fluorescence lifetime imaging microscopy (sFLIM)15. 
As we and others already demonstrated, sFLIM combines the advantage of two non-filter based and independ-
ent confocal imaging modalities15–17. Multi-channel spectral imaging and time-resolved FLIM are combined for 
quantification of FRET interactions with high precision and single molecule sensitivity to detect and separate 
multiple distinct fluorescence channels18–22. Thus, we have built an 8-channel sFLIM detection system for quan-
tification and verification of FRET signatures resulting from interaction of fluorophore labels on secondary ABs, 
which should demonstrate the capability to distinguish cross- and single-labelled target molecules in a typical 
biological IMF scenario. For data analysis we used an already established pattern-matching algorithm based on 
linear-unmixing which takes into account emission spectra as well as nanosecond fluorescence decays15.

In this proof-of-concept study, we could demonstrate how multiplexing in standard IMF gets possible with 
cross-labelled secondary ABs by the combination of multi-dimensional sFLIM and pattern-matching based 
unmixing achieving a minimum of bleed-through/cross-talk of fluorescence signals among different unmixed 
fluorescence analysis channels.

Results
Conventional channel mode imaging is insufficient to separate cross-labelled secondary anti-
bodies.  In standard IMF, primary and secondary ABs are used to label different cellular antigens. By use of 
non-cross-labelling secondary ABs, conventional channel mode imaging shows a clear separation of fluorescence 
analysis channels if emission bandpass filters are properly configured. We first demonstrate A549 cells labelled for 
mitochondrial TOM20 and the structural protein pan-cytokeratin without any cross-labelling between secondary 
ABs (Fig. 2A). For this setting, channel mode imaging, either in wide-field or confocal mode, is fully sufficient to 
separate and allocate the two cellular antigens precisely. However, in case of species overlap leading to cross-la-
belling of one secondary AB with another, which is demonstrated here by “goat-anti-rabbit Alexa488” labelling of 

Figure 2.  Channel mode imaging fails to separate cross-labelling in indirect immunofluorescence. (A) A549 
cells were used to label two antigens, TOM20 and pan-cytokeratin, with a pair of non-cross-labelling secondary 
antibody (AB) (“goat-anti-rabbit Alexa488”, open arrowhead; “goat-anti-mouse Alexa555”, asterisk) resulting 
in correct-labelling and separation by channel mode imaging. (B) In contrast, labelling of TOM20 and pan-
cytokeratin with a pair of cross-labelling AB species (“goat-anti-rabbit Alexa488”, open arrowhead; “rabbit-anti-
mouse Alexa555”, closed arrowhead) resulted in false-positive attribution of pan-cytokeratin in TOM20 channel 
indicated by green cytosolic signal (closed arrowhead). Conventional channel mode imaging is demonstrated 
here as insufficient for eliminating channel cross-talk by cross-labelling of secondary ABs, even by using 
proper emission bandpass filters (520/14 nm and 593/20 nm). Representative images from three independent 
experiments are shown; scale bars 5 µm.
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TOM20 and the secondary AB “rabbit-anti-mouse Alexa555”, a false-positive signal for pan-cytokeratin appears 
in the TOM20 channel indicating cytosolic co-localization of both antigens (Fig. 2B and see Supplementary Fig. 1 
for labelling protocol). If such choices of secondary ABs cannot be avoided, even the proper setting of emission 
band pass filters is insufficient for signal separation showing the obvious limitation of conventional filter-based 
microscopic methods.

Cross-labelling between secondary antibodies leads to FRET.  Since conventional channel 
mode imaging is insufficient to separate fluorophore emission of cross-labelled secondary ABs, we reasoned 
that the alteration of the photophysical properties of the used fluorophores caused by FRET will be suit-
able to address this issue14. As FRET pairs, we again chose the ABs “goat-anti-rabbit Alexa488” (donor) and 
“rabbit-anti-mouse Alexa555” (acceptor) as well as “goat-anti-rabbit Alexa488” and “goat-anti-mouse 
Alexa555” as non-cross-labelling negative control. Respective fluorescence lifetimes were quantified by stand-
ard time-correlated single-photon counting based fluorescence lifetime imaging microscopy (TCSPC-FLIM) 
and using the SymPhoTime 64 (PicoQuant, Germany) analysis software. As a first step, we obtained fluores-
cence lifetimes of free secondary ABs in aqueous solution (Supplementary Table 1A). Afterwards, non- as well 
as cross-labelling AB pairs were mixed, the AB concentrations were measured by fluorescence correlation spec-
troscopy (FCS) and, fluorescence lifetimes were quantified by TCSPC-FLIM in aqueous solution (Fig. 3). As 
hypothesised, no change in donor fluorophore lifetime was revealed for the non-cross-labelling AB pair (Fig. 3A), 
but a significant decrease in the donor fluorophore lifetime was observed directly after AB mixing at time t = 60 s, 
clearly indicating FRET (Δτint = 0.66 ns, difference between unquenched and quenched donor fluorophore inten-
sity weighted lifetime) for the cross-labelling AB pair (Fig. 3B). This analysis demonstrates that fluorophores 
conjugated to cross-labelling secondary ABs undergo FRET interaction, which might be suitable for separation 
in a cellular IMF scenario.

