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Introduction: Imaging of human clinical formalin-fixed paraffin-embedded (FFPE)
tissue sections provides insights into healthy and diseased states and therefore
represents a valuable resource for basic research, as well as for diagnostic and
clinical purposes. However, conventional light microscopy does not allow to
observe the molecular details of tissue and cell architecture due to the diffraction
limit of light. Super-resolution microscopy overcomes this limitation and provides
access to the nanoscale details of tissue and cell organization.

Methods: Here, we used quantitative multicolor stimulated emission depletion
(STED) nanoscopy to study the nanoscale distribution of the nuclear
phosphatidylinositol 4,5-bisphosphate (nPI(4,5)P2) with respect to the nuclear
speckles (NS) marker SON.

Results: Increased nPI(4,5)P2 signals were previously linked to human papillomavirus
(HPV)-mediated carcinogenesis, while NS-associated PI(4,5)P2 represents the largest
pool of nPI(4,5)P2 visualized by staining and microscopy. The implementation of
multicolor STED nanoscopy in human clinical FFPE skin and wart sections allowed us
to provide here the quantitative evidence for higher levels of NS-associated PI(4,5)
P2 in HPV-induced warts compared to control skin.

Discussion: These data expand the previous reports of HPV-induced increase of
nPI(4,5)P2 levels and reveal for the first time the functional, tissue-specific
localization of nPI(4,5)P2 within NS in clinically relevant samples. Moreover, our
approach is widely applicable to other human clinical FFPE tissues as an
informative addition to the classical histochemistry.
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1 Introduction

Human tissues have been collected and stored in biobanks for more
than 100 years for educational and research purposes. At the turn of the
20th centurymore than 300million of tissue specimens were stored only
in the United States and accumulating at a rate of more than 20 million
per year (Baker, 2012; Eiseman andHaga, 1999). Themost practical way
of archiving clinical samples is formalin fixation and paraffin embedding
(FFPE), which preserves tissues for extended periods even at ambient
temperatures (Ilgen et al., 2014; Lou et al., 2014). Visualization of
morphological features by conventional light microscopy is still the
most frequently used method for disease diagnosis and analysis of
pathological hallmarks. For this purpose, FFPE tissue samples are
first sectioned, mostly into the 4 µm thick sections, dewaxed and
then stained. Immunohistochemistry, immunofluorescence, molecular
profiling using in situ hybridization and other techniques are commonly
performed using FFPE samples (Kokkat et al., 2013). Nevertheless, the
diffraction limit of light curtails the detailed investigation of biological
specimens by optical microscopy as it allows distinguishing objects only
if they are

˜

200 nm apart (Abbe, 1873; Rayleigh, 1896). The resolution
limit depends on the wavelength and therefore it is possible to improve it
using electrons instead of light (Rayleigh, 1896). Hence, if ultrastructural
resolution is desired, pathology traditionally employs electron
microscopy (Peddie and Collinson, 2014; Pinali and Kitmitto, 2014).
However, it has significant limitations in routine clinical use, including
cost, slow sample preparation, and limitations in multi-component and
3D imaging.

The invention of super-resolution microscopy (SRM) allowed to
overcome the diffraction limit in optical microscopy and thereby enabled
the resolution of fluorescently labeled molecules at the nanoscale
(Schermelleh et al., 2010; Liu et al., 2015; Tam and Merino, 2015;
Turkowyd et al., 2016). SRM achieves sub-diffraction limited
resolution by either stochastic or deterministic temporal control of the
fluorescence emission from only a subset of fluorophores from the total
fluorophore population in the specimen. Stochastic control of
fluorophore emission is the basis for single-molecule localization
microscopy (SMLM), such as direct stochastic optical reconstruction
microscopy (dSTORM) (Heilemann et al., 2008; van de Linde et al.,
2011). Previously, single-color dSTORM in FFPE human breast cancer
tissue provided insight into the nanoscale organization of the cell
membrane marker HER2, the outer mitochondrial membrane protein
TOM20 and Lamin B1, a component of the nuclear envelope (Creech
et al., 2017). Deterministic control of fluorophore emission is utilized in
stimulated emission depletion (STED)microscopy (Hell andWichmann,
1994; Klar et al., 2000). Single-color STED microscopy has been
previously used to visualize the details of the surface and intracellular
HER2 cancer marker distribution (Ilgen et al., 2014). These pioneering
SRM studies of human FFPE tissue sections (Ilgen et al., 2014; Creech
et al., 2017) were, however, limited to a single color and lacked
comparisons between cancer and healthy tissues. Thus, their
descriptive nature rather served as a proof of principle for SRM in
human clinical FFPE tissue sections. Here, we extended these previous
efforts and optimized multicolor STED nanoscopy in human FFPE
clinical tissue sections and implemented subsequent quantitative analyses
of the nanoscale functional organization of nuclear antigens.

Nuclear speckles (NS) are sub-nuclear compartments that were
earlier called interchromatin granule clusters (Thiry, 1993). NS are
mainly composed of the proteins SON and SRRM2, pre-mRNA

splicing factors (SFs), small nuclear ribonucleoprotein particles
(snRNPs) and poly(A)+ RNAs (Thiry, 1993; Mintz et al., 1999;
Lamond and Spector, 2003; Saitoh et al., 2004; Hall et al., 2006;
Spector and Lamond, 2011; Ilik et al., 2020; Ilik and Aktas, 2021).
NS are involved in gene expression, including pre-mRNA processing
and mRNA export (Prasanth et al., 2003; Brown et al., 2008; Berchtold
et al., 2018; Chen et al., 2018; Chen and Belmont, 2019; Kim et al., 2020;
Alexander et al., 2021).When visualized bymicroscopy, the largest pool
of nuclear PI(4,5)P2 (nPI(4,5)P2) as well as the enzymes involved in its
biosynthesis appear inNS (Boronenkov et al., 1998;Osborne et al., 2001;
Bunce et al., 2006; Mellman et al., 2008; Mellman and Anderson, 2009;
Sobol et al., 2018; Hoboth et al., 2021c), suggesting a role of NS in the
nPI(4,5)P2 metabolism. An earlier quantitative dual-color SRM study
revealed specific co-patterning between nPI(4,5)P2 and the NS marker
SON (Hoboth et al., 2021c). PI(4,5)P2 is a powerful signaling molecule
with a plethora of functions ranging from the cell membrane to the
nucleus (Hammond et al., 2004; Fiume et al., 2012; Balla, 2013; Shah
et al., 2013). Nuclear PI(4,5)P2 play roles in the nuclear
compartmentalization (Mellman and Anderson, 2009; Fiume et al.,
2012; Shah et al., 2013; Castano et al., 2019; Sztacho et al., 2019), in the
gene expression (Cocco et al., 1987; Divecha et al., 1991; Mazzotti et al.,
1995; Zhao et al., 1998; York et al., 1999; Bunce et al., 2006; Mellman
et al., 2008; Lewis et al., 2011; Sobol et al., 2013; Yildirim et al., 2013;
Sobol et al., 2018; Balaban et al., 2023) and its interactors include NS-
associated proteins (Saitoh et al., 2004; Lewis et al., 2011; Jacobsen et al.,
2019; Balaban et al., 2021; Sztacho et al., 2021). Nevertheless, the precise
link between NS functions and nPI(4,5)P2 remains elusive. Moreover,
the visualization of SON within the tissue was so far limited to only few
reports (George-Tellez et al., 2002; Saitoh et al., 2012; Kuga et al., 2016)
and the information about nPI(4,5)P2 within the context of tissue is
missing.

Interestingly, we recently described increased levels of nPI(4,5)
P2 in mucosal and cutaneous squamous cell carcinoma (SCC)
associated with infections by oncogenic human papillomaviruses
(HPV). We therefore speculate that the increased nPI(4,5)P2 levels
are a hallmark of HPV-induced tumorigenesis (Marx et al., 2018).
These findings raised important questions regarding the role of
nPI(4,5)P2 in epidermal tumorigenesis, including whether HPV
types without oncogenic potential can also impact the nPI(4,5)P2.
Chronic HPV infection of the cutaneous skin can be asymptomatic
or cause benign skin warts, premalignant actinic keratosis or
malignant SCC (Howley and Pfister, 2015; Hufbauer and Akgül,
2017; McBride, 2022). Here, we quantitatively assessed the
nanoscale spatial co-patterning between nPI(4,5)P2 and SON in
normal human FFPE skin sections and compared it with their
co-distribution in HPV-induced skin warts.

2 Results

2.1 Stimulated emission depletion
microscopy allows for the multicolor super-
resolved imaging of nuclear antigens in
human clinical formalin-fixed paraffin-
embedded skin tissue sections

Surgically removed human FFPE skin biopsies were sectioned
into 4 µm sections. Sections were dewaxed, and indirectly
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immunofluorescently labeled against NS marker SON and nPI(4,5)
P2. Primary antibodies against SON and PI(4,5)P2 were recognized
by secondary antibodies conjugated with Abberior Star 580 and
Abberior Star 635P, the fluorophores suitable for STED (Figure 1).
Immunolabeled sections were then counterstained with Hoechst-
JF503 to mark the nuclei. An overview of the epidermal part of the
skin imaged by confocal microscopy showed Hoechst marked
keratinocyte nuclei containing SON signals corresponding to NS
and nPI(4,5)P2 (Figure 1A). Localization of nPI(4,5)P2 to NS was
previously documented in cultured cells (Boronenkov et al., 1998;
Mellman et al., 2008; Sobol et al., 2018; Hoboth et al., 2021b; Hoboth
et al., 2021c; McBride, 2022), but not in the tissue. We visualized
nPI(4,5)P2 using the previously validated antibody clone 2C11
(Boronenkov et al., 1998; Thomas et al., 1999; Mellman et al.,
2008; Kalasova et al., 2016; Marx et al., 2018; Sobol et al., 2018;
Balaban et al., 2021; Hoboth et al., 2021b; Hoboth et al., 2021c). In
human FFPE skin sections, PI(4,5)P2 displays a predominantly
nuclear signal mostly overlapping with the SON signal, but is
also present in the nucleoplasm (Figures 1B–E). The stratum
corneum (SC), which provides the barrier function of the skin
(Menon et al., 2012), also shows PI(4,5)P2 signal (Figure 1A).
This is consistent with the notion of SC being a lipid matrix
containing phospholipids (van Smeden et al., 2014a; van Smeden
et al., 2014b; Sjovall et al., 2022).

