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Abstract
Mycobacteria pose a threat to the world health today, with pathogenic and opportunistic

bacteria causing tuberculosis and non-tuberculous disease in large parts of the population.

Much is still unknown about the interplay between bacteria and host during infection and

disease, and more research is needed to meet the challenge of drug resistance and ineffi-

cient vaccines. This work establishes a reliable and reproducible method for performing cor-

relative imaging of human macrophages infected with mycobacteria at an ultra-high

resolution and in 3D. Focused Ion Beam/Scanning Electron Microscopy (FIB/SEM) tomog-

raphy is applied, together with confocal fluorescence microscopy for localization of appro-

priately infected cells. The method is based on an Aclar poly(chloro-tri-fluoro)ethylene

substrate, micropatterned into an advantageous geometry by a simple thermomoulding pro-

cess. The platform increases the throughput and quality of FIB/SEM tomography analyses,

and was successfully applied to detail the intracellular environment of a whole mycobacte-

rium-infected macrophage in 3D.

Introduction
Mycobacterium tuberculosis is the causative agent of tuberculosis, which is the second most
deadly infectious disease in the world today [1]. Nontuberculous mycobacteria such asM.
avium cause serious infections in immunocompromised, and sometimes healthy, individuals
[2, 3]. Inefficient vaccines and long treatment together with emerging drug resistance demand
new strategies to fight mycobacterial diseases [4, 5].

Upon host entry, mycobacteria are phagocytosed by macrophages and dendritic cells.
Within macrophages, pathogenic mycobacteria are able to avoid being killed by blocking pha-
gosomal maturation and fusion with the lysosomes [6, 7], yet still retaining the ability for nutri-
tional acquisition [8, 9]. Some mycobacteria are in contact with or even enter the cytosol,
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becoming targets for autophagy [10–16]. The details and significance of these and similar
events are still unknown, and we believe that direct observations of mycobacterium localization
and trafficking relative to the host cell compartments could improve the understanding of
mycobacterial virulence, survival and killing, and thus contribute in the search towards novel
treatment strategies.

High-resolution 3D imaging is required to fully detail the intracellular habitat of the myco-
bacteria, but many cellular structures of interest are beyond the resolution of light microscopes.
Focused Ion Beam/Scanning Electron Microscopy (FIB/SEM) tomography is a valuable and lit-
tle explored alternative, with significantly reduced manual labor compared to non-automated
3D electron microscopy (EM) techniques. During FIB/SEM tomography, a dualbeam instru-
ment comprising a FIB and SEM is used to successively mill away thin slices of material (typi-
cally 10-100nm thick) from a sample block, and image the appearing sample surface with the
scanning electron beam. This results in an ultra-high resolution image stack representing the
cell or region of interest in three dimensions.

To increase the specificity of FIB/SEM studies, initial selection of a region of interest and
imaging of labeled structures can be performed in an optical fluorescent microscope. If the
very same region can be relocated and imaged at the EM level, this is called correlative imaging.
Correlative imaging studies with light microscopy (LM) and FIB/SEM have been performed
[17–20], but most systems for correlative light and electron microscopy (CLEM) have been
optimized for imaging on ultrathin sections with TEM [21–25]. In contrast to TEM, FIB/SEM
tomography is an en bloc technique, and thus requires a different approach, especially when it
comes to LM and EM imaging and correlation between the two. Due to the geometry of the
FIB/SEM instrument, the throughput of FIB/SEM tomography experiments can be increased if
regions of interest are located close to a sample edge rather than on a flat surface, avoiding the
need for trench milling around the region of interest [26]. This would also reduce sample dam-
age from ion beam exposure, and increase the volume readily accessible during FIB/SEM
tomography experiments by reducing shadow and charge effects.

To meet the need for a 3D CLEM platform optimized for LM and FIB/SEM tomography,
we developed a reproducible system allowing targeted high throughput and high quality FIB/
SEM tomography studies of adherent cells such as macrophages. The presented system is based
on a micropatterned Aclar substrate, on which adherent cells are cultured within microwells of
a predefined size. The cells can be studied with light microscopy within the wells, and an inte-
grated reference system ensures proper cell localization. After contrasting for EM and plastic
embedding, the aclar substrate is removed, leaving cells embedded in small protruding epoxy
blocks. We show the successful use of this system for investigation of mycobacterium-infected
primary human macrophages. Cells imaged using confocal microscopy were easily relocated
for 3D imaging with FIB/SEM, allowing identification of the labeled structures with signifi-
cantly enhanced resolution. The sample geometry allowed for straightforward overlay between
data sets from confocal and FIB/SEM, with minimum manual adjustments. Important cellular
structures such as mycobacterium-containing phagosomes were accurately resolved during
FIB/SEM imaging. The presented system is simple to produce and use, and increases the qual-
ity, specificity and throughput of correlative 3D confocal fluorescence microscopy and FIB/
SEM tomography studies.

Results
Biological samples are fixed, dehydrated, stained and embedded in a plastic block (e.g. epoxy)
before imaging is performed in a FIB/SEM instrument. A system for correlative imaging of
adherent cells must therefore consist of a platform where light microscopy imaging and

3D Correlative Imaging of Mycobacterium-Infected Cell

PLOS ONE | DOI:10.1371/journal.pone.0134644 September 25, 2015 2 / 19

Competing Interests: The authors have declared
that no competing interests exist.



localization of cells can be performed, and where both imaged cells and the reference system
used for localization can be transferred to an epoxy block. The following sections describe the
production and performance of such a substrate for 3D CLEM, where the optimal geometry
for FIB/SEM tomography has been taken into account (S1 Fig). The substrate is based on ther-
momoulded Aclar, a transparent poly(chloro-tri-fluoro)ethylene film often used for CLEM
studies of cellular monolayers due to its compatibility with cell growth, light and fluorescence
microscopy and EM sample preparation methods for biological samples [18, 27, 28].

Production of aclar microwell substrates for cell growth and imaging
To create a substrate suitable for cell growth, precise localization of cells and correlative light
and FIB/SEM imaging, an array of microwells arranged in a reference system was imprinted
into aclar by thermomoulding (Fig 1). A silicon master of regularly spaced 100 μm × 100 μm ×
20 μmmicroblocks superimposed on a 3μm high reference grid was produced by a combina-
tion of UV- and electron-beam lithography and two-step etching (see Materials and Methods).
The pattern from the silicon master was transferred into aclar by a simple thermomoulding
process, where the polymer film was pressed against the heated silicon mould (see Materials
and Methods) (Fig 1B). The process allowed patterning of areas suitable for cell experiments
(typically ~1 cm2 was used in this work). The pattern was transferred with high fidelity, pre-
serving features down to sub micrometer scale (S2 Fig). The transfer process was equally reli-
able at the step from aclar to epoxy, allowing the initial design of the master to be replicated at
this final step.

Light microscopy and FIB/SEM tomography of mycobacterium infected
macrophages
Monocytes isolated from healthy human blood donors could be reproducibly grown and differ-
entiated into macrophages by adherence to the micropatterned aclar substrates (Fig 2). The
aclar well size of 100 μm × 100 μmwas suitable to accommodate macrophages, which routinely
stretched out more than 50 μm. The repeating pattern of closely spaced microwells assured
that a large number of cells grew close to or attached to one of the well edges. This resulted in a

Fig 1. Master design and aclar substrate production. A silicon master was designed and produced in order to pattern aclar films by thermomoulding. a)
The master design, including an array of 100 μm sized squares and a reference system for simple localization of cells with various imaging techniques. b)
Micropatterned aclar substrates were produced from the master by thermomoulding. The master was heated to 230°C, before a piece of aclar and a glass
microscopy slide was placed on top. An even pressure was applied to the assembly, before subsequently cooling down and separating the individual
components. After thermomoulding, the microblocks from the master became wells in the aclar substrate. c) Illustration of how primary human macrophages
could be cultured in the wells. AfterM. avium infection and confocal imaging, cells were fixed, stained, dehydrated and embedded in epoxy for FIB/SEM
tomography. The aclar substrate was removed after resin polymerization, creating an array of protruding microblocks containing immobilized cells.

doi:10.1371/journal.pone.0134644.g001
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large number of cells located on straight sample edges after epoxy embedding, all of which are
particularly well suited for FIB/SEM tomography analysis (Fig 3). The number of cells per well
was typically between five and ten.