Separation and new channel attribution for cross-labelled antibodies by sFLIM-FRET.  As 
demonstrated, cross-labelling secondary ABs undergo FRET interaction, which we now aimed to use as advan-
tage in IMF for creating new fluorescence analysis channels by sFLIM. To demonstrate the potential of sFLIM 
for resolving undesired cross-labelling, we again performed dual antigen IMF as introduced in Fig. 2B. As a 
first step, we performed multi-dimensional fluorescence imaging of dual antigen IMF sample by sFLIM system 
(Supplementary Fig. 2, see Materials and Methods for system details). Using this system, we verified whether 
cross-labelling of pan-cytokeratin with secondary AB pairs resulted in FRET effects or not. A donor-only 
sample where pan-cytokeratin was cross-labelled with “goat-anti-rabbit Alexa488” and “unconjugated 
rabbit-anti-mouse” AB was used as control for FRET quantification on pan-cytokeratin. Fluorescence decays 
obtained by sFLIM measurements of FRET AB pair and donor-only labelled control samples were fitted to obtain 
quenched and unquenched donor lifetime using the SymPhoTime 64 software (Supplementary Table 1B). As 
hypothesized, we revealed that close binding of cross-labelling AB pairs on pan-cytokeratin indeed resulted in 
FRET (Δτint = 0.47 ns, difference between unquenched and quenched donor fluorophore intensity weighted life-
time). Next, as a prerequisite for sFLIM based quantitative separation, we first demonstrate again that separation 

Figure 3.  Cross-labelling of secondary antibodies leads to FRET. Two pairs of fluorophore-conjugated 
secondary antibodies (ABs) were mixed and measured for lifetime changes. (A) Non-cross-labelling ABs (“goat-
anti-rabbit Alexa488” and “goat-anti-mouse Alexa555”) do not show any change of their average fluorescence 
lifetimes of about 3.83 ± 0.10 ns and 0.93 ± 0.10 ns, respectively. (B) Using cross-labelling secondary ABs 
(“goat-anti-rabbit Alexa488” and “rabbit-anti-mouse Alexa555”) leading to FRET, a significant shift of the 
donor fluorescence lifetime (Alexa488) from 3.84 ± 0.01 ns to 3.18 ± 0.04 ns (Δτint = 0.66 ns, intensity weighted 
lifetime) was measured. Quantification of donor and acceptor fluorescence lifetime is given as mean ± SD from 
three independent experiments; ***p < 0.001.
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of fluorescence signals from cross-labelled pan-cytokeratin is impossible by conventional filter-based micros-
copy (Fig. 4A). However, by using appropriate reference patterns corresponding to each labelled antigen and a 
pattern-matching algorithm for quantitative estimation of fluorescence contribution of both antigens per pixel, 
we could precisely attribute single-labelled TOM20 and cross-labelled pan-cytokeratin into separate analysis 
channels (Supplementary Fig. 3 and Fig. 4B). A reference pattern is defined as a characteristic fluorescence sig-
nature of antigen labelling combining both information, emission spectra as well as time-resolved fluorescence 
decays. The dip in the recorded reference emission spectra is due to the use of the notch filter used to avoid detec-
tion of scattered light from 561 nm excitation wavelength. For optimal unmixing of fluorescence signals of both 
labelled antigens, we used reference patterns obtained from “goat-anti-rabbit Alexa488” labelled TOM20 sam-
ple, whereas pan-cytokeratin FRET reference pattern was obtained from dual antigen IMF sample (Fig. 4C, see 

Figure 4.  Spectral-FLIM-FRET for separation of cross-labelling in dual antigen indirect immunofluorescence. 
A549 cells were immunolabelled for TOM20 (with “goat-anti-rabbit Alexa488”) and pan-cytokeratin 
(with “rabbit-anti-mouse Alexa555”) antigen leading to single labelling of TOM20 and cross-labelling of 
pan-cytokeratin. (A) Conventional channel mode imaging is insufficient for eliminating the attribution of 
pan-cytokeratin (arrowhead) to the TOM20 channel (open arrowhead). (B) The same cells were measured 
by spectral-FLIM. Pattern based unmixing provides pixelwise the fluorescence contributions for Alexa488 
labelled TOM20 (open arrowhead) and cross-labelled pan-cytokeratin (closed arrowhead). Each labelled 
antigen structure now is clearly attributed to separate analysis channel. (C) Fluorescence decays (left panel) 
corresponding to two excitation laser pulses (485 nm and 561 nm) and emission spectra (right panel) were used 
as combined reference patterns for unmixing Alexa488 labelled TOM20 and FRET antibody pair labelled pan-
cytokeratin (Alexa488 and Alexa555). Representative images from three independent experiments are shown; 
scale bars 5 µm.
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Material and Methods for details). A direct comparison of the resulting merged multi-colour fluorescence images 
obtained by channel mode (Fig. 4A, merged) and sFLIM (Fig. 4B, merged) as well as the comparison of line pro-
files of selected region (Supplementary Fig. 5A) clearly demonstrates the advantage gained by multi-dimensional 
sFLIM acquisition followed by linear-unmixing based pattern-matching data analysis.

sFLIM-FRET enables triple antigen IMF by using just two fluorophores.  To further demonstrate 
the potential of sFLIM for separation of cross-labelling, triple antigen IMF for TOM20, pan-cytokeratin and 
golgin was performed with a combination of two species for primary AB origin (mouse, rabbit) as well as two 
fluorophore-tagged secondary AB (“rabbit-anti-mouse Alexa546” and “goat-anti-rabbit Alexa488”). Following 
the proposed labelling sequence, pan-cytokeratin was positive for “rabbit-anti-mouse Alexa546”, TOM20 for 
“goat-anti-rabbit Alexa488”, and golgin for “rabbit-anti-mouse Alexa546” (Supplementary Fig. 4A). This pro-
cedure inevitably led to additional cross-labelling of pan-cytokeratin with “goat-anti-rabbit Alexa488” and 
subsequent FRET effects between interacting fluorophore-tagged AB. This was verified by extracting the mean 
lifetime from the fluorescence decays obtained from sFLIM measurements of cross-labelled (FRET control) and 
donor only (no–FRET control) labelled pan-cytokeratin sample (Supplementary Table 1C). Data indicates a clear 
pan-cytokeratin related FRET effect caused by fluorophore-tagged AB cross-labelling (Δτint = 0.67 ns, difference 
between unquenched and quenched donor fluorophore intensity weighted lifetime). It is important to follow 
the correct labelling steps to achieve triple antigen IMF using two fluorophores, and we illustrate this in another 
exemplary scenario (Supplementary Fig. 4B). Next, we again demonstrate that filter-based channel mode imaging 
is insufficient for separating cross-labelled fluorescence signals from three labelled antigens (Fig. 5A). It can be 
seen that pan-cytokeratin is false-positively attributed in TOM20 and golgin channel, thereby completely cov-
ering the golgin signal. Taking advantage of multi-dimensional sFLIM followed by pattern-matching analysis, 
however, pixelwise quantitative separation of fluorescence contribution from all three immunolabelled antigens 
into different fluorescence analysis channels was possible, albeit the complexity due to spatial overlap of all anti-
gens (Fig. 5B). The clear separation of fluorescence signal into different color channels is demonstrated very 
nicely in line profiles plots of selected regions in merged image (Supplementary Fig. 5B). For optimal unmixing 
results, reference patterns generated from single labelled TOM20 and golgin control samples were used, whereas 
it was appropriate to generate pan-cytokeratin reference pattern from triple antigen IMF samples (Fig. 5C). 
Bleed-through estimated from unmixed pan-cytokeratin channel to unmixed TOM20 and golgin channel were 
less than 2%. And, bleed-through of unmixed TOM20 and golgin channels into other unmixed channels were 
less than 1% (data not shown).