Keratinocyte nuclei showed signals of the nuclear speckles
marker SON, forming cloud-like accumulations in the confocal
images (Figures 1B,C) similarly to the cultured human
osteosarcoma U2OS cell line (Supplementary Figure S1). SON
localized in areas negative for the Hoechst signal (Figures 1B,E),
which is in line with the localization of NS to the interchromatin
space (Thiry, 1993) and with the situation observed in U2OS cells
(Supplementary Figure S1). Nevertheless, the diffraction-limited
confocal microscopy neither enables to precisely distinguish

individual NS, nor to distinguish sub-diffraction limited foci of
nPI(4,5)P2 (Sobol et al., 2018; Hoboth et al., 2021b; Hoboth et al.,
2021c). Therefore, we investigated whether the same sample imaged
using confocal microscopy is suitable for STEDmicroscopy. For this
purpose, we used 775 nm STED laser to deplete both, Abberior Star
580 and Abberior Star 635P, fluorophores at the periphery of the
scanning focal spot of either 580 nm or 635 nm excitation laser.
Thereby we achieved sub-diffraction limited resolution in the
individual nuclei of the FFPE tissue section (Figures 1F–H)
previously imaged by confocal microscopy (Figures 1B–D).
Comparison between the confocal images of the NS marker SON
(Figure 1C) and nPI(4,5)P2 (Figure 1D) and STED images of the
same antigens (Figure 1 G and H, resp.) illustrated the super-
resolved details in the STED images (Figures 1C,D) that were
hidden in the confocal images (Figures 1G,H). Fluorescence
intensity (FI) profile of the STED image (Figure 1I) showed
narrower FI peaks compared to the peaks in the FI profile of the
confocal image (Figure 1E). This documented the improved
resolution of the subnuclear details within FFPE tissue sections
imaged by STED microscopy as compared to the confocal
microscopy and demonstrated the feasibility of the STED super-
resolution imaging in the clinical FFPE human tissue samples.
Although the FI was generally reduced by STED (compare
Figures 1C,D with Figures 1G,H resp.), deconvolution further
improved the resolution of STED images.

Deconvolution is a mathematical operation that reassigns out-
of-focus light to its origin and thereby improves the sharpness and
contrast of the original images (Wallace et al., 2001; Sibarita, 2005;
Bolte and Cordelieres, 2006). Therefore, we subjected the Z-stacks of
STED images of individual keratinocyte nuclei to deconvolution
using Huygens software (see Materials and Methods). Figures 1F–H
shows the same nuclei as in Figures 1B–D with SON-580
(Figure 1G) and PI(4,5)P2-635 (Figure 1H) channels imaged by

FIGURE 1
Imaging of nuclear antigens in human FFPE skin sections. Overview of the sample (A), zoomed in to the boxed region (B–L). Confocal (B–D) and
STED (F–H)with deconvolution (J–L) images of the same nucleus with Hoechst nuclear stain in cyan, SON in green and PI(4,5)P2 in magenta (A,B,F and
J). Individual SON (C,G and K) and PI(4,5)P2 (D, H, L) channels in Fire LUTwith corresponding calibration bars. FI line scan (E, I, M) along the line in (B, F, J),
resp. scale bar 50 µm (A) or 5 µm (B–L).
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STED microscopy and subsequent deconvolution. A comparison of
confocal images (Figures 1C,D), raw STED images (Figures 1G,H)
and deconvoluted STED images (Figures 1K,L) documented super-
resolved details of the sub-diffraction limited organization of the
keratinocyte NS that were hindered when imaged by confocal
microscopy. Deconvolution of STED images smoothened the FI
profiles (Figure 1M) and suppressed the noise displayed by confocal
(Figures 1B–E) as well as raw STED images (Figures 1F–I).
Normalized FI line scan (Figure 1M) further illustrated improved
resolution achieved by STED microscopy (Figure 1I) and
subsequent deconvolution (Figure 1M) in the FFPE tissue
sections compared to confocal microscopy (Figure 1E).

Taken together, we demonstrated the feasibility of STED super-
resolution imaging of human FFPE skin tissue sections. In

combination with deconvolution, this improves the fluorescence
signals and suppresses the background noise. Furthermore, this
pipeline was used to quantitatively evaluate the spatial
relationships between the NS marker SON and PI(4,5)P2.

2.2 Quantitative STED microscopy reveals
the nanoscale spatial relationship between
nPI(4,5)P2 and the NS marker SON in human
keratinocytes

The majority of nPI(4,5)P2 localizes to NS in cultured human
cell lines when visualzied by immunofluorescence and microscopy
(Boronenkov et al., 1998; Mellman et al., 2008; Mellman and

FIGURE 2
Quantitative image analysis of nuclear antigens in human FFPE skin sections. Overview of the sample (A), zoomed in to the boxed region (B–G),
confocal (B–D) and STED with deconvolution (E–G) images of the same nucleus with Hoechst nuclear stain in cyan, SON in green and PI(4,5)P2 in
magenta. Scale bars 5 µm. Tukey plots of Manders overlap (H) and Pearson correlation (I) coefficients between PI(4,5)P2 and SON in the skin or U2OS
nuclei, and between double labelled SON in the skin (S. dSON) or U2OS (U. dSON) nuclei and corresponding rotated images (90°).
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Anderson, 2009; Sobol et al., 2018; Hoboth et al., 2021a; Balaban
et al., 2021; Hoboth et al., 2021b; Hoboth et al., 2021c). However, the
distribution of PI(4,5)P2 within the nuclei of human tissues is
unknown. Therefore, we quantitatively evaluated the spatial
relationship between the nPI(4,5)P2 and the NS marker SON in
the individual keratinocyte nuclei in human FFPE skin sections
(Figure 2A). We acquired STED Z-stacks encompassing individual
keratinocyte nuclei and subjected them to deconvolution. A
comparison between confocal (Figures 2B–D) and deconvolved
STED images (Figures 2E–G) showed improved resolution, which
is critical for precise quantification of the acquired signals. We
measured the Manders overlap (Figure 2H) and Spearman rank
correlation (Figure 2I) between nuclear PI(4,5)P2 and SON. We
calculated these coefficients using JaCoP (Bolte and Cordelieres,
2006) ImageJ2 (Rueden et al., 2017) plugin and compared them
between the real images and images in which one channel was
rotated 90° with respect to the second channel (Dunn et al., 2011;
Hoboth et al., 2021b; Hoboth et al., 2021c; Noordstra et al., 2022).
Moreover, we also measured Manders and Pearson coefficients in
the deconvolved STED Z-stacks of individual keratinocyte nuclei of
the FFPE tissue sections that were immunolabeled only with one
primary antibody, against NS marker SON, and two secondary
antibodies against the anti-SON antibody, conjugated with either
Abberior Star 580 or Abberior Star 635P (Supplementary Figure S2).
This procedure allowed us to find the best experimentally achievable
degree of overlap and correlation between the two signals (Hoboth
et al., 2021c). For the comparison, we also measured the PI(4,5)P2-
to-SONManders (Figure 2H) and Pearson (Figure 2I) coefficients in
the deconvolved STED Z-stacks of the individual nuclei of fixed
U2OS cells cultured in a monolayer (Supplementary Figures
S1A–D). Finally, we immunofluorescently stained cultured U2OS
cells with two secondary antibodies (one conjugated with Abberior
Star 580 and other with Abberior Star 635P) against only the anti-
SON primary antibody (Supplementary Figures S1E–H). Thereby,
we measured the experimentally best achievable Manders overlap
and Pearson correlation coefficients in the fixed monolayer U2OS
cell nuclei.

Manders (M) overlap (0.08 ± 0.02; N = 4; n = 37) and Pearson
(P) correlation (0.1 ± 0.01; N = 4; n = 37) coefficients between PI(4,5)
P2-635 and SON-580 in the skin were significantly reduced (to
0.008 ± 0.002 and 0.006 ± 0.001 resp., both p < 0.005) by rotating
first channel 90° with respect to the second channel (Figures 2H,I).
This indicates a specific, although low, overlap and correlation,
between PI(4,5)P2 and SON in the keratinocyte nuclei. The M and P
coefficients for the double-labeled SON in skin (S. dSON) indicated
the best experimentally achievable overlap and correlation, as well as
the super-resolved separation of the signal of two fluorophores
conjugated to two physically distinct secondary antibodies. The
M and P PI(4,5)P2-to-SON coefficients were 3-4 fold higher in
U2OS cells cultured in a monolayer and reached the highest values
among all evaluated data sets in the monolayer cultured U2OS cells
in which SON was double-labelled with two fluorophores. In U2OS
cells, both coefficients were also significantly reduced by rotating the
first channel 90° with respect to the second channel, indicating
specific co-patterning of nPI(4,5)P2 with SON.

Taken together, we measured the specific spatial relationship
between nPI(4,5)P2 and the NS marker SON in human FFPE skin
tissue sections. Moreover, we compared it with the spatial

relationship between nuclear PI(4,5)P2 and the NS marker SON
in the U2OS cell line that we previously characterized by dSTORM
(Hoboth et al., 2021b; Hoboth et al., 2021c). Higher M and P in
cultured U2OS could be either due to the biological difference
between different cell types or due to the processing of the FFPE
tissue sections. Therefore, we further tested how the FFPE process
affected the spatial co-patterning between PI(4,5)P2 and SON in
cultured U2OS cells.