Macrophages were examined minimum two days post infection withM. avium expressing
cyan fluorescent protein (CFP), to address viable mycobacteria having escaped the initial destruc-
tive phase. Infected cells could be fixed and stained for cellular components, without detachment
from the aclar substrate. For confocal imaging, aclar substrates were placed upside down in a
glass-bottomed dish suitable for confocal imaging. Light microscopy was performed on fixed
cells in buffer, and was usually best with a water objective due to a thin liquid layer present
between the cells and the glass bottom. Both microwells and the reference grid were clearly visible
with wide field light microscopy, and z-stacks of stained cells and CFP-expressing bacteria could

Fig 2. Light microscopy. Primary humanmacrophages were grown and infected with CFP-expressingM. avium on aclar microwell substrates. The cells
were then aldehyde fixed and fluorescence stained for nucleus, before light microscopy imaging was performed. a) DIC image illustrating the excellent
visibility of both microwells and reference system that were imprinted in aclar by thermomoulding. b) Confocal fluorescence microscopy image with DIC
overlay, displaying nuclei in blue and bacteria in red. About 70% of infected macrophages contained at least one bacterium (n = 100). Scale bar 200μm.

doi:10.1371/journal.pone.0134644.g002

Fig 3. FIB/SEM imaging. After confocal imaging,M. avium-infected primary human macrophages were dehydrated, stained and embedded in epoxy. a)
SEMmicrograph of the final epoxy sample surface after removal of the aclar substrate. The topography of the reference system is sufficient to remain visible
at this level. All cells located at an edge of a small protruding block are immediately accessible for FIB/SEM tomography analyses. b) After localization of a
region of interest (indicated by the black rectangle in a), the sample was tilted to 52° and the cell of interest was exposed by ion-beammilling. c). SEM
micrograph collected during a FIB/SEM tomography experiment, from the surface area indicated by a white rectangle in b). White arrows indicate the
following observable details: 1: mycobacteria surrounded by phagosomal membranes, 2: Golgi, 3: nuclear pores recognized by discontinuities in the double
nuclear membrane, 4: mitochondrion. Scale bars: 10 μm in b, 2μm in c. The blocks in a) are about 100μmwide.

doi:10.1371/journal.pone.0134644.g003
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be gathered by confocal fluorescence imaging (Fig 2). After confocal imaging, the cells were dehy-
drated, contrasted for FIB/SEM and infiltrated with epoxy resin (see Materials andMethods).
After epoxy polymerization, the aclar substrate was peeled off, and immobilized cells remained in
small epoxy blocks protruding upwards from a flat surface (Fig 3A). The separation process of
aclar from cured epoxy was reliable, with no cells remaining attached to the aclar after separation.
Cells of interest in microwells identified by confocal microscopy before embedding could easily
be localized in corresponding protruding epoxy blocks in the FIB/SEM instrument by using the
reference grid that remained visible after transfer to epoxy (Fig 3A). Regions of interest within
single wells were further located by measuring the distance from the well/block edge both on con-
focal images and on secondary electron images. During SEM imaging, a high acceleration voltage
of the electron beam (15kV- 25kV) allowed observation of the shape of the underlying cells due
to increasing electron penetration depth with acceleration voltage (S3 Fig). This further facilitated
a correct placement of the region to be investigated in correlation with the confocal images gath-
ered earlier.

After localization of the exact region of interest, the region was prepared for FIB/SEM
tomography (Fig 3B), and slice and view data was collected (see Materials and Methods). In the
collection of 3D FIB/SEM data, the slice thickness was chosen at 35nm. Each electron micros-
copy image covered an area of about 20 μm x 20 μm, resulting in a pixel size of about 10nm.
Despite the relatively large pixel size resulting from the large field of view, SEM images were of
a quality comparable with TEM images, with sufficient contrast and resolution to discern fea-
tures such as mycobacterium-containing phagosomes, mitochondrial and Golgi cisternae, the
double nuclear membrane and nuclear pore complexes (Fig 3C, see S4 Fig for a more detailed
comparison). Similar features were poorly resolved in cells prepared as a pellet, due to insuffi-
cient penetration of the contrast agent into the block (data not shown). The increase in contrast
for cells prepared as monolayers compared to cells prepared as pellets is likely due to a drastic
decrease in sample thickness for cellular monolayers, resulting in improved contrast agent
penetration.

Volume correlation and 3D reconstruction
As illustrated in Fig 4A, the imaging planes from confocal and FIB/SEM imaging are perpendicu-
lar to each other. A unified coordinate system for both light and electron images was defined by
designating the confocal imaging plane as the x-y plane, and the FIB/SEM tomography imaging
plane as the x-z plane. To overlay the 3D datasets of the cells obtained by confocal microscopy
and FIB/SEM tomography, an alignment procedure based on distinct geometrical features of the
sample (such as well edges) was implemented using Avizo. Briefly, the confocal dataset was first
aligned in the x-y plane to ion beam images acquired simultaneously with the tomography data
during the FIB/SEM tomography experiment (Fig 4B). Further, the relative z-positions were
aligned by identifying the confocal slice at the base of the well from differential interference con-
trast (DIC) image sections of the confocal stack. The first and last images of the SEM image stack
resulting from the FIB/SEM tomography experiment were then aligned to the edges of the
tomography volume swept by the ion images (Fig 4B). Finally, an overview image from the block
face prepared for FIB/SEM tomography was used to overlay the SEM image stack to the ion
images in the x-z plane. In this way, correlation between the SEM stack and confocal microscopy
stack was performed purely on the basis of sample geometry, allowing accurate 2D and 3D corre-
lation and overlays between light and electron microscopy data (Fig 4C).

3Dmodels of anM. avium infected macrophage were created from the image stacks collected
with both confocal and FIB/SEM techniques, using Avizo. To create 3Dmodels from the FIB/
SEM tomography image stack, contours with increased contrast (typically lipid membranes) of
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structures of interest were manually traced on each image of the stack. A surface was gener-
ated from the traced contours by interpolating over the known distance between each image
(i.e. 35 nm in this case) throughout the whole stack (Figs 5A and 6). Clearly resolved mem-
branes were used to determine boundaries and internal structures of organelles, bacteria and
phagosomes. The process of generating surfaces from the FIB/SEM stack is also illustrated in
S1 Video. 3D surfaces were rendered from the confocal image stack was surface rendered by
a threshold algorithm.

Fig 4. Volume correlation procedure.One entire microwell was imaged by light microscopy (DIC and confocal fluorescence microscopy), while one cell at
an edge of the same well was imaged by FIB/SEM tomography. a) Overview SEM image of the well of interest after epoxy embedding, and SEM image of the
region of interest at the corner of the well after preparing the region for FIB/SEM tomography. The images collected during the tomography experiment are in
the x-z plane (yellow square), while the images collected during LM imaging are in the x-y plane, parallel to the well surface (yellow line). Ion images are
collected in the x-y plane before each milling step, where the cross serves as a reference marker enabling each slice to be milled with nanometer precision. b)
Illustration of how the shape of the microwells can be used to place the volume imaged during FIB/SEM tomography correctly within the larger volume
imaged during LM imaging. The ion images are first aligned with the edges of the well as imaged by LM. The perpendicular FIB/SEM tomography images can
then be aligned with the ion images, with the first and the last image overlapping with the edge observed in the first and last ion image. c) After alignment the
two volumes are correlated, and an overlay between fluorescence and EM images can be done in any plane or volume. In the 2D overlay, an xy projection
from the FIB/SEM stack is overlaid on the corresponding fluorescence image, with nuclei displayed in blue and bacteria in red. Scale bars: a: 20μm, c: 5μm.

doi:10.1371/journal.pone.0134644.g004
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Fig 5A and 5B demonstrate corresponding confocal and FIB/SEM 3D volume reconstruc-
tion results of the nucleus and bacteria in anM. avium infected macrophage. The models
derived from confocal and SEM imaging data correspond well in terms of the shape of the
nucleus and the localization of the bacteria, confirming that the system is well suited for per-
forming targeted FIB/SEM studies after selecting cells of interest by confocal imaging. In the
2D overlay displayed in Fig 4C, not all fluorescent areas from the confocal image correspond
precisely to features in the SEM image. However, all features correspond if the datasets are
visualized in 3D as illustrated by the models in Fig 5A and 5B. This highlights the difference in
resolution of the two methods, where the fluorescent signal of one image in the confocal stack
is collected from a much larger volume (optical slice thickness of several hundred nm) than the
signal of one SEM image from the FIB/SEM stack (a few nm).