Discussion
In this study, we present a novel imaging strategy suitable to leverage false-positive cross-labeling in IMF for 
precise multiple antigen detection. We describe a definitive labeling procedure and correct selection of controls 
as well as fluorophores serving as proper FRET pairs to perform sFLIM analysis for attribution of new fluores-
cence analysis channels corresponding to cross-labelled antigens. To demonstrate the power of this method, 
double and even triple antigen IMF was carried out by use of just two fluorophores, which would be impossible 
to separate by conventional channel mode imaging in cross-labelling scenarios. This advantage and precision 
become possible since the pattern-matching analysis of sFLIM data provides minimal bleed-through between 
unmixed fluorescence channels, as already demonstrated in our previous study where up to nine fluorophores 
were intra-cellularly separated15. Based on these findings we demonstrate herein, next to mere fluorophore sepa-
ration, sFLIM allows for labelling of different cellular antigens with ABs raised in the same species.

The major advantage of this microscopic method and analysis is that IMF protocols with often well-established 
primary ABs can be maintained and require just adaption for the new labelling sequence of the secondary AB 
to get proper controls as well as efficient FRET effects on double labelled antigens. Consequently, no establish-
ment of new IMF kits for avoiding false-positive cross-labelling is necessary, which saves time, costs and, most 
importantly, helps to avoid misinterpretation such as wrongly attributed co-localization or spatial distribution 
of cellular structures and proteins. Indeed, previous studies have already shown that it is possible to achieve 
double or multiple staining of target biomolecules with ABs derived from the same species. For instance, Tsurui 
et al. established a method for seven-colour analysis of immunofluorescence stained tissue with a labelling 
scheme consisting of monoclonal AB treated with avidin-biotin complex (ABC) in combination with seven dis-
tinct fluorophores6. Although, use of high ABC ratios allows for increased sensitivity, but at the same time bares 
the risk of increased non-specific background since avidin can bind to endogenous biotin in cells and tissues3. 
Additionally, the filter-based imaging setups used in these studies allow just for sequential excitation per dye 
group (blue, green, red) and data analysis requires additional dummy exposure images to remove false-positive 
contribution/bleed-through from shorter wavelength dye groups into red ones. In comparison, sFLIM can be 
carried out with simultaneous excitation due to pulse interleaved excitation (PIE) and multi-color acquisition 
and, even more important, provides better signal to noise ratios since both, decay and spectral information, are 
combined in the unmixing algorithm leading to images with minimal bleed-through and precise fluorophore 
channel attribution.

In another approach, researchers demonstrate the effective use of primary ABs raised in same species to vis-
ualize two antigens simultaneously4,7,8. However, these methods require an intermediate blocking step with AB 
F(ab) fragments for the first staining which results in higher background due to non-specific binding of blocking 
AB fragments, and consequently, decreased intensity of first labelling possibly due to over-blocking of AB on the 
first antigen4. Following a similar approach, Franzusoff et al. were able to demonstrate labelling of two antigens 
with two rabbit primary antibodies treated with “goat-anti-rabbit” and “mouse-anti-rabbit” F(ab) fragments and 
visualized using “rabbit-anti-goat FITC” and “rabbit-anti-mouse TRITC”, respectively9. However, a limitation 
of this method is that primary antibodies must be pre-treated in solution to avoid any cross-labelling between 
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anti-rabbit AB fragments, which probably reduces the affinity of the primary ABs for their target antigens in addi-
tion to increased sample preparation time steps (three step labelling procedure instead of typical two step IMF). 
In total, the labelling scheme which we propose in this study, provides a novel solution to circumvent the problem 
of limited variability of primary AB species for IMF studies.

Although using FLIM for FRET analysis is technically demanding, this method is still recognized as the gold 
standard for quantitative FRET as demonstrated in the study by Pelet et al.22. Similar methods such as acceptor 
photo-bleaching or sensitized emission would be completely insufficient to identify cross-labelled antigens pre-
cisely. In the first approach, acceptor fluorophores of the entire cell would have to be bleached to identify areas of 
donor fluorophores (which are hidden among none-donor fluorophores), which would at the same time destroy 