2.3 Processing of the samples affects the
nanoscale patterning of the nuclear antigens

Given the differences between FFPE tissue sections and U2OS cells
cultured in a monolayer even in the SON double-labeled controls, we
investigated whether this was due to cell type differences or if FFPE
processing affected the co-patterning of nPI(4,5)P2 with SON. To this
end, we sectioned FFPEU2OS cells (4 µm sections) pre-processed in two
slightly different ways and stained the sections using the same procedure
as that for FFPE skin tissue sections. In thefirst pre-processing procedure
(Supplementary Figure S3), we first trypsinized and pelleted the U2OS
cells cultured in a monolayer (pre-processing method 1; U2OS-1). We
then fixed the cell pellet and embedded it in low melting agarose. We
further processed the sample as tissue for paraffin embedding. In the
second procedure (Figure 3), we first fixed the U2OS cells in a
monolayer, mechanically removed them from the culture surface and
pelleted them (pre-processing method 2; U2OS-2). Next, we embedded
the cell pellet in low melting agarose and then in paraffin.

We first captured the confocal overview of a section of FFPE
U2OS-1 cell pellet immunofluorescently labeled for the NS markers
SON-580 and PI(4,5)P2-635 (Supplementary Figure S3A). Then we
imaged individual nuclei from this sample by confocal microscopy
(Supplementary Figure S3B–B″). Next, we collected the STED
(Supplementary Figure S3C–C″) Z-stacks of these nuclei and
subjected these data to deconvolution (Supplementary Figure
S3D–D″). In contrast to the keratinocyte nuclei in the skin tissue
(Figure 1; Figure 2) and similarly to the nuclei of U2OS cells imaged
on the glass surface in a monolayer (Supplementary Figure S1), the
nuclei of either U2OS-1 (Supplementary Figure S3) or U2OS-2
(Figure 3) pre-processed cells were wider and thinner even in the
FFPE pellet. This morphological feature of U2OS cells, which is, at
least in part, due to the flattening of the nuclei in the cells cultured in
a monolayer on the coverslip surface, was preserved during sample
preparation. Fixation of the cells after the pelleting (U2OS-1)
resulted in the very low M (0.04 ± 0.007) and P (0.05 ± 0.007)
coefficients of the overlap and correlations, between PI(4,5)P2 and
SON (Supplementary Figures S3E, F). This was presumably due to
the disruption of cell morphology by removal of the living cells from
the culture surface, which affects even the nuclear antigens,
especially at the nanoscale uncovered by SRM. Processing of the
U2OS cells fixed in themonolayer and then pelleted (U2OS-2) better
preserved the nanoscale sub-nuclear organization, as documented
by higher M (0.18 ± 0.03) and P (0.15 ± 0.02) coefficients (Figures
3E,F) compared to the U2OS-1 sample (Figures 3G,H).
Nevertheless, PI(4,5)P2-to-SON M overlap and P correlation
coefficients in U2OS-2 sample were lower compared to the U2OS
cells fixed, stained and imaged in the monolayer, without paraffin
embedding (Figures 3G,H). This suggested that paraffin embedding
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and/or sectioning and processing of the FFPE sections affects the
sub-nuclear architecture, at least when quantitatively analyzed at
nanoscale by SRM. Moreover, the M (0.51 ± 0.04) and P (0.72 ±
0.04) coefficients for the double-labelled SON, indicating the best
experimentally measurable overlap and correlation, were only
slightly (but significantly; both p < 0.05) lower than the M
(0.75 ± 0.02) and P (0.84 ± 0.01) coefficients for the double-
labelled SON in U2OS cells grown in monolayer cultures. The
approx. half reduction of PI(4,5)P2-SON M and P coefficients
between the U2OS-2 sample compared with the less extensively
processed flat U2OS cells suggests that the SON protein antigen is
better preserved during FFPE sample processing than the lipid
PI(4,5)P2 antigen. Taken together, the quantitative comparison of
the spatial co-patterning between PI(4,5)P2 and SON in FFPE U2OS
cells and flat U2OS cells indicated that paraffin embedding,
sectioning and subsequent processing of the sections before
immunolabeling mildly but significantly affected the nanoscale
organization of the nuclear antigens. This indicates that the
differences measured between keratinocytes (Figures 2H,I) and
U2OS cells are not solely cell type specific but are also
introduced by sample preparation. Next, we quantitatively
evaluated the spatial co-patterning between PI(4,5)P2 and SON
in human FFPE warts sections and compared them with skin
sections that were processed in the exactly same fashion.

2.4Nuclear PI(4,5)P2 differs between normal
skin and skin warts

Increased levels of immunofluorescently labelled nPI(4,5)P2 in
SCC have previously been linked to infections with oncogenic HPV
(Marx et al., 2018). Nevertheless, the precise sub-nuclear localization
of nPI(4,5)P2 was hindered due to the resolution limit of
conventional microscopy. Benign HPV infection causes warts

(Loo and Tang, 2014; Howley and Pfister, 2015; Hufbauer and
Akgül, 2017), which can be removed by minimal surgical excision.
Here we used STED microscopy to image and quantify the overlap
and correlation between nPI(4,5)P2 and SON as well as the
immunofluorescently labelled nPI(4,5)P2 and SON levels in
human clinical FFPE warts sections and compare it with normal
human skin (Figure 4).

Human skin warts were surgically removed and processed by FFPE
as the above-analyzed skin tissue. FFPE warts were then sectioned into
4 µm sections and dewaxed prior to indirect immunofluorescence
staining. Dewaxed wart sections were immunolabeled with primary
antibody against SON recognized by secondary antibody conjugated
with Abberior Star 580, and primary antibody against nPI(4,5)P2 and
secondary antibody conjugated with Abberior Star 635P (Figures
4A–G). Nuclei were labeled by Hoechst-JF503. Figure 4A shows an
overview of the wart section and Figures 4B–D individual nuclei were
imaged by confocal microscopy. A comparison of the confocal images
(Figures 4B–D) with deconvolved STED nanographs of the same nuclei
(Figures 4E–G) documented the feasibility of the multi-color SRM on
another clinically relevant sample, human warts, in addition to the
samples of normal human skin (Figure 1; Figure 2). Similarly to normal
skin, in skin warts the nPI(4,5)P2 (Figures 4E,G) displayed signal that
mostly overlapped with the SON signal (Figures 4E,G), but was also
present in the nucleoplasm (Figures 4E,G).

In the deconvolved STED Z-stacks of individual nuclei from the
warts, we measured the M overlap (Figure 4H) and P correlation
(Figure 4I) between nPI(4,5)P2 and SON. We compared M and P
between the real images and images in which one channel was rotated
90° with respect to the second channel. Significant reduction of both
coefficients by rotating one channel in the dual-color images
documented the specific overlap and correlation (Dunn et al., 2011;
Hoboth et al., 2021b; Hoboth et al., 2021c; Noordstra et al., 2022) of
nPI(4,5)P2 with SON in FFPE wart sections. Next, we compared the
overlap and correlation of nPI(4,5)P2 with SON in the FFPE skin

FIGURE 3
Control quantitative imaging of the nuclear antigens in FFPEU2OS cells. Overview of the sample (A), zoomed in to the boxed region (B-D″), confocal
(B-B″) and STED (C-C″) with deconvolution (D-D″) images of the same nucleus with Hoechst nuclear stain in cyan, SON in green and PI(4,5)P2 in
magenta. Scale bars 5 µm. Tukey plots of Manders overlap (E) and Pearson correlation (F) coefficients between PI(4,5)P2 and SON in FFPE U2OS nuclei or
between double labelled SON in the FFPE U2OS nuclei (U. dSON) and corresponding rotated images (90°). Tukey plots of Manders overlap (G) and
Pearson correlation (H) coefficients between PI(4,5)P2 and SON in U2OS cells imaged inmonolayer (U2OS), U2OS cells processed according to smethod
2 (U2OS-2) or method 1 (U2OS-1).
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sections (Figure 2) with the wart sections (Figure 4). We measured
significantly higher M (Figure 4J) and P (Figure 4K) in the nuclei in
warts compared with the nuclei in skin. Finally, we measured the total
SON-580 (Figure 4L) and PI(4,5)P2-635 (Figure 4M) fluorescence
intensity (FI) and compared it between skin and wart nuclei. The
total SON-580 FI did not significantly differ between skin and wart
nuclei (Figure 4L), but the total PI(4,5)P2-635 FI (Figure 4M) was
significantly higher in wart nuclei (Figure 4G) compared to skin nuclei
(Figure 2G). This was consistent with the previous link between HPV
infection and increased nPI(4,5)P2 staining (Marx et al., 2018). It also
indicated that higher M overlap (Figure 4J) and P correlation
(Figure 4K) between PI(4,5)P2 and SON is due to the increased
nPI(4,5)P2 levels in warts nuclei and not due to the changes in the
SON levels. Increased total nPI(4,5)P2 FI together with unchanged total
SON FI, which resulted in the increased Manders coefficient, indicates
that skin contain more nPI(4,5)P2 staining within SON+ NS compared
to healthy skin.

In summary, STED nanoscopy combined with the
deconvolution allowed us to quantitatively characterize the
specific nanoscale co-patterning between nPI(4,5)P2 and SON in
two different clinically relevant samples, normal skin and skin warts.
Moreover, we quantitatively showed a higher overlap and
correlation of nPI(4,5)P2 with SON in warts than in normal
skin. Our data document the feasibility of the nanoscale analysis
of the nuclear antigens in human clinical FFPE tissue sections,
providing detailed information about nPI(4,5)P2 in human tissues
and shows the differences between healthy and HPV-infected skin,
which has potential clinical relevance.

3 Discussion

In this study, we present a quantitative multicolor SRM analysis
of the functional nuclear architecture in human clinical FFPE tissue

FIGURE 4
Imaging and quantification of the nuclear antigens in human FFPE warts sections. Overview of the sample (A), zoom in to the boxed region (B–G),
confocal (B–D) and STED with deconvolution (E–G) images of the same nucleus with Hoechst nuclear stain in cyan, SON in green and PI(4,5)P2 in
magenta. Scale bar 5 µm (A) or 1 µm (B–G). Tukey plots of Manders overlap (H and J) and Pearson correlation (I and K) coefficients between PI(4,5)P2 and
SON inwart nuclei and corresponding 90° rotated images (H and I) and comparison between skin andwart nuclei (J and K). Total SON (L) and PI(4,5)
P2 (M) fluorescence intensity (F, I) in arbitrary units (a.u.) in skin and wart nuclei. Quantitative measurements for skin nuclei are in (J and K) the same as in
Figures 2H,I.
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sections. The past decade has witnessed a rapid progress in the
biology of the cell nucleus and increasing understanding of its
functional organization in particular, owing to the progressive
development and application of SRM techniques (Schermelleh
et al., 2019; Hoboth et al., 2021a; Lelek et al., 2021). Nevertheless,
many physiological and pathophysiological processes, such as viral
infections, cellular transformation and oncogenesis, remain
relatively unexplored, particularly in the context of tissues and
organisms. This scarcity of data is even more prominent in
human samples. Here, we revealed tissue-specific nuclear
architecture and quantitatively assessed the differences between
nuclei in human skin and warts at the nanoscale.