3D rendered model portray intracellular environment ofM. avium-
infected macrophage at high resolution
The electron image data obtained by FIB/SEM tomography together with corresponding 3D
rendered models allowed further elaboration of the intracellular environment of mycobacteria
in macrophages during an established infection (Fig 6). Reconstruction of the nucleus revealed
that the cell of interest contained two separate nuclei, both pierced by several bifurcated tunnels
(Fig 6A). The trans-nuclear tunnels contained cytoplasmic components such as mitochondria,
strongly suggesting that these structures were not artifacts from sample preparation. The trans-
nuclear tunnels are consistent with earlier descriptions of nucleoplasmic reticula [29, 30].
Nucleoli could be identified as bright regions within both nuclei, and nuclear pores and the
double nuclear membrane could be discerned. Mitochondria showed a large variability in size
and shape, as illustrated by 3D models of selected entities (Fig 6A).

Importantly, mycobacteria were easily identifiable by their strong contrast and distinct
slightly ellipsoid cross-sections, aided by the confocal overlays of the fluorescent bacteria. The
bacteria were often observed in clusters surrounded by phagosomal membranes which were
traced and reconstructed in 3D, discerning neighboring mycobacteria in separate compart-
ments as well as multiple mycobacteria within the same phagosome (Fig 6A). The interconnec-
tion of the phagosomes was only visible after reconstruction in 3D of the SEM images, and
would thus be difficult to confirm in standard TEM experiments on selected thin sections. This
highlights the importance of high-resolution 3D imaging of large volumes for proper charac-
terization of an intracellular environment. Similarly, single images displayed a number of

Fig 5. 3D reconstruction after correlative imaging. a) and b) 3D models of the same cell, reconstructed from a FIB/SEM tomography stack and a confocal
z stack respectively. The nuclei are displayed in blue and mycobacteria in red. The correspondence between the two models is good.

doi:10.1371/journal.pone.0134644.g005
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Fig 6. 3Dmodels. Selected structures were reconstructed in 3D from the image stack obtained during a FIB/SEM tomography experiment. a) Column 1
shows a representative SEM image from the original stack while column two outlines how the segmentation was performed on these images to create the 3D
models shown in column 3. Nuclei are colored in blue, mitochondria in green, a continuous vesicular structure in yellow, bacteria in red and a selected
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seemingly separate vesicles, but these were revealed as a single large tubulovesicular structure
after 3D reconstruction through the complete image stack (Fig 6A). This structure further con-
tained internal vesicles and structures, reminiscent of a multivesicular body or a tubular lyso-
somal compartment. The relation between reconstructed structures could be observed when
3D models of various components were combined, giving a greater understanding of spatial
relations between intracellular compartments (Fig 6B and S1 Video).

Discussion
We report the use of FIB/SEM tomography correlated with confocal fluorescence microscopy
to image primary human macrophages infected with mycobacteria. FIB/SEM tomography
enables imaging of whole cells at an ultra-high resolution and in 3D, while light microscopy
can identify specific fluorescently labelled structures. Correlation of the two techniques allows
to map labelled structures in the broader structural and cellular context offered by FIB/SEM
tomography. Also, since primary human macrophages differ in morphology and the infection
efficiency with mycobacteria varies greatly, the success rate of FIB/SEM tomography in these
experiments could be increased if initial selection of cells of interest is performed at the LM
level. A challenge is that current CLEM systems have been optimized for the use of TEM and
not FIB/SEM applications. FIB/SEM samples need to be contrasted en bloc and embedded in
plastic before imaging, and volumes of interest should be located on a sample edge rather than
on a flat surface. One group has reported on correlative imaging of adherent cells using FIB/
SEM tomography, but the sample geometry was then not taken into account [18].

In order to create a system of optimal geometry for FIB/SEM tomography experiments,
while retaining compatibility with both light and electron microscopy preparation procedures
and imaging, we chose to base our platform on the polymer film aclar. Aclar allows growth and
preparation of adherent cells (such as macrophages) for EM, compatibility with EM-chemicals,
and convenient separation of the substrate from the epoxy-embedded cells after resin curing.
To create a substrate of the desired geometry, we exploited a well-known but little used charac-
teristic of aclar, namely its thermoformability. Bunge et al. used this method to create custom
shaped cell culture dishes already in 1973 [31]. Here, we extended thermoforming into the
micron scale. To create well-defined and durable silicon masters, standard micro fabrication
processes were applied. Once the master was created, a large number of substrates could be
thermomoulded using standard lab equipment. The straight-edged well/block geometry pre-
sented here assures that a large number of cells were located on sample edges, thus drastically
increasing the number of cells readily accessible for FIB/SEM tomography. As the lithographic
patterning of the master is highly versatile, different well/block geometries or reference patterns
are easily within reach. For instance, microblocks with a suitable size and shape for TEM sec-
tioning could be produced.

The aclar substrates supported differentiation and growth of primary human macrophages,
and long-term infection withM. avium. Here the infected cells were imaged with a confocal
microscope after chemical fixation, but as other groups have shown, aclar is also compatible
with live cell imaging and subsequent high-pressure freezing and freeze substitution [28, 32],
with the possibility of preservation of fast temporal events. This would also reduce autofluores-
cence from glutaraldehyde that decreased the quality of confocal images in our experiments
[33]. It should be noted however, that in this work confocal imaging was performed on a large

phagosome in cyan. In row 4, white arrows point to two phagosomal membranes surrounding. Similar membranes were traced to reconstruct the phagosome
enveloping 3 bacteria in the lower right Fig b) 3D model including nuclei, vesicle and bacteria. Scale bars: Nucleus and vesicle: 5μm, Mitochondria and
bacteria/phagosomes: 3μm.

doi:10.1371/journal.pone.0134644.g006
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area (125 μm × 125 μm) to scan a large number of cells for the presence of bacteria. Although
not the focus of this work, fixation and imaging procedures could be optimized for higher reso-
lution fluorescence imaging of single cells if desired, which would presumably enhance the
detail of the resulting overlay data.

In particular, modern developments in superresolution fluorescence imaging has pushed
the resolution of light microscopy towards the realm of electron microscopy. Single molecule
localization techniques such as PALM and STORM have demonstrated 10–20 nm lateral and
axial resolution of labelled proteins [34]. Localization microscopy benefit strongly from correl-
ative imaging approaches, and indeed, several variations of correlative superresolution micros-
copy and electron microscopy have been reported [35, 36]. Superresolution optical microscopy
would contribute to the investigations of the intracellular life ofM. avium bacteria in macro-
phages by providing further details of protein localization and potential interactions. However,
it remains to be investigated if the aclar substrates developed here are suitable for superresolu-
tion imaging.

After EM sample preparation and embedding in epoxy, the convenient reference grid
allowed localization of cells imaged by confocal microscopy in the FIB/SEM instrument. This
allowed both initial screening of interesting cells and later correlation of specific confocal data
with ultrastructural FIB/SEM data. Volume correlation between the datasets collected by con-
focal fluorescence microscopy and FIB/SEM tomography was performed based only on the
geometrical features present in the moulded aclar substrate. In contrast to methods involving
correlation based on biological features or added reference particles [19] the method presented
here allows greater flexibility in terms of sample preparation and labeling. Further, possible
biases introduced by using sample data for both alignment and analysis are avoided.

In our system, the accuracy of the correlation procedure was limited by the accuracy of the
overlay between ion images of the well replica acquired during the tomography experiment,
and DIC images of the edges and base of the aclar well collected in parallel with the confocal
data set. The overlay accuracy could thus be further improved by using smaller, easily identified
patterns at the bottom of the wells or the rest of the substrate, that could be included in the ini-
tial silicon stamp. Optimally, the accuracy of the volume correlation is in the order of the voxel
size of the DIC/confocal data set.

There are also certain inherent limits to the overlay accuracy, imposed by possible changes
to the sample after LM imaging, the limited resolution obtainable by LM and the subjective
interpretation of the limits of a fluorescent signal (e.g. the threshold chosen for 3D reconstruc-
tion). Dehydration has been reported in the literature to cause tissue shrinkage of various
degree [37–39]. Here, a strong fixation protocol was used, which has been shown to result in
minimal shrinkage after dehydration [38]. The percentage of shrinkage of our samples was too
small to assess by measurements on the respective LM and FIB/SEM data. 2D representations
of data overlays from volume techniques will differ from correlative imaging based on thin
slices due to the large difference in signal volume and axial resolution between 3D light and
electron microscopy, reducing the apparent 2D overlay precision. However, full 3D imaging of
comparatively large volumes and overlay of resulting 3D data offer great advantages that in
many cases outweigh the reduced overlay precision of single 2D images from the datasets.