Figure 5.  Spectral-FLIM-FRET for separation of cross-labelling in triple antigen indirect immunofluorescence. 
A549 cells were immunolabelled for three different cellular antigens with just two primary (mouse, rabbit) and 
secondary (“goat-anti-rabbit Alexa488”; “rabbit-anti-mouse Alexa546”) antibody (AB) species types. Following 
a sequential labelling scheme, single labelling of TOM20 (“goat-anti-rabbit Alexa488”), golgin (“rabbit-anti-
mouse Alexa546”) and cross-labelling of pan-cytokeratin (“goat-anti-rabbit Alexa488”; “rabbit-anti-mouse 
Alexa546”) was achieved. (A) Conventional channel mode imaging was insufficient for eliminating false-
positive pan-cytokeratin (closed arrowhead) in the TOM20 channel and golgin channel. (B) The spectral-FLIM 
data acquisition and pattern-matching analysis allows to separate the fluorescence contributions of all three 
antigens into independent analysis channels: Different structures (TOM20 (open arrowhead), pan-cytokeratin 
(closed arrowhead), golgin (open circle)) are clearly visualized with a notable false-positive suppression 
(compare merged images of A and B). (C) Reference patterns, combining fluorescence decay (left panel, 485 nm 
and 561 nm excitation laser wavelength were used) and emission spectra (right panel) information, of Alexa488 
labelled TOM20, Alexa546 labelled golgin as well as FRET AB pair labelled pan-cytokeratin used by pattern-
matching algorithm for unmixing of their fluorescence contribution per pixel. Representative images from three 
independent experiments are shown; scale bars 5 µm.
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the fluorescence of all acceptors (including non-cross-labelled). In the second approach, donor excitation for 
measuring sensitized emission would be probably useful to identify signals just in FRET positive areas, however, 
in a non-quantitative and spatially unprecise manner. This has a certain reason: normally, sensitized emission 
is used in scenarios where just FRET or non-FRET should be identified to infer a yes or no effect. However, the 
precise spatial separation of FRET and non-FRET fluorophores, where ‘correct’ and ‘false-positive’ cross-labelling 
has to be accurately distinguished, is not at all the domain of this approach. A more advanced method would be 
if the sensitized emission method is used in spectral mode where the donor/acceptor ratio can be measured at 
once. However, even spectral FRET alone is insufficient to quantitatively distinguish donor/acceptor fluorophores 
from non-donors/non-acceptors leading to a false attribution of fluorescence channels. Therefore, we used the 
time domain FLIM technique in this proof of concept study to quantify FRET effects due to cross-labelling ABs, 
in solution as well as in cellular IMF. FLIM was further combined with the spectral domain since the  former is 
necessary for separating fluorophores in more complex multiplex scenarios where fluorophore emission spectra 
are strongly overlapping. The benefit for the unmixing results has been demonstrated in our previous study, where 
it was shown that separation quality decreased substantially when spectral or lifetime information for unmixing 
were used separately15. In total, the inherent ability of the sFLIM method to resolve fluorophores with spectro-
scopically similar fluorescent signatures or even FRET of cross-labelling ABs, as shown here, potentially enhances 
the possible number of combinations of fluorophores which could be multiplexed, imaged and visualized simul-
taneously. This is supported by comparable studies which likewise demonstrate that sFLIM successfully enables 
FRET quantitation with high accuracy23–25.

While our study provides an easy to use labelling procedure leveraging FRET effects between cross-labelling 
ABs for generating additional fluorescence analysis channels, it is nevertheless important to consider that the 
labelling sequence and AB concentrations might affect the ratio of donor to acceptor molecules on the FRET 
pair labelled antigen. For instance, it is expected that FRET effects will be stronger for conditions where multi-
ple acceptor molecules are available per donor molecule. We noticed similar increased FRET effects (or larger 
decrease in donor fluorophore lifetime) on pan-cytokeratin which could possibly be explained by the surplus of 
acceptor molecules in triple antigen IMF (see Supplementary Fig. 4A). Similar effects were also reported in two 
independent studies, where it was shown that presence of two acceptor molecules per single donor molecule leads 
to significant increase in FRET effects26,27. We also noticed that stronger FRET effects lead to better separation 
quality of cross-labelled antigen from single labelled antigen due to significant differences in their fluorescence 
signatures (data not shown). Furthermore, for schematic illustration we simplified the labeling stoichiometry 
to 1:1 between fluorophores and Abs as well as for secondary AB to single primary AB binding. However, sev-
eral fluorophore molecules and secondary ABs with an unknown exact ratio must be considered to be attached 
respective binding partners (see Fig. 1, Supplementary Figs. 1 and 4). This fact leads to higher stoichiometry 
between fluorophores and ABs and is considered to potentially stabilize FRET effects as the probability of donor 
or acceptor fluorophore missing on the ABs is reduced. For a deeper analysis, measurements of molecular bright-
ness e.g. by using FCS could be performed to determine the degree of labelling by comparing brightness of single 
and multi- fluorophore-tagged secondary ABs. In general, the success of the labelling approach described in this 
study greatly depends on whether the cross-labelling fluorophore ABs are FRET compatible or not. As shown 
by Holzapfel et al., use of Fab fragments, as opposed to full IgG molecules, will exhibit observable FRET on 
cross-labelled antigen, since the large size of full IgG molecules compared to Fab fragments leads to decreased 
interaction between donor and acceptor fluorophores14. This has to be taken into consideration. Another crucial 
aspect to be taken into account is the significant change in fluorescence lifetime values of fluorophore-tagged 
secondary ABs going from unfixed solution to fixed samples in cells of IMF (see Supplementary Table 1). This 
phenomenon is well known and shows again the dependency of fluorophore lifetime on the actual environment 
influenced by fixation, pH, mounting media, etc. In a study by Joosen et al., similar findings and necessary control 
experiments were suggested to account for such causes and effects28. Hence, it is an important pre-requisite to 
perform control studies and experiments to ensure FRET interaction among interacting AB as free dyes in solu-
tion, which is indeed easy to perform. While one might be tempted to use higher AB concentration to achieve 
stronger FRET effects, one must find, through trial and error experiments, optimal primary and secondary AB 
concentrations in addition to labelling specificity and efficiency to avoid artefacts due to any non-specific back-
ground staining. The choice of labelling sequence could also affect the number of acceptor molecules per donor 
molecule or even no FRET labelling on target antigen at all. For example, in triple antigen IMF, performing the 
TOM20 labelling first will result in cross-labelling of pan-cytokeratin with “rabbit-anti-mouse Alexa546” AB 
which makes it difficult to separate from golgin due to their similar spectral and fluorescence decay properties.