SRM studies of subcellular architecture at the nanoscale started
with single-color STED imaging of cultured cells (Willig et al., 2006).
The nanoscale tissue architecture was initially studied by single-
color STED microscopy of dendritic spines in living organotypic
slices from the mouse hippocampus (Nagerl et al., 2008) and then in
the living mouse brain (Berning et al., 2012). Later, STED
supplemented EM and biochemical analyses to render a high-
resolution atlas of isolated synaptic boutons (Wilhelm et al.,
2014). Multicolor SMLM provided further quantitative insights
into the molecular architecture of chemical synapses in mouse
brain cryo-sections (Dani et al., 2010). These studies were,
however, limited to animal models. SRM studies of human
samples involved cryo-preserved samples (Codron et al., 2021;
Hernandez et al., 2022). However, FFPE represents the most
practical way to archive and manipulate clinical samples (Kokkat
et al., 2013; Lou et al., 2014). Indeed, various biobanks contain a vast
amount of human tissues resected in clinical procedures and
therefore provide a valuable, yet untapped source of healthy and
diseased human tissues (Baker, 2012; Eiseman and Haga, 1999).
Earlier single-color STED microscopy of human FFPE rectal cancer
tissue revealed details of the mitochondrial architecture that was
previously hindered by the diffraction barrier (Ilgen et al., 2014).
Single-color SMLM in human FFPE breast cancer tissue allowed
insights into the nanoscale organization of the cell membrane
marker HER2, outer mitochondrial membrane protein
TOM20 and Lamin B1, a component of the nuclear envelope
(Creech et al., 2017). Nevertheless, single-color SRM allowed
neither to study multiple markers simultaneously, nor to evaluate
their mutual spatial relationships. Therefore, here we implemented
multicolor STED imaging of human FFPE tissue sections followed
by the image deconvolution and quantitative image analysis. The
FFPE samples used in our study were 4–5 years old, which is
consistent with previous findings demonstrating the suitability of
STED super-resolution microscopy for revealing nanoscale protein
distributions in tissues stored for decades in biorepositories (Ilgen
et al., 2014). This pipeline is adaptable for the various quantitative
analyses of the molecular signatures linked to various human
physiological as well as pathophysiological conditions and thus
allows to study the nanoscale details in clinically relevant FFPE
specimens stored for years in various biobanks as a pretext for future
personalized medicine (Hewitt, 2011). Here we used it to
quantitatively analyze the nanoscale spatial relationship between
nPI(4,5)P2 and the NS marker SON in normal human skin and skin
warts.

Previous visualizations of NS in tissues used diffraction-limited
confocalmicroscopy (George-Tellez et al., 2002; Saitoh et al., 2012; Kuga

et al., 2016). This technique allowed neither the precise separation
between individual NS nor gained insight into the detailed organization
of individual NS. Super-resolution is hence critical for investigating the
localization of nPI(4,5)P2 within the SONmatrix (Hoboth et al., 2021b;
Hoboth et al., 2021c). The STED nanoscopy followed by image
deconvolution that we applied here allowed us to quantitatively
evaluate the co-patterning of nPI(4,5)P2 with SON at the nanoscale
context in healthy skin and skin warts, caused by HPV infection. We
super-resolved here for the first time within the context of human
clinical FFPE tissue the multiple nuclear antigens, specifically the
molecular anatomy of NS and its associated nPI(4,5)P2 pool.
Nanoscale protein and lipid interactions execute specific cellular
functions and their impairment or hijacking by pathogens leads to
the development and progression of disease (Rattay et al., 2023). Here,
we quantitatively showed that, compared with healthy skin nuclei, the
staining of SON+NS-associated pool of nPI(4,5)P2 is increased in nuclei
in HPV-induced wart. We have thus shown that elevated nPI(4,5)
P2 staining is not only found in HPV-associated cancers (Marx et al.,
2018), but also in benign skin lesions induced by low-risk HPV. Hence,
one can envision that it is clinically important to gain quantitative
insights into the nanoscale organization of human tissues in both
healthy and diseased states. Our data presented here and the further
application of quantitative SRM will help us to understand the
nanoscale molecular organization associated with physiological as
well as pathophysiological processes, including but not limited to
virus infection, cellular transformation or oncogenesis.

4 Material and methods

4.1 Ethics statement

The collection and analysis of FFPE skin and warts sections was
approved by the local ethics-committee at the Department of Pathology,
University of Cologne, Germany. Written informed consent was
obtained from all patients in accordance with the Declaration of
Helsinki. For biopsy materials from archival paraffin blocks of human
skin and warts informed consent was obtained from all the subjects and
ethical approval obtained from the Ethics Committee at the University of
Cologne. FFPE samples were collected between years 2018-2019 and thus
archived for 4–5 years before analysis presented in this study.

4.2 Cell cultures

U2OS cells were grown in DMEMwith 10% FBS at 37°C and 5%
CO2. Cells were plated 1 day before staining in

˜

50% confluence on
the high-precision 12 mm round coverslips with 1.5H thickness
(Marienfeld 0107222).

4.3 Paraffin embedding and sectioning of
cultured cells

U2OS cells were grown as above but to confluence in T-175 flasks.
Cells in one flask (U2OS-1) were washed twice with PBS, removed by
trypsinization in 0.05% trypsin in PBS with EDTA for 5 min at 37°C,
washed off in 15 mL PBS into the centrifugation tube, pelleted for 5 min
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at 1,000 x g, washed and pelleted twice with PBS for 5 min at 1,000 x g.
Pellets were fixed by resuspending in 0.5 mL of 2% PFA for 30 min at
RT, then washed and pelleted three times with 5 mL of PBS for 5 min at
1,000 x g. Supernatant was aspirated and fixed cell pellet was embedded
in 1% low melting agarose dissolved at 37°C (cells:agarose 1:4). Cells in
second flask (U2OS-2) were rinsed twice by PBS and then fixed in flask
by 2% PFA for 30 min at RT, washed three times with PBS, scraped the
cells in 15 mL PBS, transferred into the centrifugation tube and pellet
for 5 min at 1,000 x g. Supernatant was then removed and cells were
embedded in 1% low melting agarose dissolved at 37°C (cells:agarose 1:
4). Both agarose-embedded fixed cell pellets were dehydrated and
penetrated with wax on automated tissue processor Leica ASP200S
and blocks were created using Leica, E.G.,1150H paraffin embedding
station with the following program: 70% EtOH 45°C 2 × 30 min, 95%
EtOH 2 × 30 min, 1 × 60 min, 1 × 90 min; 100% xylene at 45°C 2 ×
45 min, 1 × 90 min; 100% paraffin at 65°C 2 × 60 min, 1 × 80 min.

4.4 Sectioning of U2OS cells

Paraffin blocks were cooled for few minutes in the fridge/freezer
before cutting. U2OS-1 and U2OS-2 FFPE samples were cut into
4 µm sections on Microtome Leica RM2255 and collected on
polylysined slides with the water bath heated to 42°C. Sections
were removed from water bath, placed on polylysined slides and
baked o/n at 42°C. Slides were prepared as follows: washed by 96%
EtOH, air-dried, incubated in 0.01% poly-L-Lysine for 10 min and
then baked for 1h at 60°C or air dried at RT o/n.

4.5 Immunohistochemistry

FFPE sections were dewaxed by following washes: xylene: twice
4 min; xylene 1:1 with 100% EtOH 4 min; 96% EtOH: 2 × 4 min;
90% EtOH 4 min; 70% EtOH 4 min; 50% EtOH 4 min; rinse in cold
water. Sections were incubated in 0.1% Triton X-100 in PBS for
20 min, washed 3-times for 5 min by PBS and blocked in filtered 5%
BSA in PBS for 30 min. Cells were incubated for 60 min with
primary antibodies diluted in 5% BSA in PBS, washed 3-times
for 5 min in PBS and incubated for 40 min with secondary
antibodies diluted in 5% BSA in PBS. Then the cells were
incubated with 1 mM Hoechst-JF503 (Janelia Farm) in PBS for
5 min, washed twice 5 min in PBS, dip in ddH2O, air-dry at RT and
mount coverslips on microscopy glass in 5 uL of 90% glycerol with
4% n-Propyl gallate (Sigma).

4.6 Immunocytochemistry

The cells were washed twice with PBS (pH 7.4) and fixed for
30 min in 2% PFA in PBS, washed 3-times for 5 min with PBS, then
permeabilized in 0.1% Triton X-100 in PBS for 20 min, washed 3-
times for 5 min by PBS and blocked in filtered 5% BSA in PBS for
30 min. Cells were incubated for 45 min with primary antibodies
diluted in 5% BSA in PBS, washed 3-times for 5 min in PBS and
incubated for 30 min with secondary antibodies diluted in 5% BSA
in PBS. Then the cells were incubated with 1 mM Hoechst-JF503
(Janelia Farm) in PBS for 5 min, washed twice 5 min in PBS, dip in

ddH2O, air-dry at RT andmount coverslips on high-precission 1.5H
square 18 × 18 mm coverslips glass (Zeiss) in 5 uL of NPGmounting
media.