FIB/SEM tomography has been demonstrated on several biological systems [17, 40–46], but
the technique is still new and under development. TEM techniques have had a more wide-
spread use, including important contributions revealing the phagosomal escape of strains of
pathogenic mycobacteria likeM. tuberculosis into the cytosol [11, 15]. TEM is indeed a power-
ful technique, but the third dimension added by FIB/SEM tomography is central for certain
studies. Autophagy is a cellular process of great interest in the context of infection, and intra-
cellular structures such as mitochondria and ER have been confused with autophagosomes on
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thin sections for TEM [47]. Correlation with LM can further improve studies of autophagy and
similar processes where known proteins are involved. Subramaniam and his team used FIB/
SEM tomography to reveal new aspects of the immunological synapse between T-cells and
dendritic cells during HIV infection, and to reveal conduits in HIV-infected macrophages [40,
41]. Similar ultrastructural 3D investigations would be of interest for mycobacterium infec-
tions. FIB/SEM tomography also enables complete identification of the intracellular habitat for
all bacterial colonies, as it is unlikely that all bacteria inside an infected cell are equal [48].

In our investigations, FIB/SEM tomography allowed identification ofM. avium bacteria
localized by fluorescence microscopy, as well as characterization of their intracellular sur-
roundings within host macrophages with nanometer resolution. En bloc staining of macro-
phage monolayers on aclar gave sufficient contrast to observe the detailed cellular
ultrastructure during FIB/SEM tomography experiments, at a resolution comparable to TEM.
In one representative cell, no bacteria were observed without a surrounding phagosomal mem-
brane, and single phagosomes often contained several bacteria. Phagosomal membranes were
closely spaced around bacteria, corresponding well to descriptions ofM. avium-containing
phagosomes observed with TEM [49], and different from the phagosomal escape that has been
demonstrated forM. tuberculosis andM.marinum [14, 15]. In addition to bacteria and phago-
somes, structures such as mitochondria, nuclei and vesicles could be characterized from the
same FIB/SEM image stack. Mitochondria of various shapes could be observed after 3D recon-
struction, and one large tubulovesicular body that was continuous throughout a significant vol-
ume of the cell was identified. The vesicle, which contained additional cellular components,
could be the endocytic recycling compartment or a tubular lysosomal compartment [50], how-
ever this remains to be verified by CLEM using specific labels for this and other compartments.
Interestingly, a clear manifestation of the nucleoplasmic reticulum was apparent after 3D
reconstruction. The nucleoplasmic reticulum has only recently been described, but has never
been observed in primary human macrophages and has not been imaged in 3D at a comparable
resolution [29, 30]. The high resolution and large diversity of observed structures highlights
the power of FIB/SEM tomography when compared to confocal fluorescence microscopy,
where only specifically labeled molecules or organelles are imaged at a more limited resolution.
However, the combination of confocal microscopy and FIB/SEM tomography is even more
beneficial than either of the two alone, as intracellular structures can be identified using specific
labels and stains visible by confocal imaging and thereafter resolved in high-resolution 3D
images along with their surroundings.

In summary, the system developed in the present study constitutes an accessible and easy to
use-platform, suitable for streamlined high resolution FIB/SEM investigation of adherent cells.
The platform also enables reproducible correlative imaging by high resolution, high numerical
aperture confocal fluorescence microscopy and FIB/SEM tomography. Throughout the pro-
cess, cells are maintained in their adherent state, without resorting to potentially destructive
techniques such as scraping or pelleting. Cell growth is performed according to standard proto-
cols, and confocal imaging can be carried out without any modifications to the light micro-
scope. The use of aclar as a growth substrate allows for simple EM sample preparation,
including reliable and quick separation of the substrate from cured epoxy. Not only do the
wells largely simplify the localization of the exact same cell with several microscopy techniques,
but they also constitute a platform that is very advantageous to work with in a FIB/SEM.
Straight edges assure good accessibility to many cells for FIB/SEM tomography, and decrease
the time required for milling before starting the automatic image acquisition. The correlative
imaging platform allowed volume correlation based only on features of the substrate, without
bias from cellular components. It was shown to be very useful for inspection of primary human
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macrophages infected withM. avium, and the method could be similarly applied to detail the
intracellular milieu of any adherent cell in high-resolution 3D.

Materials and Methods

Stamp production
The master for molding Aclar poly(chloro-tri-fluoro)ethylene microwells was made using sili-
con microfabrication processes. The hard mask for etching the wells was patterned using pho-
tolithography, while the reference grid was patterned with electron beam lithography, before a
two-step cryoetching process was performed to transfer the patterns into the silicon wafer.

A p-type<110> silicon wafer was cleaved into 2x2 cm square pieces. SPR700.1 photoresist
(Microchem) was patterned using photolithography with an inversed 100/200 μm well-pattern
in a Carl Suss MA6 mask aligner. A hard mask for etching the wells was deposited by first DC-
sputtering 15 nm aluminum, and then allowing 10% O2 into the chamber for reactive DC-sput-
tering of 15 nm of Al2 O3. The sputtering was performed in an AJA Custom ATC-2200V sput-
ter-coater at 300W and 3 mtorr. Lift-off was performed by sonicating for 5 minutes in
Remover PG (Microchem).

For producing the reference grid, a double-layer of Omnicoat (Microchem) was applied
prior to the SU-8 for simple removal of SU-8 later. A 1 μm SU-8 2 film was patterned by elec-
tron beam lithography using a Hitachi S-4300 FEG-SEMmodified with a Raith Quantum pat-
terning system, with a voltage of 30 kV, a beam current of 500 pA and a dose of 1 μC cm−2,
leading to a total patterning time of only 20 minutes despite the large area. After development,
the exposed areas of Omnicoat were removed by exposure to a 50 W 0.6 mbar oxygen plasma
for 1 minute in a plasma cleaner (Diener Femto).

The reference grid was transferred into the silicon substrate by a highly selective and aniso-
tropic SF6 /O2 cryogenic etch in an Oxford PlasmaLab 180 ICP-RIE. The etch was performed
at −120°C, with 90 sccm SF6, 11.5 sccm O2, an RF platen power of 4W, an ICP power of 750 W
and a process pressure of 7.5 mtorr, which gave an etch rate of about 1.45 μmmin−1. After 2
minutes of etching, the sample was removed and the remaining SU-8 resist was removed by
sonication for 2 minutes in Remover PG at 80°C. The sample was then etched for a further 13
minutes with only the alumina hard mask, defining the wells. The deep silicon etching process
ensured straight vertical well edges, which is optimal for FIB/SEM milling and imaging

Finally, the aluminum/alumina mask was removed by soaking in MF-26A developer
(Microchem) for 2 minutes. The surface was cleaned with a 50 W oxygen plasma for 18s at 0.6
mbar, before the surface was treated with an anti-stick layer of 1H,1H,2H,2H-Perfluorooctyl-
triethoxysilane (Sigma Aldrich) by vapor silanization for 15 minutes.

Thermomoulding of aclar
Aclar poly(chloro-tri-fluoro)ethylene films (7.8 mil, Ted Pella) were cleaned by rinsing in etha-
nol. The silicon master was heated to 230°C on a hot plate, and the aclar film was carefully
placed on top and allowed to conform to the surface. A 2x2 cm piece of a glass microscopy
slide was briefly heated on the hot-plate, and then placed on top. Force was applied on top of
the glass with the blunt end of a pair of tweezers until no air bubbles in the aclar could be
observed. The master, film and glass stack was removed from the hot-plate and allowed to cool
down for 5 minutes, before carefully separating the pieces using a scalpel at the edge. The maxi-
mum durability of the master was not tested, but it still performed consistently after patterning
at least 50 aclar substrates.
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Cell culture and bacterial infection
Moulded aclar films of size 1x1 cm were sterilized in ethanol, air dried in a sterile bench and
placed in 24 well plate flat bottomed culture dishes (Corning Costar) for cell culture.

Human peripheral blood mononuclear cells (PBMCs) were isolated from buffy coats
obtained from the Blood Bank, St Olavs Hospital, Trondheim by density gradient centrifuga-
tion (Lymphoprep; Axis-Shield). The Regional Committees for Medical and Health Research
Ethics at NTNU approved use of PBMCs from healthy adult blood donors after written
informed consent (identification number 2009/2245-2). 2.5 million PBMCs were seeded per
well in a 24-well plate, about 10% of which are monocytes. Monocyte-derived macrophages
were generated from those by plastic adherence to the aclar substrates and maintenance in
RPMI1640 (GIBCO) supplemented with 30% for 6 days (before infection) or 5% (after infec-
tion) of pooled human serum (The Blood Bank).