In essence, this new microscopic approach presented herein allows researchers to use the adversity of 
cross-labelling artefacts in IMF to their advantage and, at the same time, provides a general solution for multi-
plex IMF using AB originating in the same host animal species. Thus, researchers can develop individual label-
ling schemes based on already well-established primary ABs combined by using various commercially available 
fluorophores of secondary ABs which are proper FRET pairs (e.g. Cy3/Cy5 or ATTO488/ATTO565 etc.). Taken 
together, an adapted IMF labelling protocol in combination with sFLIM and pattern-matching analysis serves as 
innovative and proper method benefitting the entire research field where AB based IMF is carried out.

Methods
Antibodies.  The primary AB against pan-cytokeratin and TOM20 were obtained from Santa Cruz Biotech 
(Germany). The anti-golgin primary AB and the Alexa Fluor® conjugated secondary AB were purchased from 
ThermoFisher Scientific (Germany). The “unconjugated rabbit-anti-mouse” secondary AB was from Dianova 
(Germany).
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Cell culture and indirect immunofluorescence labelling.  Human lung alveolar epithelial cell line 
A549 (ATCC, CCL-185) was cultured in Ham’s F12 medium (Biochrome, Berlin, Germany) supplemented with 
10% fetal calf serum at 37 °C and 5% CO2. Cells were seeded on optical coverslips. After three washes with phos-
phate buffered saline (PBS), cells were fixed with 3% paraformaldehyde for 15 min at room temperature followed 
by three times washing with PBS. Afterwards, cells were permeabilized with 1.0% Triton X100 for 15 min. After 
washing with PBS, cells were blocked with AB diluent (20 ml PBS 0.01 M with 0.2 g BSA and 0.01 g Tween-20) 
and primary AB (2 μg/ml) were incubated overnight at 4 °C. After three times washing with PBS, cells were sub-
jected to an overnight incubation with respective secondary AB at 4 °C. Immunolabelled cells were embedded in 
MOWIOL for 20 min at 4 °C.

Labelling procedures for sFLIM-FRET analysis.  Dual antigen IMF of cells for pan-cytokeratin and 
TOM20 with non-cross-labelling AB pair was performed with “goat-anti-mouse Alexa555” and “goat-anti-rabbit 
Alexa488” AB, respectively. Dual labelling of pan-cytokeratin and TOM20 with cross-labelling AB pair was 
performed with “rabbit-anti-mouse Alexa555” and “goat-anti-rabbit Alexa488” AB (Supplementary Fig. 1). 
Pan-cytokeratin cross-labelled with “unconjugated rabbit-anti-mouse” and “goat-anti-rabbit Alexa488” AB 
served as a zero FRET (donor-only) control sample. Additionally, single antigen IMF samples were prepared 
to obtain reference patterns from TOM20 labelled with “goat-anti-rabbit Alexa 488” as well as pan-cytokeratin 
cross-labelled with FRET AB pair (“rabbit-anti-mouse Alexa555” and “goat-anti-rabbit Alexa488”).

For triple antigen IMF, cells were sequentially labelled to achieve single labelling of TOM20 with 
“goat-anti-rabbit Alexa488” AB and golgin with “rabbit-anti-mouse Alexa546” AB as well as cross-labelling 
of pan-cytokeratin with “goat-anti-rabbit Alexa488” and “rabbit-anti-mouse Alexa546” FRET AB pair 
(Supplementary Fig. 4A). As described above, a zero FRET (donor-only on pan-cytokeratin) as well as single 
antigen IMF samples were also prepared to quantify FRET effects and obtain reference patterns (for TOM20 and 
golgin), respectively.

Experimental setup and measurements.  Confocal microscopy was performed on a time-resolved 
microscope (MicroTime 200, PicoQuant, Germany) equipped with a fast galvo scanner (FLIMbee, PicoQuant, 
Germany) operated by the SymPhoTime 64 software (PicoQuant, Germany). We used two lasers in PIE mode 
with wavelengths of 485 nm and 561 nm (LDH-D-C-485 and LDH-D-TA-560; PicoQuant, Germany) operating 
at 40 MHz repetition rate and an average power between 3 µW to 6 μW measured after the objective. Samples 
were imaged using a 100×/1.4 NA oil-immersion objective (UPlanSApo, Olympus, USA). Sample regions of 
40 μm × 40 μm (512 × 512 pixels) were imaged with an acquisition time set to 300 s with pixel dwell time equal 
to 5 µs.

Conventional channel mode measurements were performed using 520/35 nm and 593/20 nm bandpass fil-
ters (AHF Analysentechnik AG, Germany). For triple antigen IMF intensities in three analysis channels cor-
responded to following combinations of PIE mode and detection bandpass filters: Ch. 1 – excitation at 485 nm 
wavelength, detection spectral band of 520/35 nm, Ch. 2 – excitation at 485 nm wavelength, detection spectral 
band of 593/20 nm and Ch. 3 – excitation at 560 nm wavelength, detection spectral band of 593/20 nm.

The sFLIM measurements were performed with a custom-built (by PicoQuant, Germany) setup added to 
the MicroTime 200 system (Supplementary Fig. 2). The emitted fluorescence light was guided with a multi-
mode fiber to the sFLIM detection system comprising of a spectrograph, an array PMT detector as well as an 
8-channel TCSPC module (HydraHarp29 400, PicoQuant, Germany). The fluorescence light was dispersed with 
a grating-based spectrograph (Shamrock SR-163 equipped with a SR1-GRT-0600-0500 grating, Andor Oxford 
Instruments, UK) and detected with a custom made (by PicoQuant, Germany) 16-channel PMT array detector 
module equipped with a gallium arsenide phosphide (GaAsP) cathode (Hamamatsu Photonics, Japan) and power 
supply. Corresponding to the 8 TCSPC channels, the system was configured to create 8 spectral channels with 
a width of 18.8 nm each covering in total a range from 490 nm to 640 nm. Information of each detected photon 
was stored in the time-tagged time-resolved30 (TTTR) data format, and further processed using a custom written 
sFLIM pattern-matching software15 written in MATLAB (MathWorks, USA). This pattern-matching based data 
analysis was performed on a 16-core CPU (Intel® Xeon® CPU E5-2680, clock speed of 2.7 GHz).