4.7 Antibodies

Following primary antibodies and concentrations were used:
mouse ascites IgM anti-PI(4,5)P2 2C11 (Z-A045; Echelon Biosci.
Inc., United States) 5 μg/mL; rabbit polyclonal IgG anti-SON
(ab121759; Abcam, United Kingdom) 1 μg/mL. Following
secondary antibodies and concentrations were used: goat anti-
mouse IgG Abberior STAR 635P (ST635P-1001-500UG;
Abberior) 10 μg/mL; goat anti-rabbit IgG Abberior STAR 635P
(ST635P-1002-500UG; Abberior) 10 μg/mL; goat anti-mouse IgG
Abberior STAR 580 (ST580-1002-500UG; Abberior) 10 μg/mL.

4.8 Confocal and STED microscopy

Imaging was performed on Leica TCS SP8 STED 3x inverted
DMi8 microscope with pulsed white light laser 470–640 nm 1.5 mW
and 775 nm pulse STED laser >1.5 W controlled by Leica
Application Suite X software and equipped with HC PL APO
CS2 100x/1.40 OIL objective used with Leica Type F immersion
oil n = 1.518. Unidirectional xyz scanning speed was 400 Hz, line
accumulation 6 for Hoechst-JF503 and 8 for SON-580 or PI(4,5)P2-
635. Pixel size 20 nm in X and Y for STED and 30 nm for confocal
and 100 nm in Z. Channel 1 (Hoechst-JF503): 10% 503 nm laser;
10% 503 nm laser; PMT Gain 700. Channel 2 (Abberior STAR 580):
10% 585 nm laser; 775 Notch filter; 80% 775 nm STED laser, 30% 3D
STED; Hybrid detector (HyD) 589–616 nm, photon-countingmode,
gain 100, gating 0.4–10 ns. Channel 3 (Abberior STAR 635P): 7%
633 nm laser; 775 Notch filter; 50% 775 nm STED laser; 30% 3D
STED; HyD 639–698 nm, photon-counting mode, gain 100, gating
0.3–10 ns. Sequential scanning; STED laser off for confocal.

4.9 Deconvolution

Z-stacks of STED images were deconvolved using Huygens
Professional 22.10 software (Scientific Imaging B.V.). Data sets
were processed using Workflow Processor. The workflow
consisted of selecting images, setting up the microscopy and
deconvolution parameters and saving deconvolved images as 8-
bit TIFF single files for individual channels (which were later used
for the quantitative analyses; see below). Microscopy parameters
were optimized and set as follows. Sampling intervals were ≤20 nm
in X and Y and ≤20 nm in Z. Numerical aperture was 1.4; refractive
indexes of the lens immersion oil was 1.518 and of the embedding
media 1.458; objective quality was good, coverslip position was
0 µm and imaging direction was downward. For STED channel 1,
which corresponded to SON-580 the backprojected pinhole was
195 nm; excitation (ex.) and emission (em.) wavelengths (λ) were
585 and 602 nm, resp., ex. fill factor 2. STED depletion mode was
pulsed, saturation factor 20, STED λ = 775, STED immunity factor
10 and STED 3X was 30%. For STED channel 2, which
corresponded to PI(4,5)P2-635 were all parameters the same,

Frontiers in Cell and Developmental Biology frontiersin.org09

Hoboth et al. 10.3389/fcell.2023.1217637

https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1217637


with the following exceptions. Backprojected pinhole was 216 nm;
ex. and em. λ were 633 and 651 nm, resp. and STED saturation
factor 25. Classic MLE algorithm with stabilization of Z-slices was
used for all channels with the following specifications for Hoechst-
JF503 channel: theoretical PSF mode; max. iterations 20;
optimized iteration mode; 0.01% quality change threshold;
3.9 signal-to-noise ratio; acuity mode on; background
mode—lowest value; background estimation radius 0.7; relative
background 0. Specifications that differed for SON-580 or PI(4,5)
P2 channels from Hoechst-JF503 channel: max. iterations 15;
signal-to-noise ratio was 4 for SON-580 and 5.1 for PI(4,5)P2.

4.10 Image analyses

All quantifications were performed on deconvolved STED
images. Fluorescence intensity (FI) profiles, pseudo-coloring, Fire
LUT assignment, image post-processing for figures, FI
measurements and one-channel rotation were done in ImageJ2
(Rueden et al., 2017). Manders and Pearson coefficients were
calculated using JaCoP plug-in (Bolte and Cordelieres, 2006) for
individual planes of a Z-stack after Moments auto-threshold was
applied on deconvolved STED Z-stacks. Images were batch
processed using self-written macro. Figures were created in
Adobe Illustrator.

4.11 Graphs and statistics

Tukey whiskers plots and statistical evaluations were done in
Prism (GraphPad). Paired, one-tailed t-test was used for the
comparison between real and rotated images. Mann-Whitney test
was used for comparison between various samples. Statistical
significance: *p < 0.05; **p < 0.01; ***p < 0.005. We measured
32 skin nuclei in 5 independent stainings of sections from two
independent FFPE tissue blocks and 27 warts nuclei nuclei in
5 independent stainings of sections from two independent FFPE
tissue blocks.

Data availability statement

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and
accession number(s)/DOI: 10.5281/zenodo.8060866 and 10.5281/
zenodo.8060840 can be found here: https://zenodo.org/record/
8060840 and https://zenodo.org/record/8060866.

Author contributions

PeH conceptualization, investigation, methodology, analysis, data
curation, validation, visualization, writing; MS conceptualization,
analysis, data curation, validation, visualization, writing; AQ
patient samples preparation, writing; BA supervision, funding,
conceptualization, writing; PaH supervision, funding, conceptualization,
writing. All authors contributed to the article and approved the
submitted version.

Funding

This work was supported by ERDF CZ.02.1.01/0.0/0.0/16_013/
0001775; CZ.02.1.01/0.0/0.0/18_046/0016045 and TACR
TN02000122 RETEMED and subproject TN02000122/001N TEREP;
TACR project CAEPO TN02000020 and subproject TN02000020/
004N. We acknowledge the Light Microscopy Core Facility, IMG,
Prague, Czech Republic, supported by MEYS (LM2018129,
CZ.02.1.01/0.0/0.0/18_046/0016045) and RVO: 68378050-KAV-
NPUI, for their support with the confocal and STED microscopy
and with the image analysis; Viničná Microscopy Core Facility
(VMCF), Faculty of Science, Charles Uni. Prague (LM2023050) for
their support with image processing MEYS CR COST Inter-excellence
internship LTC19048, LTC20024, Action 15214 EuroCellnet and
Action CA19105 Stratagem. BA was supported by the German
Research Foundation (Grant AK 42/10-1).

Acknowledgments

We are grateful to Wiebke Jeske, Institute of Pathology,
University Hospital Cologne, for sectioning of human skin and
skin warts and Dominik Pinkas for providing us with 3D printed
boxes for slides shipment. We acknowledge the support with STED
microscopy and image analysis from Jan Valečka, Ivan Novotný and
Helena Chmelová from the Light Microscopy Core Facility, IMG,
Prague and support with image processing by Viničná Microscopy
Core Facility (VMCF), Faculty of Science, Charles Uni. Prague. We
also thank Jakub Onhajzer and histology lab at the Institute of
Molecular Genetics of the Czech Academy of Science for their help
with paraffin embedding and sectioning of U2OS cells, to Iva
Jelínková for assiatence with cell cultures and staining of
sections, Lenka Pišlová for the administrative assistance and
Pavel Kříž for the lab management. Hoechst-JF503 was a kind
gift from Luke Lavis, HHMI Janelia Farm, VA, United States.

Conflict of interest

The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the authors and
do not necessarily represent those of their affiliated organizations, or
those of the publisher, the editors and the reviewers. Any product that
may be evaluated in this article, or claim that may be made by its
manufacturer, is not guaranteed or endorsed by the publisher.

Supplementary material

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fcell.2023.1217637/
full#supplementary-material

Frontiers in Cell and Developmental Biology frontiersin.org10

Hoboth et al. 10.3389/fcell.2023.1217637

https://zenodo.org/record/8060840
https://zenodo.org/record/8060840
https://zenodo.org/record/8060866
https://www.frontiersin.org/articles/10.3389/fcell.2023.1217637/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fcell.2023.1217637/full#supplementary-material
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1217637


References

Abbe, E. (1873). Beiträge zur Theorie des Mikroskops und der mikroskopischen
Wahrnehmung. Arch. für Mikrosk. Anat. 9, 413–468. doi:10.1007/bf02956173

Alexander, K. A., Cote, A., Nguyen, S. C., Zhang, L., Gholamalamdari, O., Agudelo-
Garcia, P., et al. (2021). p53 mediates target gene association with nuclear speckles for
amplified RNA expression. Mol. Cell 81, 1666–1681.e6. doi:10.1016/j.molcel.2021.
03.006

Baker, M. (2012). Biorepositories: Building better biobanks. Nature 486, 141–146.
doi:10.1038/486141a

Balaban, C., Sztacho, M., Antiga, L., Miladinovic, A., Harata, M., and Hozak, P.
(2023). PIP2-Effector protein MPRIP regulates RNA polymerase II condensation and
transcription. Biomolecules 13, 426. doi:10.3390/biom13030426

Balaban, C., Sztacho, M., Blazikova, M., and Hozak, P. (2021). The F-Actin-
Binding MPRIP forms phase-separated condensates and associates with PI(4,5)
P2 and active RNA polymerase II in the cell nucleus. Cells 10, 848. doi:10.3390/
cells10040848

Balla, T. (2013). Phosphoinositides: Tiny lipids with giant impact on cell regulation.
Physiol. Rev. 93, 1019–1137. doi:10.1152/physrev.00028.2012

Berchtold, D., Battich, N., and Pelkmans, L. (2018). A systems-level study reveals
regulators of membrane-less organelles in human cells. Mol. Cell 72, 1035–1049.e5.
doi:10.1016/j.molcel.2018.10.036

Berning, S., Willig, K. I., Steffens, H., Dibaj, P., and Hell, S. W. (2012). Nanoscopy in a
living mouse brain. Science 335, 551. doi:10.1126/science.1215369

Bolte, S., and Cordelieres, F. P. (2006). A guided tour into subcellular colocalization
analysis in light microscopy. J. Microsc. 224, 213–232. doi:10.1111/j.1365-2818.2006.
01706.x