Transformants of the virulentM. avium clone 104 expressing CFP were used for all infec-
tion experiments, see [8] for details. Single colonies of were picked fromMiddlebrook 7H10
agar plates (Difco/Becton Dickinson) and grown to exponential phase (5 days) in Middlebrook
7H9 medium (Difco/Becton Dickinson) supplemented with glycerol, Tween 80, and albumin
dextrose catalase. Bacteria were washed and sonicated in PBS to ensure single-cell suspensions
before macrophages growing on aclar substrates were infected at a multiplicity of infection of
10. Excess bacteria were removed 4 hours post infection by washing with Hanks Balanced Salt
Solution (Sigma Aldrich) and infected macrophages were left in RPMI/5% pooled human
serum for two more days before examination. On average about 70% of the macrophages in
microwells were infected (n = 100).

Light microscopy
Two days post infection, macrophages were fixed using glutaraldehyde (GA, 50% EM grade,
Chemi-teknik AS) in 0.15M HEPES (Sigma-Aldrich) at pH 7,2. Fixation was performed in two
steps. First double strength fixative (4% GA) preheated to 37°C was added 1:1 directly to the
growth medium of the macrophages. After 20 minutes, the solution was exchanged with nor-
mal strength fixative (2% GA) and fixation continued for 2 hours. After fixation the cells were
washed in 0.3M HEPES. Subsequently fluorescence staining of DNA for nuclear visualization
was performed by adding 2.5 μMDraq5 (AH diagnostics) for 10 minutes at room temperature.
Confocal imaging of fixed cells was performed with a Zeiss LSM 510 Meta, by putting the film
upside down in a glass bottomed dish of thickness 170μm. Cells of interest were protected from
being crushed towards the confocal dish because they grew in wells and were hence lifted up
20 μm from the bottom glass. Using a 63x water objective with numerical aperture 1.2, all cells
were within the accepted working distance of the objective.

FIB/SEM sample preparation
After confocal imaging, samples were postfixed and stained for 4 hours in 1,5% potassiumfer-
rocyanide and 2% osmium tetroxide in 0,1M cacodylate buffer. The samples were then washed
3 times in Milli-Q (MQ) water and left in MQ-water at 4°C over night. The subsequent day,
samples were dehydrated in a graded series of 50%, 70% and 90% ethanol (15min per step on
shaker), before they were en bloc stained in 2% uranyl acetate (UA) in 75% ethanol for 1 hour
and 20 minutes. After staining, the samples were washed three times in 90% ethanol and fur-
ther dehydrated 10 min in 90%, 4x15min in 100% ethanol and 2x15min in acetone. The epoxy
resin used for infiltration was a mixture of 51% LX-112 epoxy resin, 27% DDSA (Dodecenyl
succinic anhydride) and 22% NMA (Nadic methyl anydride), all from LADD Research Indus-
tries. 0.15ml DMP-30 (2,4,6-tris (dimethylaminomethyl) phenol, Chemi-Teknik AS) was
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added to 10ml of mixed epoxy resin just before use. Resin infiltration was performed in three
steps of 45min, 1:2, 1:1 and 2:1 resin:acetone respectively. The samples were then left in fresh
epoxy on a rotator over night. The following day, monolayer embedding was carried out using
epoxy newly mixed with DMP-30 and TEM embedding moulds. The moulds were filled with
resin, and the aclar substrates were placed wells-down on top, resting on the edges of the
embedding moulds. The resin was polymerized at 60°C for 2 days, before the aclar was peeled
off using tweezers. Empty epoxy extending outside the monolayer was cut off using a razor
blade. The epoxy blocks were mounted on aluminum sample stubs using a drop of epoxy that
was cured over night at 60°C. Total curing time thus became 3 days for FIB/SEM samples.
Before imaging, samples were sputter coated twice at different angles with a Cressington sput-
ter coater model 208 HR, each time with a 20 nm thick layer of platinum/palladium.

FIB/SEM imaging
All FIB/SEM experiments were performed with a Helios NanoLab DualBeam FIB/SEM instru-
ment from FEI Company. Cells of interest were localized using the gridded reference system
on the epoxy block, and a protective platinum (Pt) layer of thickness 1 μmwas deposited on
the top face of the volume of interest using the gas injection system (GIS) in the FIB/SEM
instrument. The ion beam was used to induce Pt deposition, at 30kV acceleration voltage and a
current corresponding to a current density of 2.55 pA μm−2. The front face of the relevant well
was then milled with the ion beam at 2.7 nA beam current. To avoid shadow effects and rede-
position of material during imaging, trenches of about 8 μm width were milled on each side of
the cell of interest with an ion beam current of 2.7 nA. The desired position of the trenches
could be accurately localized by measuring distances on the corresponding confocal image of
the well of interest. Finally the front face of the volume of interest was polished with an ion
beam current of 0.9 nA.

FIB/SEM tomography was carried out using the Slice and View G2 software from FEI. The
electron beam acceleration voltage was set to 3kV, the beam current to 0.69 nA, the resolution
to 2048 × 1768 pixels and the dwell time to 10 μs. Images were collected in immersion mode,
using the in-lens detector set to secondary electron detection. A magnification of x6500 was
used for electron imaging. The number of slices was set so that the slice thickness became
35 nm, and the ion beam current was set to 0.9 nA for milling during the experiment. The mill-
ing depth was set to 3.5 μm and the milling material to Si. A protective pad of Pt with a thick-
ness of 0.6 μmwas deposited, before a fiduciary marker was etched with the ion beam. Ion
beam drift correction images were collected with a resolution of 1024 × 884 and a dwell time of
3μs, using the Everhart-Thornley detector in secondary electron mode.

TEM
One sample that was prepared for FIB/SEM as described above, was further processed for TEM
imaging after epoxy embedding. Thin sections of 60 nm were cut using a Leica UC6 Microtome
with a Diatome diamond knife. Sections were picked up on formvar coated Gilder copper slot
grids. Some sections were stained in 4% UA in 50% ethanol for 12 minutes, rinsed in distilled
water then counterstained in 4% lead citrate for 4 minutes, while some were imaged without
further processing. TEM imaging was performed using a Philips Tecnai 12 Microscope.

Data processing
The images collected during the FIB/SEM tomography experiment were first aligned in Fiji
using StackReg or linear stack alignment with SIFT, with the transformation set to translation
[51–53]. Then all images were scaled with a factor of 1.27 in y-direction using a bicubic
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interpolation. This scaling is necessary to obtain a realistic volume rendering, due to the geom-
etry of the beams in the FIB/SEM instrument. Image background was subtracted with a rolling
ball radius of 100 pixels, and the brightness and contrast was adjusted. After this initial process-
ing in Fiji, the image stack was imported into Avizo (Avizo fire v 8.0, FEI Visualization Sciences
Group), with a scale factor of 3.63 in z direction. The z scaling comes from the fact that the
stack was collected with a slice thickness of 35nm, while the width of a pixel in x-y was 9.63nm.
In Avizo, surfaces were rendered by creating labelfields and using the segmentation module.
Structures of interest were traced mostly manually, because no automatic segmentation per-
formed satisfactorily on the large and detailed dataset. Interpolation between slices was applied
when appropriate. After surface generation, the number of surface triangles was reduced, and
surface smoothing was performed with 10 iterations and lambda 0.6.

The z stack images collected with confocal fluorescence microscopy (with DIC overlay)
were adjusted for brightness and contrast in all channels, and a Gaussian blur filter of radius 1
was applied in Fiji to reduce noise. Following this the stack was imported into Avizo, with a
scale factor of 7.25 in z direction (pixel size in x-y was 120nm, while images from the z stack
were collected with a distance of 870nm). Bacteria and nucleus were then surface rendered
using Isosurface Rendering in Avizo, with a threshold of 43.2 and 60.7 respectively.

Images from FIB/SEM tomography and confocal fluorescence microscopy of the same cell
were correlated in Avizo, based on features of the aclar substrate. All relevant images and
stacks (ion image stack taken for drift correction purposes during the slice and view experi-
ment, confocal z-stack, FIB/SEM tomography stack and overview image from the tomogra-
phy surface) were first imported into Avizo with the correct nm/pixel values. The ion images
were aligned using the linear stack alignment with SIFT in Fiji [51, 52] before import, and
the z voxel size was set to 0.00001 upon import to Avizo since these images all originate from
the same plane. The image corresponding to the bottom of the well in the confocal z stack
was identified, and this image was placed at z = 0 in the coordinate system of Avizo. In the 0
plane, the drift correction images were then aligned with this confocal image. As a result, a
connection between electron images and light microscopy images was established, with the
depth of the well correctly placed. The FIB/SEM tomography stack was then placed with the
first image in the plane of the first drift correction image, and the last image in the plane of
the last. The overview image of the tomography surface taken just before the experiment
started was aligned with the first drift correction image, at the correct z and xy position. The
correct xy position of the FIB/SEM tomography stack was then found by overlay of the first
image with the latter. After this procedure, the volume from the FIB/SEM tomography exper-
iment was correctly placed within the confocal z stack volume, and corresponding images in
all planes could be identified.