The higher sensitivity of GaAsP cathode PMT detection array together with the fully parallel 8-channel 
TCSPC unit allowed for high detection efficiency and faster acquisition speed. This was a major improvement 
over the previously reported sFLIM system15, where the pileup constraint due to just one TCSPC channel was a 
huge limitation factor precluding fast data acquisition. Furthermore, we have reduced the computation time of 
the sFLIM pattern-matching algorithm using a multi-core CPU from an average of 50 min per image down to 
3 min (for an image of 512 × 512 pixels), equaling approximately a 16-fold increase in computation speed. Work 
is underway to make it even faster (less than a minute) for the method to be used and incorporated by researchers 
in routine experimental studies.

FCS measurements were performed using the sFLIM detection system to obtain concentrations of the dyes 
in aqueous solution. Dye solutions were prepared using 5 μl of each fluorescent secondary AB, “goat-anti-rabbit 
Alexa488”, “rabbit-anti-mouse Alexa555” and “goat-anti-mouse Alexa555”, with a 1:100 dilution in distilled 
water. FCS analysis was performed using the SymPhoTime 64 software. Atto488-carboxylic acid dye (ATTO-TEC 
GmbH, Germany) was used to obtain an effective dimension of the confocal volume, Veff = 0.95 ± 0.10 fl with 
kappa, κ = 5.60 ± 0.64 using the literature value for diffusion coefficient31, D = 400 ± 1 μm2/s measured at 25 °C. 
These values were used as calibration values in FCS curve fitting analysis for all corresponding AB-dye FCS 
measurements. Finally, we obtained absolute concentrations of “goat-anti-rabbit Alexa488” equal to 53 ± 1 nM, 
“rabbit-anti-mouse Alexa555” equal to 43 ± 1 nM and “goat-anti-mouse Alexa555” equal to 50 ± 1 nM.

https://doi.org/10.1038/s41598-020-60877-8


1 0Scientific Reports |         (2020) 10:3820  | https://doi.org/10.1038/s41598-020-60877-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

Fluorescence lifetime analysis.  Fluorescence decays obtained were fitted with a bi-exponential decay 
function, re-convolved with the measured instrument response function, using the SymPhoTime 64 software. 
The quality of the fits was judged from the post fitting residuals and by the reduced chi-square values. In this 
study, intensity weighted as well amplitude weighted average lifetimes were calculated and reported for each 
bi-exponential fit. Lifetime values are expressed as mean ± SD from at least three independent experiments.

Generation of reference patterns.  Single labelled TOM20 with “goat-anti-rabbit Alexa488” and golgin 
with “rabbit-anti-mouse Alexa555” were imaged with the described sFLIM system to generate corresponding 
reference patterns, whereas the FRET AB pair labelled pan-cytokeratin reference pattern was obtained from dou-
ble/triple labelled samples. The sFLIM information (combining emission spectra as well as fluorescence decays 
corresponding to each excitation laser line) from adequately selected groups of pixels from labelled antigen were 
merged to generate one reference pattern. The entire procedure requires that sample preparation as well as imag-
ing conditions are kept similar for single and multi-antigen IMF (e.g. AB incubation time, relative laser power 
between the two laser lines, temperature, pixel dwell time etc.).

Bleed-through calculation.  Bleed-through is defined as the contribution of photon counts after 
pattern-matching analysis from an unmixed channel into another unmixed channel. The bleed-through anal-
ysis was performed as proposed by Winter et al. (see “residual crosstalk calculation”, Materials and Methods)32. 
The calculation of pan-cytokeratin signal bleed-through into TOM20 and golgin channels was straightforward, 
as it was convenient to find pixel regions in the images with only a pan-cytokeratin structure. To compute the 
bleed-through of the TOM20 and golgin into different unmixed channels, corresponding single fluorophore-AB 
labelled samples were prepared for each antigen and analysed using reference patterns used during triple antigen 
IMF unmixing.

Statistical analysis.  GraphPad Prism 7 (Version 7.01) software was used for statistical analysis. An unpaired 
two-tailed Student’s t-test was used to determine significant changes in donor fluorophore (“goat-anti-rabbit 
Alexa488”) lifetime after mixing of acceptor fluorophore AB (“rabbit-anti-mouse Alexa555”). Values are 
expressed as mean ± SD from at least three independent experiments and the significance level (α) of 0.05 was 
considered significant (Fig. 3).

Data availability
The data generated for triple antigen IMF and used for analysis during this study is included in this published 
article and its Supplementary Information files. The sFLIM software package custom written in MATLAB can be 
downloaded here: https://github.com/SumeetRohilla/sFLIM.

Received: 18 October 2019; Accepted: 17 February 2020;
Published: xx xx xxxx

References
	 1.	 Coons, A. H., Leduc, E. H. & Connolly, J. M. Studies on antibody production. I. A method for the histochemical demonstration of 

specific antibody and its application to a study of the hyperimmune rabbit. The Journal of Experimental Medicine 102, 49–60, https://
doi.org/10.1084/jem.102.1.49 (1955).

	 2.	 Fritschy, J. M. Is my antibody-staining specific? How to deal with pitfalls of immunohistochemistry. The European journal of 
neuroscience 28, 2365–2370, https://doi.org/10.1111/j.1460-9568.2008.06552.x (2008).

	 3.	 Ramos-Vara, J. A. Technical aspects of immunohistochemistry. Veterinary pathology 42, 405–426, https://doi.org/10.1354/vp.42-4-
405 (2005).

	 4.	 Lewis, C. S. A., Gillete-Ferguson, I. & Ferguson, D. G. An indirect immunofluorescence procedure for staining the same cryosection 
with two mouse monoclonal primary antibodies. Journal of Histochemistry & Cytochemistry 41, 1273–1278, https://doi.
org/10.1177/41.8.7687266 (1993).