Boronenkov, I. V., Loijens, J. C., Umeda, M., and Anderson, R. A. (1998).
Phosphoinositide signaling pathways in nuclei are associated with nuclear speckles
containing pre-mRNA processing factors. Mol. Biol. Cell 9, 3547–3560. doi:10.1091/
mbc.9.12.3547

Brown, J. M., Green, J., das Neves, R. P., Wallace, H. A., Smith, A. J., Hughes, J., et al.
(2008). Association between active genes occurs at nuclear speckles and is modulated by
chromatin environment. J. Cell Biol. 182, 1083–1097. doi:10.1083/jcb.200803174

Bunce, M. W., Bergendahl, K., and Anderson, R. A. (2006). Nuclear PI(4,5)P(2): A
new place for an old signal. Biochim. Biophys. Acta 1761, 560–569. doi:10.1016/j.bbalip.
2006.03.002

Castano, E., Yildirim, S., Faberova, V., Krausova, A., Ulicna, L., Paprckova, D., et al.
(2019). Nuclear phosphoinositides-versatile regulators of genome functions. Cells 8,
649. doi:10.3390/cells8070649

Chen, Y., and Belmont, A. S. (2019). Genome organization around nuclear speckles.
Curr. Opin. Genet. Dev. 55, 91–99. doi:10.1016/j.gde.2019.06.008

Chen, Y., Zhang, Y., Wang, Y., Zhang, L., Brinkman, E. K., Adam, S. A., et al. (2018).
Mapping 3D genome organization relative to nuclear compartments using TSA-Seq as a
cytological ruler. J. Cell Biol. 217, 4025–4048. doi:10.1083/jcb.201807108

Cocco, L., Gilmour, R. S., Ognibene, A., Letcher, A. J., Manzoli, F. A., and Irvine, R. F.
(1987). Synthesis of polyphosphoinositides in nuclei of Friend cells. Evidence for
polyphosphoinositide metabolism inside the nucleus which changes with cell
differentiation. Biochem. J. 248, 765–770. doi:10.1042/bj2480765

Codron, P., Letournel, F., Marty, S., Renaud, L., Bodin, A., Duchesne, M., et al. (2021).
STochastic Optical Reconstruction Microscopy (STORM) reveals the nanoscale
organization of pathological aggregates in human brain. Neuropathol. Appl.
Neurobiol. 47, 127–142. doi:10.1111/nan.12646

Creech, M. K., Wang, J., Nan, X., and Gibbs, S. L. (2017). Superresolution imaging of
clinical formalin fixed paraffin embedded breast cancer with single molecule
localization microscopy. Sci. Rep. 7, 40766. doi:10.1038/srep40766

Dani, A., Huang, B., Bergan, J., Dulac, C., and Zhuang, X. (2010). Superresolution
imaging of chemical synapses in the brain. Neuron 68, 843–856. doi:10.1016/j.neuron.
2010.11.021

Divecha, N., Banfic, H., and Irvine, R. F. (1991). The polyphosphoinositide cycle exists
in the nuclei of Swiss 3T3 cells under the control of a receptor (for IGF-I) in the plasma
membrane, and stimulation of the cycle increases nuclear diacylglycerol and apparently
induces translocation of protein kinase C to the nucleus. EMBO J. 10, 3207–3214. doi:10.
1002/j.1460-2075.1991.tb04883.x

Dunn, K. W., Kamocka, M. M., and McDonald, J. H. (2011). A practical guide to
evaluating colocalization in biological microscopy. Am. J. Physiol. Cell Physiol. 300,
C723–C742. doi:10.1152/ajpcell.00462.2010

Eiseman, E., and Haga, S. B. (1999). Handbook of human tissue sources. Washington,
D.C: RAND.

Fiume, R., Keune, W. J., Faenza, I., Bultsma, Y., Ramazzotti, G., Jones, D. R., et al.
(2012). Nuclear phosphoinositides: Location, regulation and function. Subcell. Biochem.
59, 335–361. doi:10.1007/978-94-007-3015-1_11

George-Tellez, R., Segura-Valdez, M. L., Gonzalez-Santos, L., and Jimenez-Garcia, L.
F. (2002). Cellular organization of pre-mRNA splicing factors in several tissues.

Changes in the uterus by hormone action. Biol. Cell 94, 99–108. doi:10.1016/s0248-
4900(02)01186-3

Hall, L. L., Smith, K. P., Byron, M., and Lawrence, J. B. (2006). Molecular
anatomy of a speckle. Anat. Rec. A Discov. Mol. Cell Evol. Biol. 288, 664–675.
doi:10.1002/ar.a.20336

Hammond, G., Thomas, C. L., and Schiavo, G. (2004). Nuclear phosphoinositides and
their functions. Curr. Top. Microbiol. Immunol. 282, 177–206. doi:10.1007/978-3-642-
18805-3_7

Heilemann, M., van de Linde, S., Schuttpelz, M., Kasper, R., Seefeldt, B., Mukherjee,
A., et al. (2008). Subdiffraction-resolution fluorescence imaging with conventional
fluorescent probes. Angew. Chem. Int. Ed. Engl. 47, 6172–6176. doi:10.1002/anie.
200802376

Hell, S. W., and Wichmann, J. (1994). Breaking the diffraction resolution limit by
stimulated emission: Stimulated-emission-depletion fluorescence microscopy.Opt. Lett.
19, 780–782. doi:10.1364/ol.19.000780

Hernandez, I. C., Mohan, S., Minderler, S., and Jowett, N. (2022). Super-resolved
fluorescence imaging of peripheral nerve. Sci. Rep. 12, 12450. doi:10.1038/s41598-022-
16769-0

Hewitt, R. E. (2011). Biobanking: The foundation of personalized medicine. Curr.
Opin. Oncol. 23, 112–119. doi:10.1097/CCO.0b013e32834161b8

Hoboth, P., Sebesta, O., and Hozak, P. (2021a). How single-molecule localization
microscopy expanded our mechanistic understanding of RNA polymerase II
transcription. Int. J. Mol. Sci. 22, 6694. doi:10.3390/ijms22136694

Hoboth, P., Sebesta, O., Sztacho, M., Castano, E., and Hozak, P. (2021b). Dual-color
dSTORM imaging and ThunderSTORM image reconstruction and analysis to study the
spatial organization of the nuclear phosphatidylinositol phosphates. MethodsX 8,
101372. doi:10.1016/j.mex.2021.101372

Hoboth, P., Sztacho, M., Sebesta, O., Schatz, M., Castano, E., and Hozak, P. (2021c).
Nanoscale mapping of nuclear phosphatidylinositol phosphate landscape by dual-color
dSTORM. Biochim. Biophys. Acta Mol. Cell Biol. Lipids 1866, 158890. doi:10.1016/j.
bbalip.2021.158890

Howley, P. M., and Pfister, H. J. (2015). Beta genus papillomaviruses and skin cancer.
Virology 479-480, 290–296. doi:10.1016/j.virol.2015.02.004

Hufbauer, M., and Akgül, B. (2017). Molecular mechanisms of human papillomavirus
induced skin carcinogenesis. Viruses 9, 187. doi:10.3390/v9070187

Ilgen, P., Stoldt, S., Conradi, L. C., Wurm, C. A., Ruschoff, J., Ghadimi, B. M., et al.
(2014). STED super-resolution microscopy of clinical paraffin-embedded human rectal
cancer tissue. PLoS One 9, e101563. doi:10.1371/journal.pone.0101563

Ilik, I. A., and Aktas, T. (2021). Nuclear speckles: Dynamic hubs of gene expression
regulation. FEBS J. 289, 7234–7245. doi:10.1111/febs.16117

Ilik, I. A., Malszycki, M., Lubke, A. K., Schade, C., Meierhofer, D., and Aktas, T.
(2020). SON and SRRM2 are essential for nuclear speckle formation. Elife 9, e60579.
doi:10.7554/eLife.60579

Jacobsen, R. G., Mazloumi Gavgani, F., Edson, A. J., Goris, M., Altankhuyag, A., and
Lewis, A. E. (2019). Polyphosphoinositides in the nucleus: Roadmap of their effectors
and mechanisms of interaction. Adv. Biol. Regul. 72, 7–21. doi:10.1016/j.jbior.2019.
04.001

Kalasova, I., Faberova, V., Kalendova, A., Yildirim, S., Ulicna, L., Venit, T., et al.
(2016). Tools for visualization of phosphoinositides in the cell nucleus. Histochem Cell
Biol. 145, 485–496. doi:10.1007/s00418-016-1409-8

Kim, J., Venkata, N. C., Hernandez Gonzalez, G. A., Khanna, N., and Belmont, A. S.
(2020). Gene expression amplification by nuclear speckle association. J. Cell Biol. 219,
e201904046. doi:10.1083/jcb.201904046

Klar, T. A., Jakobs, S., Dyba, M., Egner, A., and Hell, S. W. (2000). Fluorescence
microscopy with diffraction resolution barrier broken by stimulated emission. Proc.
Natl. Acad. Sci. U. S. A. 97, 8206–8210. doi:10.1073/pnas.97.15.8206

Kokkat, T. J., Patel, M. S., McGarvey, D., LiVolsi, V. A., and Baloch, Z. W. (2013).
Archived formalin-fixed paraffin-embedded (FFPE) blocks: A valuable underexploited
resource for extraction of dna, rna, and protein. Biopreserv Biobank 11, 101–106. doi:10.
1089/bio.2012.0052

Kuga, T., Kume, H., Adachi, J., Kawasaki, N., Shimizu, M., Hoshino, I., et al. (2016).
Casein kinase 1 is recruited to nuclear speckles by FAM83H and SON. Sci. Rep. 6, 34472.
doi:10.1038/srep34472

Lamond, A. I., and Spector, D. L. (2003). Nuclear speckles: A model for nuclear
organelles. Nat. Rev. Mol. Cell Biol. 4, 605–612. doi:10.1038/nrm1172

Lelek, M., Gyparaki, M. T., Beliu, G., Schueder, F., Griffie, J., Manley, S., et al. (2021).
Single-molecule localization microscopy. Nat. Rev. Methods Prim. 1, 39. doi:10.1038/
s43586-021-00038-x