Supporting Information
S1 Fig. Geometry of the FIB/SEM instrument, and imaging at a flat surface or at a sample
edge. In the Dualbeam instrument from FEI used in this study, the electron beam and the ion
beam are positioned at 52° tilt compared to each other. During FIB/SEM tomography experi-
ments, the ion beam mills off successive slices at a gracing incidence, while the electron beam
images each appearing surface of interest at an angle of 52° compared to the image plane. a) Sit-
uation where the region of interest (red) is at a sample edge, and milling and imaging can be
started immediately. b) The region of interest is in the middle of a flat surface, and a lot of
material needs to be removed before the electron beam can access the whole surface to be
imaged. Even more material needs to be removed to avoid shadow effects, because secondary
electrons emitted close to a trench wall can be absorbed and will never reach the detector.
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Trench milling is often done with high ion beam currents to reduce milling time, but this is
potentially harmful for the sample.
(TIF)

S2 Fig. Quality of the master and the moulding process. The master, aclar and final epoxy
block were characterized by SEM imaging. SEM imaging was performed at a 52° tilt angle in
order to better observe edge profiles. a) SEMmicrograph of a corner of a protruding square on
the silicon master. b) The corresponding well on a patterned aclar substrate. c) SEM micro-
graph displaying the final small epoxy block after embedding. All features are conserved
throughout the moulding process, exemplified by the small notch indicated by the arrow on all
images. After epoxy embedding, the microwell geometry enabled access to a large number of
cells at these straight, vertical sample edges, which greatly facilitated FIB/SEM tomography
when compared to flat monolayers. Scale bar 20 μm.
(TIF)

S3 Fig. SEM imaging at low and high kV. a) and b) are SEMmicrographs collected from the
surface of the same epoxy block containing embedded macrophages. a) SEMmicrograph col-
lected with an acceleration voltage of 3kV. b) SEM micrograph collected with an acceleration
voltage of 15kV. The high acceleration voltage used in in b) allows observing the shape of cells
just below the surface, while 3kV imaging (a) only shows the surface topography of the block.
Scale bar 100μm.
(TIF)

S4 Fig. SEM vs TEM Comparison. Two samples with primary human macrophages grown on
aclar substrates were prepared in parallel, i.e. with identical conditions for cell growth and sam-
ple preparation. One was imaged with SEM during a FIB/SEM tomography experiment (col-
umn 1), while the other was sectioned and imaged with TEM, both without (column 2) and
with additional staining on the thin sections (column 3). Mitochondria and Golgi are shown as
a comparison of the level of detail caught by the two imaging techniques. SEM images all origi-
nate from the same tomography data, meaning detail images are cropped out from a larger
image of 20 μm x 20 μm. The magnification for the TEM images varies. Scale bars row 1: 5μm,
row 2–3: 1μm
(TIF)

S1 Video. Video going through all images from the FIB/SEM tomography image stack (in
the x-z and y-z planes), before the generation of surfaces from the stack is illustrated.
Clearly resolved membranes were used to determine boundaries of the nucleus (blue), a vesicle
(yellow) and bacteria (red).
(MP4)

Acknowledgments
Experiments were performed at NTNU NanoLab and at the Cellular and Molecular Imaging
Core Facility (CMIC), NTNU. We thank Richard Horton from The Lancet for reading through
and commenting on an early version of the manuscript.

Author Contributions
Conceived and designed the experiments: THF ØHMSB KSB. Performed the experiments:
MSB KSB NTS. Analyzed the data: MSB KSB THF ØH PS. Contributed reagents/materials/
analysis tools: PS THF. Wrote the paper: MSB KSB PS THF ØH.

3D Correlative Imaging of Mycobacterium-Infected Cell

PLOS ONE | DOI:10.1371/journal.pone.0134644 September 25, 2015 16 / 19

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0134644.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0134644.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0134644.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0134644.s005


References
1. World Health O. Global tuberculosis report 2013. 2013 978 92 4 156465 6.

2. Griffith DE. Nontuberculous mycobacterial lung disease. Current opinion in infectious diseases. 2010;
23:185–90. doi: 10.1097/QCO.0b013e328336ead6 PMID: 20087178

3. Wagner D, Young LS. Nontuberculous mycobacterial infections: a clinical review. Infection. 2004;
32:257–70. doi: 10.1007/s15010-004-4001-4 PMID: 15624889

4. Andersen P, Doherty TM. The success and failure of BCG—implications for a novel tuberculosis vac-
cine. Nature reviews Microbiology. 2005; 3:656–62. doi: 10.1038/nrmicro1211 PMID: 16012514

5. van Ingen J, Egelund EF, Levin A, Totten SE, Boeree MJ, Mouton JW, et al. The pharmacokinetics and
pharmacodynamics of pulmonary Mycobacterium avium complex disease treatment. American journal
of respiratory and critical care medicine. 2012; 186:559–65. doi: 10.1164/rccm.201204-0682OC PMID:
22744719

6. Russell DG, Mwandumba HC, Rhoades EE. Mycobacterium and the coat of many lipids. The Journal of
cell biology. 2002; 158(3):421–6. PMID: 12147678

7. Via LE, Deretic D, Ulmer RJ, Hibler NS, Huber LA, Deretic V. Arrest of mycobacterial phagosome matu-
ration is caused by a block in vesicle fusion between stages controlled by rab5 and rab7. Journal of Bio-
logical Chemistry. 1997; 272(20):13326–31. PMID: 9148954

8. HalaasØ, Steigedal M, Haug M, Awuh JA, Ryan L, Brech A, et al. Intracellular Mycobacterium avium
intersect transferrin in the Rab11+ recycling endocytic pathway and avoid lipocalin 2 trafficking to the
lysosomal pathway. Journal of Infectious Diseases. 2010; 201(5):783–92. doi: 10.1086/650493 PMID:
20121435

9. Kelley VA, Schorey JS. Mycobacterium's arrest of phagosome maturation in macrophages requires
Rab5 activity and accessibility to iron. Molecular biology of the cell. 2003; 14:3366–77. doi: 10.1091/
mbc.E02-12-0780 PMID: 12925769

10. Gutierrez MG, Master SS, Singh SB, Taylor GA, ColomboMI, Deretic V. Autophagy Is a DefenseMech-
anism Inhibiting BCG andMycobacterium tuberculosis Survival in Infected Macrophages. Cell. 2004;
119(6):753–66. PMID: 15607973

11. Houben D, Demangel C, van Ingen J, Perez J, Baldeón L, Abdallah AM, et al. ESX-1-mediated translo-
cation to the cytosol controls virulence of mycobacteria. Cellular microbiology. 2012; 14(8):1287–98.
doi: 10.1111/j.1462-5822.2012.01799.x PMID: 22524898

12. Jo E- K, Yuk J- M, Shin D- M, Sasakawa C. Roles of autophagy in elimination of intracellular bacterial
pathogens. Frontiers in immunology. 2013; 4:97-. doi: 10.3389/fimmu.2013.00097 PMID: 23653625

13. Smith J, Manoranjan J, Pan M, Bohsali A, Xu J, Liu J, et al. Evidence for pore formation in host cell
membranes by ESX-1-secreted ESAT-6 and its role in Mycobacteriummarinum escape from the vacu-
ole. Infection and immunity. 2008; 76(12):5478–87. doi: 10.1128/IAI.00614-08 PMID: 18852239

14. Stamm LM, Morisaki JH, Gao LY, Jeng RL, McDonald KL, Roth R, et al. Mycobacteriummarinum
escapes from phagosomes and is propelled by actin-based motility. J Exp Med. 2003; 198(9):1361–8.
doi: 10.1084/jem.20031072 PMID: 14597736; PubMed Central PMCID: PMC2194249.