	 5.	 Negoescu, A. et al. F(ab) secondary antibodies: a general method for double immunolabeling with primary antisera from the same 
species. Efficiency control by chemiluminescence. Journal of Histochemistry & Cytochemistry 42, 433–437, https://doi.
org/10.1177/42.3.7508473 (1994).

	 6.	 Tsurui, H. et al. Seven-color fluorescence imaging of tissue samples based on Fourier spectroscopy and singular value decomposition. 
Journal of Histochemistry & Cytochemistry 48, 653–662, https://doi.org/10.1177/002215540004800509 (2000).

	 7.	 Valnes, K. & Brandtzaeg, P. Comparison of paired immunofluorescence and paired immunoenzyme staining methods based on 
primary antisera from the same species. Journal of Histochemistry & Cytochemistry 30, 518–524, https://doi.
org/10.1177/30.6.6178779 (1982).

	 8.	 Wurden, S. & Homberg, U. A simple method for immunofluorescent double staining with primary antisera from the same species. 
Journal of Histochemistry & Cytochemistry 41, 627–630, https://doi.org/10.1177/41.4.8450202 (1993).

	 9.	 Franzusoff, A., Redding, K., Crosby, J., Fuller, R. S. & Schekman, R. Localization of components involved in protein transport and 
processing through the yeast Golgi apparatus. The Journal of Cell Biology 112, 27–37, https://doi.org/10.1083/jcb.112.1.27 (1991).

	10.	 Yaziji, H. & Barry, T. Diagnostic Immunohistochemistry: what can go wrong? Advances in anatomic pathology 13, 238–246, https://
doi.org/10.1097/01.pap.0000213041.39070.2f (2006).

	11.	 Bendayan, M. Possibilities of false immunocytochemical results generated by the use of monoclonal antibodies: the example of the 
anti-proinsulin antibody. Journal of Histochemistry & Cytochemistry 43, 881–886, https://doi.org/10.1177/43.9.7642961 (1995).

	12.	 Josephsen, K., Smith, C. E. & Nanci, A. Selective but nonspecific immunolabeling of enamel protein-associated compartments by a 
monoclonal antibody against vimentin. Journal of Histochemistry & Cytochemistry 47, 1237–1245, https://doi.
org/10.1177/002215549904701003 (1999).

	13.	 Mighell, A. J., Hume, W. J. & Robinson, P. A. An overview of the complexities and subtleties of immunohistochemistry. Oral diseases 
4, 217–223 (1998).

	14.	 Holzapfel, H. Y. & Birtwistle, M. R. Creating complex fluorophore spectra on antibodies through combinatorial labeling. 
Translational science 2 (2016).

	15.	 Niehorster, T. et al. Multi-target spectrally resolved fluorescence lifetime imaging microscopy. Nature methods 13, 257–262, https://
doi.org/10.1038/nmeth.3740 (2016).

https://doi.org/10.1038/s41598-020-60877-8
https://github.com/SumeetRohilla/sFLIM
https://doi.org/10.1084/jem.102.1.49
https://doi.org/10.1084/jem.102.1.49
https://doi.org/10.1111/j.1460-9568.2008.06552.x
https://doi.org/10.1354/vp.42-4-405
https://doi.org/10.1354/vp.42-4-405
https://doi.org/10.1177/41.8.7687266
https://doi.org/10.1177/41.8.7687266
https://doi.org/10.1177/42.3.7508473
https://doi.org/10.1177/42.3.7508473
https://doi.org/10.1177/002215540004800509
https://doi.org/10.1177/30.6.6178779
https://doi.org/10.1177/30.6.6178779
https://doi.org/10.1177/41.4.8450202
https://doi.org/10.1083/jcb.112.1.27
https://doi.org/10.1097/01.pap.0000213041.39070.2f
https://doi.org/10.1097/01.pap.0000213041.39070.2f
https://doi.org/10.1177/43.9.7642961
https://doi.org/10.1177/002215549904701003
https://doi.org/10.1177/002215549904701003
https://doi.org/10.1038/nmeth.3740
https://doi.org/10.1038/nmeth.3740


1 1Scientific Reports |         (2020) 10:3820  | https://doi.org/10.1038/s41598-020-60877-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

	16.	 Fereidouni, F., Reitsma, K. & Gerritsen, H. C. High speed multispectral fluorescence lifetime imaging. Optics express 21, 
11769–11782, https://doi.org/10.1364/oe.21.011769 (2013).

	17.	 Popleteeva, M. et al. Fast and simple spectral FLIM for biochemical and medical imaging. Optics express 23, 23511–23525, https://
doi.org/10.1364/oe.23.023511 (2015).

	18.	 Mansfield, J. R. Multispectral imaging: a review of its technical aspects and applications in anatomic pathology. Veterinary pathology 
51, 185–210, https://doi.org/10.1177/0300985813506918 (2014).

	19.	 Zimmermann, T., Rietdorf, J. & Pepperkok, R. Spectral imaging and its applications in live cell microscopy. FEBS Letters 546, 87–92, 
https://doi.org/10.1016/s0014-5793(03)00521-0 (2003).

	20.	 Elangovan, M., Day, R. N. & Periasamy, A. Nanosecond fluorescence resonance energy transfer-fluorescence lifetime imaging 
microscopy to localize the protein interactions in a single living cell. Journal of microscopy 205, 3–14 (2002).

	21.	 Gratton, E., Breusegem, S., Sutin, J., Ruan, Q. & Barry, N. Fluorescence lifetime imaging for the two-photon microscope: time-
domain and frequency-domain methods. Journal of biomedical optics 8, 381–390, https://doi.org/10.1117/1.1586704 (2003).

	22.	 Pelet, S., Previte, M. J. & So, P. T. Comparing the quantification of Forster resonance energy transfer measurement accuracies based 
on intensity, spectral, and lifetime imaging. Journal of biomedical optics 11, 34017, https://doi.org/10.1117/1.2203664 (2006).