Lewis, A. E., Sommer, L., Arntzen,M. O., Strahm, Y., Morrice, N. A., Divecha, N., et al.
(2011). Identification of nuclear phosphatidylinositol 4,5-bisphosphate-interacting
proteins by neomycin extraction. Mol. Cell. proteomics MCP 10, M110.003376,
M110.003376. doi:10.1074/mcp.M110.003376

Frontiers in Cell and Developmental Biology frontiersin.org11

Hoboth et al. 10.3389/fcell.2023.1217637

https://doi.org/10.1007/bf02956173
https://doi.org/10.1016/j.molcel.2021.03.006
https://doi.org/10.1016/j.molcel.2021.03.006
https://doi.org/10.1038/486141a
https://doi.org/10.3390/biom13030426
https://doi.org/10.3390/cells10040848
https://doi.org/10.3390/cells10040848
https://doi.org/10.1152/physrev.00028.2012
https://doi.org/10.1016/j.molcel.2018.10.036
https://doi.org/10.1126/science.1215369
https://doi.org/10.1111/j.1365-2818.2006.01706.x
https://doi.org/10.1111/j.1365-2818.2006.01706.x
https://doi.org/10.1091/mbc.9.12.3547
https://doi.org/10.1091/mbc.9.12.3547
https://doi.org/10.1083/jcb.200803174
https://doi.org/10.1016/j.bbalip.2006.03.002
https://doi.org/10.1016/j.bbalip.2006.03.002
https://doi.org/10.3390/cells8070649
https://doi.org/10.1016/j.gde.2019.06.008
https://doi.org/10.1083/jcb.201807108
https://doi.org/10.1042/bj2480765
https://doi.org/10.1111/nan.12646
https://doi.org/10.1038/srep40766
https://doi.org/10.1016/j.neuron.2010.11.021
https://doi.org/10.1016/j.neuron.2010.11.021
https://doi.org/10.1002/j.1460-2075.1991.tb04883.x
https://doi.org/10.1002/j.1460-2075.1991.tb04883.x
https://doi.org/10.1152/ajpcell.00462.2010
https://doi.org/10.1007/978-94-007-3015-1_11
https://doi.org/10.1016/s0248-4900(02)01186-3
https://doi.org/10.1016/s0248-4900(02)01186-3
https://doi.org/10.1002/ar.a.20336
https://doi.org/10.1007/978-3-642-18805-3_7
https://doi.org/10.1007/978-3-642-18805-3_7
https://doi.org/10.1002/anie.200802376
https://doi.org/10.1002/anie.200802376
https://doi.org/10.1364/ol.19.000780
https://doi.org/10.1038/s41598-022-16769-0
https://doi.org/10.1038/s41598-022-16769-0
https://doi.org/10.1097/CCO.0b013e32834161b8
https://doi.org/10.3390/ijms22136694
https://doi.org/10.1016/j.mex.2021.101372
https://doi.org/10.1016/j.bbalip.2021.158890
https://doi.org/10.1016/j.bbalip.2021.158890
https://doi.org/10.1016/j.virol.2015.02.004
https://doi.org/10.3390/v9070187
https://doi.org/10.1371/journal.pone.0101563
https://doi.org/10.1111/febs.16117
https://doi.org/10.7554/eLife.60579
https://doi.org/10.1016/j.jbior.2019.04.001
https://doi.org/10.1016/j.jbior.2019.04.001
https://doi.org/10.1007/s00418-016-1409-8
https://doi.org/10.1083/jcb.201904046
https://doi.org/10.1073/pnas.97.15.8206
https://doi.org/10.1089/bio.2012.0052
https://doi.org/10.1089/bio.2012.0052
https://doi.org/10.1038/srep34472
https://doi.org/10.1038/nrm1172
https://doi.org/10.1038/s43586-021-00038-x
https://doi.org/10.1038/s43586-021-00038-x
https://doi.org/10.1074/mcp.M110.003376
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1217637


Liu, Z., Lavis, L. D., and Betzig, E. (2015). Imaging live-cell dynamics and structure at
the single-molecule level. Mol. Cell 58, 644–659. doi:10.1016/j.molcel.2015.02.033

Loo, S. K., and Tang, W. Y. (2014). Warts (non-genital). BMJ Clin. Evid 2014, 1710.

Lou, J. J., Mirsadraei, L., Sanchez, D. E., Wilson, R. W., Shabihkhani, M., Lucey, G. M.,
et al. (2014). A review of room temperature storage of biospecimen tissue and nucleic
acids for anatomic pathology laboratories and biorepositories. Clin. Biochem. 47,
267–273. doi:10.1016/j.clinbiochem.2013.12.011

Marx, B., Hufbauer, M., Zigrino, P., Majewski, S., Markiefka, B., Sachsenheimer, T.,
et al. (2018). Phospholipidation of nuclear proteins by the human papillomavirus
E6 oncoprotein: Implication in carcinogenesis. Oncotarget 9, 34142–34158. doi:10.
18632/oncotarget.26140

Mazzotti, G., Zini, N., Rizzi, E., Rizzoli, R., Galanzi, A., Ognibene, A., et al. (1995).
Immunocytochemical detection of phosphatidylinositol 4,5-bisphosphate localization
sites within the nucleus. J. Histochem Cytochem 43, 181–191. doi:10.1177/43.2.7822774

McBride, A. A. (2022). Human papillomaviruses: Diversity, infection and host
interactions. Nat. Rev. Microbiol. 20, 95–108. doi:10.1038/s41579-021-00617-5

Mellman, D. L., and Anderson, R. A. (2009). A novel gene expression pathway
regulated by nuclear phosphoinositides. Adv. Enzyme Regul. 49, 11–28. doi:10.1016/j.
advenzreg.2009.01.007

Mellman, D. L., Gonzales, M. L., Song, C., Barlow, C. A., Wang, P., Kendziorski, C.,
et al. (2008). A PtdIns4,5P2-regulated nuclear poly(A) polymerase controls expression
of select mRNAs. Nature 451, 1013–1017. doi:10.1038/nature06666

Menon, G. K., Cleary, G.W., and Lane, M. E. (2012). The structure and function of the
stratum corneum. Int. J. Pharm. 435, 3–9. doi:10.1016/j.ijpharm.2012.06.005

Mintz, P. J., Patterson, S. D., Neuwald, A. F., Spahr, C. S., and Spector, D. L. (1999).
Purification and biochemical characterization of interchromatin granule clusters.
EMBO J. 18, 4308–4320. doi:10.1093/emboj/18.15.4308

Nagerl, U. V., Willig, K. I., Hein, B., Hell, S. W., and Bonhoeffer, T. (2008). Live-cell
imaging of dendritic spines by STED microscopy. Proc. Natl. Acad. Sci. U. S. A. 105,
18982–18987. doi:10.1073/pnas.0810028105

Noordstra, I., van den Berg, C. M., Boot, F. W. J., Katrukha, E. A., Yu, K. L., Tas, R. P.,
et al. (2022). Organization and dynamics of the cortical complexes controlling insulin
secretion in beta-cells. J. Cell Sci. 135, jcs259430. doi:10.1242/jcs.259430

Osborne, S. L., Thomas, C. L., Gschmeissner, S., and Schiavo, G. (2001). Nuclear
PtdIns(4,5)P2 assembles in a mitotically regulated particle involved in pre-mRNA
splicing. J. Cell Sci. 114, 2501–2511. doi:10.1242/jcs.114.13.2501

Peddie, C. J., and Collinson, L. M. (2014). Exploring the third dimension: Volume
electron microscopy comes of age. Micron 61, 9–19. doi:10.1016/j.micron.2014.01.009

Pinali, C., and Kitmitto, A. (2014). Serial block face scanning electron microscopy for
the study of cardiac muscle ultrastructure at nanoscale resolutions. J. Mol. Cell Cardiol.
76, 1–11. doi:10.1016/j.yjmcc.2014.08.010

Prasanth, K. V., Sacco-Bubulya, P. A., Prasanth, S. G., and Spector, D. L. (2003).
Sequential entry of components of the gene expression machinery into daughter nuclei.
Mol. Biol. Cell 14, 1043–1057. doi:10.1091/mbc.e02-10-0669

Rattay, S., Hufbauer, M., Hoboth, P., Sztacho, M., and Akgül, B. (2023). Viruses and
phospholipids: friends and foes during infection. J. Med. Virol. 95 (3), e28658. doi:10.
1002/jmv.28658

Rayleigh, R. S. (1896). XV. On the theory of optical images, with special reference to
the microscope. Lond. Edinb. Dublin Philosophical Mag. J. Sci. 42, 167–195. doi:10.1080/
14786449608620902

Rueden, C. T., Schindelin, J., Hiner, M. C., DeZonia, B. E., Walter, A. E., Arena, E. T.,
et al. (2017). ImageJ2: ImageJ for the next generation of scientific image data. BMC
Bioinforma. 18, 529. doi:10.1186/s12859-017-1934-z

Saitoh, N., Sakamoto, C., Hagiwara, M., Agredano-Moreno, L. T., Jimenez-Garcia, L.
F., and Nakao, M. (2012). The distribution of phosphorylated SR proteins and
alternative splicing are regulated by RANBP2. Mol. Biol. Cell 23, 1115–1128. doi:10.
1091/mbc.E11-09-0783

Saitoh, N., Spahr, C. S., Patterson, S. D., Bubulya, P., Neuwald, A. F., and Spector, D. L.
(2004). Proteomic analysis of interchromatin granule clusters. Mol. Biol. Cell 15,
3876–3890. doi:10.1091/mbc.e04-03-0253

Schermelleh, L., Ferrand, A., Huser, T., Eggeling, C., Sauer, M., Biehlmaier, O., et al.
(2019). Super-resolution microscopy demystified.Nat. Cell Biol. 21, 72–84. doi:10.1038/
s41556-018-0251-8

Schermelleh, L., Heintzmann, R., and Leonhardt, H. (2010). A guide to super-
resolution fluorescence microscopy. J. Cell Biol. 190, 165–175. doi:10.1083/jcb.
201002018