15. van der Wel N, Hava D, Houben D, Fluitsma D, van Zon M, Pierson J, et al. M. tuberculosis and M.
leprae Translocate from the Phagolysosome to the Cytosol in Myeloid Cells. Cell. 2007; 129(7):1287–
98. PMID: 17604718

16. Watson RO, Manzanillo PS, Cox JS. ExtracellularM. tuberculosis DNA Targets Bacteria for Autophagy
by Activating the Host DNA-Sensing Pathway. Cell. 2012; 150(4):803–15. doi: 10.1016/j.cell.2012.06.
040 PMID: 22901810

17. Armer HEJ, Mariggi G, Png KMY, Genoud C, Monteith AG, Bushby AJ, et al. Imaging transient blood
vessel fusion events in zebrafish by correlative volume electron microscopy. PLoS One. 2009; 4(11):
e7716-e.

18. Jiménez N, Van Donselaar EG, DeWinter DAM, Vocking K, Verkleij AJ, Post JA. Gridded Aclar: prepa-
ration methods and use for correlative light and electron microscopy of cell monolayers, by TEM and
FIB—SEM. Journal of Microscopy. 2010; 237(2):208–20. doi: 10.1111/j.1365-2818.2009.03329.x
PMID: 20096051

19. Murphy GE, Narayan K, Lowekamp BC, Hartnell LM, Heymann JAW, Fu J, et al. Correlative 3D imag-
ing of whole mammalian cells with light and electron microscopy. Journal of Structural Biology. 2011;
176:268–78. doi: 10.1016/j.jsb.2011.08.013 PMID: 21907806

20. Narayan K, Danielson CM, Lagarec K, Lowekamp BC, Coffman P, Laquerre A, et al. Multi-resolution
correlative focused ion beam scanning electron microscopy: applications to cell biology. J Struct Biol.
2014; 185(3):278–84. doi: 10.1016/j.jsb.2013.11.008 PMID: 24300554; PubMed Central PMCID:
PMC3943650.

3D Correlative Imaging of Mycobacterium-Infected Cell

PLOS ONE | DOI:10.1371/journal.pone.0134644 September 25, 2015 17 / 19

http://dx.doi.org/10.1097/QCO.0b013e328336ead6
http://www.ncbi.nlm.nih.gov/pubmed/20087178
http://dx.doi.org/10.1007/s15010-004-4001-4
http://www.ncbi.nlm.nih.gov/pubmed/15624889
http://dx.doi.org/10.1038/nrmicro1211
http://www.ncbi.nlm.nih.gov/pubmed/16012514
http://dx.doi.org/10.1164/rccm.201204-0682OC
http://www.ncbi.nlm.nih.gov/pubmed/22744719
http://www.ncbi.nlm.nih.gov/pubmed/12147678
http://www.ncbi.nlm.nih.gov/pubmed/9148954
http://dx.doi.org/10.1086/650493
http://www.ncbi.nlm.nih.gov/pubmed/20121435
http://dx.doi.org/10.1091/mbc.E02-12-0780
http://dx.doi.org/10.1091/mbc.E02-12-0780
http://www.ncbi.nlm.nih.gov/pubmed/12925769
http://www.ncbi.nlm.nih.gov/pubmed/15607973
http://dx.doi.org/10.1111/j.1462-5822.2012.01799.x
http://www.ncbi.nlm.nih.gov/pubmed/22524898
http://dx.doi.org/10.3389/fimmu.2013.00097
http://www.ncbi.nlm.nih.gov/pubmed/23653625
http://dx.doi.org/10.1128/IAI.00614-08
http://www.ncbi.nlm.nih.gov/pubmed/18852239
http://dx.doi.org/10.1084/jem.20031072
http://www.ncbi.nlm.nih.gov/pubmed/14597736
http://www.ncbi.nlm.nih.gov/pubmed/17604718
http://dx.doi.org/10.1016/j.cell.2012.06.040
http://dx.doi.org/10.1016/j.cell.2012.06.040
http://www.ncbi.nlm.nih.gov/pubmed/22901810
http://dx.doi.org/10.1111/j.1365-2818.2009.03329.x
http://www.ncbi.nlm.nih.gov/pubmed/20096051
http://dx.doi.org/10.1016/j.jsb.2011.08.013
http://www.ncbi.nlm.nih.gov/pubmed/21907806
http://dx.doi.org/10.1016/j.jsb.2013.11.008
http://www.ncbi.nlm.nih.gov/pubmed/24300554


21. Agronskaia AV, Valentijn JA, van Driel LF, Schneijdenberg CTWM, Humbel BM, van Bergen en Hene-
gouwen PMP, et al. Integrated fluorescence and transmission electron microscopy. Journal of Struc-
tural Biology. 2008; 164:183–9. doi: 10.1016/j.jsb.2008.07.003 PMID: 18664385

22. Kukulski W, Schorb M, Welsch S, Picco A, Kaksonen M, Briggs JAG. Correlated fluorescence and 3D
electron microscopy with high sensitivity and spatial precision. The Journal of cell biology. 2011;
192:111–9. doi: 10.1083/jcb.201009037 PMID: 21200030

23. Sartori A, Gatz R, Beck F, Rigort A, Baumeister W, Plitzko JM. Correlative microscopy: bridging the gap
between fluorescence light microscopy and cryo-electron tomography. J Struct Biol. 2007; 160(2):135–
45. doi: 10.1016/j.jsb.2007.07.011 PMID: 17884579.

24. Schwarz H, Humbel BM. Correlative light and electron microscopy using immunolabeled resin sections.
Methods in molecular biology. 2007; 369:229–56. doi: 10.1007/978-1-59745-294-6_12 PMID:
17656754.

25. van Rijnsoever C, Oorschot V, Klumperman J. Correlative light-electron microscopy (CLEM) combining
live-cell imaging and immunolabeling of ultrathin cryosections. Nat Methods. 2008; 5(11):973–80. doi:
10.1038/nmeth.1263 PMID: 18974735.

26. Bushby AJ, P'ng KMY, Young RD, Pinali C, Knupp C, Quantock AJ. Imaging three-dimensional tissue
architectures by focused ion beam scanning electron microscopy. Nat Protoc. 2011; 6(6):845–58. doi:
10.1038/nprot.2011.332 PMID: WOS:000291218300011.

27. Kingsley RE, Cole NL. Preparation of cultured mammalian cells for transmission and scanning electron
microscopy using Aclar film. Journal of electron microscopy technique. 1988; 10:77–85. doi: 10.1002/
jemt.1060100110 PMID: 3193245

28. Spiegelhalter C, Tosch V, Hentsch D, Koch M, Kessler P, Schwab Y, et al. From dynamic live cell imag-
ing to 3D ultrastructure: novel integrated methods for high pressure freezing and correlative light-elec-
tron microscopy. PloS one. 2010; 5:e9014-e.

29. Fricker M, Hollinshead M, White N, Vaux D. Interphase nuclei of many mammalian cell types contain
deep, dynamic, tubular membrane-bound invaginations of the nuclear envelope. The Journal of cell
biology. 1997; 136:531–44. doi: 10.1083/jcb.136.3.531 PMID: 9024685

30. Malhas A, Goulbourne C, Vaux DJ. The nucleoplasmic reticulum: form and function. Trends in cell biol-
ogy. 2011; 21(6):362–73. doi: 10.1016/j.tcb.2011.03.008 PMID: 21514163.

31. Bunge RP, Wood P. Studies on the transplantation of spinal cord tissue in the rat. I. The development
of a culture system for hemisections of embryonic spinal cord. Brain Research. 1973; 57(2):261–76.
doi: 10.1016/0006-8993(73)90135-2 PMID: 4722055

32. Jiménez N, Humbel BM, van Donselaar E, Verkleij AJ, Burger KNJ. Aclar discs: a versatile substrate
for routine high-pressure freezing of mammalian cell monolayers. Journal of microscopy. 2006;
221:216–23. doi: 10.1111/j.1365-2818.2006.01558.x PMID: 16551282

33. Collins JS, Goldsmith TH. Spectral properties of fluorescence induced by glutaraldehyde fixation. The
journal of histochemistry and cytochemistry: official journal of the Histochemistry Society. 1981; 29
(3):411–4. PMID: 6787116.

34. Hell SW. Far-field optical nanoscopy. Science. 2007; 316(5828):1153–8. doi: 10.1126/science.
1137395 PMID: 17525330.

35. Kopek BG, Shtengel G, Xu CS, Clayton DA, Hess HF. Correlative 3D superresolution fluorescence and
electron microscopy reveal the relationship of mitochondrial nucleoids to membranes. 2012. p. 6136–
41.