	23.	 Kufcsak, A. et al. Time-resolved spectroscopy at 19,000 lines per second using a CMOS SPAD line array enables advanced 
biophotonics applications. Optics express 25, 11103–11123, https://doi.org/10.1364/oe.25.011103 (2017).

	24.	 Poland, S. P. et al. A high speed multifocal multiphoton fluorescence lifetime imaging microscope for live-cell FRET imaging. 
Biomedical optics express 6, 277–296, https://doi.org/10.1364/boe.6.000277 (2015).

	25.	 Strat, D. et al. Spectrally resolved fluorescence lifetime imaging microscopy: Forster resonant energy transfer global analysis with a 
one- and two-exponential donor model. Journal of biomedical optics 16, 026002, https://doi.org/10.1117/1.3533318 (2011).

	26.	 Bunt, G. & Wouters, F. S. FRET from single to multiplexed signaling events. Biophysical reviews 9, 119–129, https://doi.org/10.1007/
s12551-017-0252-z (2017).

	27.	 Koushik, S. V., Blank, P. S. & Vogel, S. S. Anomalous surplus energy transfer observed with multiple FRET acceptors. PloS one 4, 
e8031, https://doi.org/10.1371/journal.pone.0008031 (2009).

	28.	 Joosen, L., Hink, M. A., Gadella, T. W. J. Jr. & Goedhart, J. Effect of fixation procedures on the fluorescence lifetimes of Aequorea 
victoria derived fluorescent proteins. Journal of microscopy 256, 166–176, https://doi.org/10.1111/jmi.12168 (2014).

	29.	 Wahl, M., Koberling, F., Patting, M., Rahn, H. & Erdmann, R. Time-resolved confocal fluorescence imaging and spectrocopy system 
with single molecule sensitivity and sub-micrometer resolution. Current pharmaceutical biotechnology 5, 299–308, https://doi.
org/10.2174/1389201043376841 (2004).

	30.	 Wahl, M., Erdmann, R., Lauritsen, K. & Rahn, H.-J. Hardware solution for continuous time-resolved burst detection of single 
molecules in flow. BiOS ‘98 International Biomedical Optics Symposium 3259, https://doi.org/10.1117/12.307325 (1998).

	31.	 Dertinger, T. et al. Two-focus fluorescence correlation spectroscopy: A new tool for accurate and absolute diffusion measurements. 
Chemphyschem: a European journal of chemical physics and physical chemistry 8, 433–443, https://doi.org/10.1002/cphc.200600638 
(2007).

	32.	 Winter, F. R. et al. Multicolour nanoscopy of fixed and living cells with a single STED beam and hyperspectral detection. Scientific 
Reports 7, 46492, https://doi.org/10.1038/srep46492 (2017).

Acknowledgements
We are grateful to Katharina Hellwig for excellent technical assistance. This study is part of the Ph.D. thesis of 
S.R. This project has received funding to PicoQuant Innovations GmbH from the European Union’s Framework 
Programme for Research and Innovation Horizon 2020 (2014–2020) under the Marie Skłodowska Curie Grant 
Agreement No. 675332. Additionally, the work was supported by the German Research Foundation (DFG 
SFB-TR84) to A.C.H (B6, Z1a).

Author contributions
S.R. performed experiments and analysed data. A.C.H provided cells and reagents. B.K., F.K., I.G. and A.C.H. 
coordinated and supervised the study. I.G. and S.R. contributed towards the MATLAB data analysis software. 
S.R., B.K. and A.C.H. interpreted the data, prepared figures and wrote the manuscript. All authors have read and 
approved the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-020-60877-8.
Correspondence and requests for materials should be addressed to A.C.H.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2020

https://doi.org/10.1038/s41598-020-60877-8
https://doi.org/10.1364/oe.21.011769
https://doi.org/10.1364/oe.23.023511
https://doi.org/10.1364/oe.23.023511
https://doi.org/10.1177/0300985813506918
https://doi.org/10.1016/s0014-5793(03)00521-0
https://doi.org/10.1117/1.1586704
https://doi.org/10.1117/1.2203664
https://doi.org/10.1364/oe.25.011103
https://doi.org/10.1364/boe.6.000277
https://doi.org/10.1117/1.3533318
https://doi.org/10.1007/s12551-017-0252-z
https://doi.org/10.1007/s12551-017-0252-z
https://doi.org/10.1371/journal.pone.0008031
https://doi.org/10.1111/jmi.12168
https://doi.org/10.2174/1389201043376841
https://doi.org/10.2174/1389201043376841
https://doi.org/10.1117/12.307325
https://doi.org/10.1002/cphc.200600638
https://doi.org/10.1038/srep46492
https://doi.org/10.1038/s41598-020-60877-8
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Multi-target immunofluorescence by separation of antibody cross-labelling via spectral-FLIM-FRET

	Results

	Conventional channel mode imaging is insufficient to separate cross-labelled secondary antibodies. 
	Cross-labelling between secondary antibodies leads to FRET. 
	Separation and new channel attribution for cross-labelled antibodies by sFLIM-FRET. 
	sFLIM-FRET enables triple antigen IMF by using just two fluorophores. 

	Discussion

	Methods

	Antibodies. 
	Cell culture and indirect immunofluorescence labelling. 
	Labelling procedures for sFLIM-FRET analysis. 
	Experimental setup and measurements. 
	Fluorescence lifetime analysis. 
	Generation of reference patterns. 
	Bleed-through calculation. 
	Statistical analysis. 

	Acknowledgements

	Figure 1 Non-cross- and cross-labelling in indirect immunofluorescence by secondary antibodies.
	Figure 2 Channel mode imaging fails to separate cross-labelling in indirect immunofluorescence.
	Figure 3 Cross-labelling of secondary antibodies leads to FRET.
	Figure 4 Spectral-FLIM-FRET for separation of cross-labelling in dual antigen indirect immunofluorescence.
	Figure 5 Spectral-FLIM-FRET for separation of cross-labelling in triple antigen indirect immunofluorescence.