Shah, Z. H., Jones, D. R., Sommer, L., Foulger, R., Bultsma, Y., D’Santos, C., et al.
(2013). Nuclear phosphoinositides and their impact on nuclear functions. FEBS J. 280,
6295–6310. doi:10.1111/febs.12543

Sibarita, J. B. (2005). Deconvolution microscopy. Adv. Biochem. Eng. Biotechnol. 95,
201–243. doi:10.1007/b102215

Sjovall, P., Gregoire, S., Wargniez, W., Skedung, L., and Luengo, G. S. (2022). 3D
molecular imaging of stratum corneum by mass spectrometry suggests distinct
distribution of cholesteryl esters compared to other skin lipids. Int. J. Mol. Sci. 23,
13799. doi:10.3390/ijms232213799

Sobol, M., Krausova, A., Yildirim, S., Kalasova, I., Faberova, V., Vrkoslav, V., et al.
(2018). Nuclear phosphatidylinositol 4,5-bisphosphate islets contribute to efficient RNA
polymerase II-dependent transcription. J. Cell Sci. 131, jcs211094. doi:10.1242/jcs.
211094

Sobol, M., Yildirim, S., Philimonenko, V. V., Marasek, P., Castano, E., and Hozak, P.
(2013). UBF complexes with phosphatidylinositol 4,5-bisphosphate in nucleolar
organizer regions regardless of ongoing RNA polymerase I activity. Nucleus 4,
478–486. doi:10.4161/nucl.27154

Spector, D. L., and Lamond, A. I. (2011). Nuclear speckles. Cold Spring Harb. Perspect.
Biol. 3, a000646. doi:10.1101/cshperspect.a000646

Sztacho, M., Salovska, B., Cervenka, J., Balaban, C., Hoboth, P., and Hozak, P. (2021).
Limited proteolysis-coupled mass spectrometry identifies phosphatidylinositol 4,5-
bisphosphate effectors in human nuclear proteome. Cells 10, 68. doi:10.3390/
cells10010068

Sztacho, M., Sobol, M., Balaban, C., Escudeiro Lopes, S. E., and Hozak, P. (2019).
Nuclear phosphoinositides and phase separation: Important players in nuclear
compartmentalization. Adv. Biol. Regul. 71, 111–117. doi:10.1016/j.jbior.2018.09.009

Tam, J., and Merino, D. (2015). Stochastic optical reconstruction microscopy
(STORM) in comparison with stimulated emission depletion (STED) and other
imaging methods. J. Neurochem. 135, 643–658. doi:10.1111/jnc.13257

Thiry, M. (1993). Differential location of nucleic acids within interchromatin granule
clusters. Eur. J. Cell Biol. 62, 259–269.

Thomas, C. L., Steel, J., Prestwich, G. D., and Schiavo, G. (1999). Generation of
phosphatidylinositol-specific antibodies and their characterization. Biochem. Soc.
Trans. 27, 648–652. doi:10.1042/bst0270648

Turkowyd, B., Virant, D., and Endesfelder, U. (2016). From single molecules to life:
Microscopy at the nanoscale. Anal. Bioanal. Chem. 408, 6885–6911. doi:10.1007/
s00216-016-9781-8

van de Linde, S., Loschberger, A., Klein, T., Heidbreder, M., Wolter, S., Heilemann,
M., et al. (2011). Direct stochastic optical reconstruction microscopy with standard
fluorescent probes. Nat. Protoc. 6, 991–1009. doi:10.1038/nprot.2011.336

van Smeden, J., Boiten, W. A., Hankemeier, T., Rissmann, R., Bouwstra, J. A., and
Vreeken, R. J. (2014a). Combined LC/MS-platform for analysis of all major stratum
corneum lipids, and the profiling of skin substitutes. Biochim. Biophys. Acta 1841,
70–79. doi:10.1016/j.bbalip.2013.10.002

van Smeden, J., Janssens, M., Gooris, G. S., and Bouwstra, J. A. (2014b). The
important role of stratum corneum lipids for the cutaneous barrier function.
Biochim. Biophys. Acta 1841, 295–313. doi:10.1016/j.bbalip.2013.11.006

Wallace, W., Schaefer, L. H., and Swedlow, J. R. (2001). A workingperson’s guide to
deconvolution in light microscopy. Biotechniques. 31:1076–1078. doi:10.2144/
01315bi01

Wilhelm, B. G., Mandad, S., Truckenbrodt, S., Krohnert, K., Schafer, C.,
Rammner, B., et al. (2014). Composition of isolated synaptic boutons reveals
the amounts of vesicle trafficking proteins. Science 344, 1023–1028. doi:10.1126/
science.1252884

Willig, K. I., Rizzoli, S. O., Westphal, V., Jahn, R., and Hell, S. W. (2006). STED
microscopy reveals that synaptotagmin remains clustered after synaptic vesicle
exocytosis. Nature 440, 935–939. doi:10.1038/nature04592

Yildirim, S., Castano, E., Sobol, M., Philimonenko, V. V., Dzijak, R., Venit, T., et al.
(2013). Involvement of phosphatidylinositol 4,5-bisphosphate in RNA polymerase I
transcription. J. Cell Sci. 126, 2730–2739. doi:10.1242/jcs.123661

York, J. D., Odom, A. R., Murphy, R., Ives, E. B., and Wente, S. R. (1999). A
phospholipase C-dependent inositol polyphosphate kinase pathway required for
efficient messenger RNA export. Science 285, 96–100. doi:10.1126/science.285.5424.96

Zhao, K., Wang, W., Rando, O. J., Xue, Y., Swiderek, K., Kuo, A., et al. (1998). Rapid
and phosphoinositol-dependent binding of the SWI/SNF-like BAF complex to
chromatin after T lymphocyte receptor signaling. Cell 95, 625–636. doi:10.1016/
s0092-8674(00)81633-5

Frontiers in Cell and Developmental Biology frontiersin.org12

Hoboth et al. 10.3389/fcell.2023.1217637

https://doi.org/10.1016/j.molcel.2015.02.033
https://doi.org/10.1016/j.clinbiochem.2013.12.011
https://doi.org/10.18632/oncotarget.26140
https://doi.org/10.18632/oncotarget.26140
https://doi.org/10.1177/43.2.7822774
https://doi.org/10.1038/s41579-021-00617-5
https://doi.org/10.1016/j.advenzreg.2009.01.007
https://doi.org/10.1016/j.advenzreg.2009.01.007
https://doi.org/10.1038/nature06666
https://doi.org/10.1016/j.ijpharm.2012.06.005
https://doi.org/10.1093/emboj/18.15.4308
https://doi.org/10.1073/pnas.0810028105
https://doi.org/10.1242/jcs.259430
https://doi.org/10.1242/jcs.114.13.2501
https://doi.org/10.1016/j.micron.2014.01.009
https://doi.org/10.1016/j.yjmcc.2014.08.010
https://doi.org/10.1091/mbc.e02-10-0669
https://doi.org/10.1002/jmv.28658
https://doi.org/10.1002/jmv.28658
https://doi.org/10.1080/14786449608620902
https://doi.org/10.1080/14786449608620902
https://doi.org/10.1186/s12859-017-1934-z
https://doi.org/10.1091/mbc.E11-09-0783
https://doi.org/10.1091/mbc.E11-09-0783
https://doi.org/10.1091/mbc.e04-03-0253
https://doi.org/10.1038/s41556-018-0251-8
https://doi.org/10.1038/s41556-018-0251-8
https://doi.org/10.1083/jcb.201002018
https://doi.org/10.1083/jcb.201002018
https://doi.org/10.1111/febs.12543
https://doi.org/10.1007/b102215
https://doi.org/10.3390/ijms232213799
https://doi.org/10.1242/jcs.211094
https://doi.org/10.1242/jcs.211094
https://doi.org/10.4161/nucl.27154
https://doi.org/10.1101/cshperspect.a000646
https://doi.org/10.3390/cells10010068
https://doi.org/10.3390/cells10010068
https://doi.org/10.1016/j.jbior.2018.09.009
https://doi.org/10.1111/jnc.13257
https://doi.org/10.1042/bst0270648
https://doi.org/10.1007/s00216-016-9781-8
https://doi.org/10.1007/s00216-016-9781-8
https://doi.org/10.1038/nprot.2011.336
https://doi.org/10.1016/j.bbalip.2013.10.002
https://doi.org/10.1016/j.bbalip.2013.11.006
https://doi.org/10.2144/01315bi01
https://doi.org/10.2144/01315bi01
https://doi.org/10.1126/science.1252884
https://doi.org/10.1126/science.1252884
https://doi.org/10.1038/nature04592
https://doi.org/10.1242/jcs.123661
https://doi.org/10.1126/science.285.5424.96
https://doi.org/10.1016/s0092-8674(00)81633-5
https://doi.org/10.1016/s0092-8674(00)81633-5
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org
https://doi.org/10.3389/fcell.2023.1217637

	Quantitative super-resolution microscopy reveals the differences in the nanoscale distribution of nuclear phosphatidylinosi ...
	1 Introduction
	2 Results
	2.1 Stimulated emission depletion microscopy allows for the multicolor super-resolved imaging of nuclear antigens in human  ...
	2.2 Quantitative STED microscopy reveals the nanoscale spatial relationship between nPI(4,5)P2 and the NS marker SON in hum ...
	2.3 Processing of the samples affects the nanoscale patterning of the nuclear antigens
	2.4 Nuclear PI(4,5)P2 differs between normal skin and skin warts

	3 Discussion
	4 Material and methods
	4.1 Ethics statement
	4.2 Cell cultures
	4.3 Paraffin embedding and sectioning of cultured cells
	4.4 Sectioning of U2OS cells
	4.5 Immunohistochemistry
	4.6 Immunocytochemistry
	4.7 Antibodies
	4.8 Confocal and STED microscopy
	4.9 Deconvolution
	4.10 Image analyses
	4.11 Graphs and statistics

	Data availability statement
	Author contributions
	Funding
	Acknowledgments
	Conflict of interest
	Publisher’s note
	Supplementary material
	References