36. Watanabe S, Punge A, Hollopeter G, Willig KI, Hobson RJ, Davis MW, et al. Protein localization in elec-
tron micrographs using fluorescence nanoscopy. Nature methods. 2011; 8:80–4. doi: 10.1038/nmeth.
1537 PMID: 21102453

37. Glauert AM, Lewis PR. Biological specimen preparation for transmission electron microscopy. Prince-
ton, N.J.: Princeton University Press; 1998. xxi, 326 p. p.

38. Gusnard D, Kirschner RH. Cell and organelle shrinkage during preparation for scanning electron
microscopy: effects of fixation, dehydration and critical point drying. J Microsc. 1977; 110(1):51–7.
PMID: 409847.

39. Mollenhauer HH. Artifacts caused by dehydration and epoxy embedding in transmission electron
microscopy. Microsc Res Tech. 1993; 26(6):496–512. doi: 10.1002/jemt.1070260604 PMID: 8305727.

40. Bennett AE, Narayan K, Shi D, Hartnell LM, Gousset K, He H, et al. Ion-abrasion scanning electron
microscopy reveals surface-connected tubular conduits in HIV-infected macrophages. PLoS Pathog.
2009; 5(9):e1000591-e.

41. Felts RL, Narayan K, Estes JD, Shi D, Trubey CM, Fu J, et al. 3D visualization of HIV transfer at the viro-
logical synapse between dendritic cells and T cells. Proceedings of the National Academy of Sciences.
2010; 107(30):13336–41.

3D Correlative Imaging of Mycobacterium-Infected Cell

PLOS ONE | DOI:10.1371/journal.pone.0134644 September 25, 2015 18 / 19

http://dx.doi.org/10.1016/j.jsb.2008.07.003
http://www.ncbi.nlm.nih.gov/pubmed/18664385
http://dx.doi.org/10.1083/jcb.201009037
http://www.ncbi.nlm.nih.gov/pubmed/21200030
http://dx.doi.org/10.1016/j.jsb.2007.07.011
http://www.ncbi.nlm.nih.gov/pubmed/17884579
http://dx.doi.org/10.1007/978-1-59745-294-6_12
http://www.ncbi.nlm.nih.gov/pubmed/17656754
http://dx.doi.org/10.1038/nmeth.1263
http://www.ncbi.nlm.nih.gov/pubmed/18974735
http://dx.doi.org/10.1038/nprot.2011.332
http://www.ncbi.nlm.nih.gov/pubmed/WOS:000291218300011
http://dx.doi.org/10.1002/jemt.1060100110
http://dx.doi.org/10.1002/jemt.1060100110
http://www.ncbi.nlm.nih.gov/pubmed/3193245
http://dx.doi.org/10.1083/jcb.136.3.531
http://www.ncbi.nlm.nih.gov/pubmed/9024685
http://dx.doi.org/10.1016/j.tcb.2011.03.008
http://www.ncbi.nlm.nih.gov/pubmed/21514163
http://dx.doi.org/10.1016/0006-8993(73)90135-2
http://www.ncbi.nlm.nih.gov/pubmed/4722055
http://dx.doi.org/10.1111/j.1365-2818.2006.01558.x
http://www.ncbi.nlm.nih.gov/pubmed/16551282
http://www.ncbi.nlm.nih.gov/pubmed/6787116
http://dx.doi.org/10.1126/science.1137395
http://dx.doi.org/10.1126/science.1137395
http://www.ncbi.nlm.nih.gov/pubmed/17525330
http://dx.doi.org/10.1038/nmeth.1537
http://dx.doi.org/10.1038/nmeth.1537
http://www.ncbi.nlm.nih.gov/pubmed/21102453
http://www.ncbi.nlm.nih.gov/pubmed/409847
http://dx.doi.org/10.1002/jemt.1070260604
http://www.ncbi.nlm.nih.gov/pubmed/8305727


42. Heymann JAW, Hayles M, Gestmann I, Giannuzzi LA, Lich B, Subramaniam S. Site-specific 3D imag-
ing of cells and tissues with a dual beammicroscope. J Struct Biol. 2006; 155(1):63–73. doi: 10.1016/j.
jsb.2006.03.006 PMID: 16713294

43. Knott G, Marchman H, Wall D, Lich B. Serial section scanning electron microscopy of adult brain tissue
using focused ion beammilling. J Neurosci. 2008; 28(12):2959–64. doi: 10.1523/JNEUROSCI.3189-
07.2008 PMID: 18353998

44. Merchán-Pérez A, Rodriguez JR, Alonso-Nanclares L, Schertel A, DeFelipe J. Counting synapses
using FIB/SEMmicroscopy: a true revolution for ultrastructural volume reconstruction. Frontiers in neu-
roanatomy. 2009; 3.

45. Wei D, Jacobs S, Modla S, Zhang S, Young CL, Cirino R, et al. High-resolution three-dimensional
reconstruction of a whole yeast cell using focused-ion beam scanning electron microscopy. BioTechni-
ques. 2012; 53:41–8. doi: 10.2144/000113850 PMID: 22780318

46. Winter DA, De M, Schneijdenberg C, Lebbink MN, Lich B, Verkleij AJ, et al. Tomography of insulating
biological and geological materials using focused ion beam (FIB) sectioning and low-kV BSE imaging.
Journal of microscopy. 2009; 233(3):372–83. doi: 10.1111/j.1365-2818.2009.03139.x PMID: 19250458

47. Klionsky DJ, Abdalla FC, Abeliovich H, Abraham RT, Acevedo-Arozena A, Adeli K, et al. Guidelines for
the use and interpretation of assays for monitoring autophagy. Autophagy. 2012; 8(4):445–544. PMID:
22966490; PubMed Central PMCID: PMC3404883.

48. Hosseini R, Lamers GE, Hodzic Z, Meijer AH, Schaaf MJ, Spaink HP. Correlative light and electron
microscopy imaging of autophagy in a zebrafish infection model. Autophagy. 2014; 10(10):1844–57.
doi: 10.4161/auto.29992 PMID: 25126731; PubMed Central PMCID: PMC4198367.

49. de Chastellier C, Thilo L. Cholesterol depletion in Mycobacterium avium-infected macrophages over-
comes the block in phagosome maturation and leads to the reversible sequestration of viable mycobac-
teria in phagolysosome-derived autophagic vacuoles. Cellular Microbiology. 2006; 8:242–56. doi: 10.
1111/j.1462-5822.2005.00617.x PMID: 16441435

50. Gruenberg J, Stenmark H. The biogenesis of multivesicular endosomes. Nat Rev Mol Cell Biol. 2004; 5
(4):317–23. doi: 10.1038/nrm1360 PMID: 15071556.

51. Lowe DG. Distinctive image features from scale-invariant keypoints. Int J Comput Vision. 2004; 60
(2):91–110. doi: 10.1023/B:Visi.0000029664.99615.94 PMID: WOS:000222967700001.

52. Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch T, et al. Fiji: an open-source
platform for biological-image analysis. Nat Methods. 2012; 9(7):676–82. doi: 10.1038/nmeth.2019
PMID: 22743772; PubMed Central PMCID: PMC3855844.

53. Thevenaz P, Ruttimann UE, Unser M. A pyramid approach to subpixel registration based on intensity.
IEEE transactions on image processing: a publication of the IEEE Signal Processing Society. 1998; 7
(1):27–41. doi: 10.1109/83.650848 PMID: 18267377.

3D Correlative Imaging of Mycobacterium-Infected Cell

PLOS ONE | DOI:10.1371/journal.pone.0134644 September 25, 2015 19 / 19

http://dx.doi.org/10.1016/j.jsb.2006.03.006
http://dx.doi.org/10.1016/j.jsb.2006.03.006
http://www.ncbi.nlm.nih.gov/pubmed/16713294
http://dx.doi.org/10.1523/JNEUROSCI.3189-07.2008
http://dx.doi.org/10.1523/JNEUROSCI.3189-07.2008
http://www.ncbi.nlm.nih.gov/pubmed/18353998
http://dx.doi.org/10.2144/000113850
http://www.ncbi.nlm.nih.gov/pubmed/22780318
http://dx.doi.org/10.1111/j.1365-2818.2009.03139.x
http://www.ncbi.nlm.nih.gov/pubmed/19250458
http://www.ncbi.nlm.nih.gov/pubmed/22966490
http://dx.doi.org/10.4161/auto.29992
http://www.ncbi.nlm.nih.gov/pubmed/25126731
http://dx.doi.org/10.1111/j.1462-5822.2005.00617.x
http://dx.doi.org/10.1111/j.1462-5822.2005.00617.x
http://www.ncbi.nlm.nih.gov/pubmed/16441435
http://dx.doi.org/10.1038/nrm1360
http://www.ncbi.nlm.nih.gov/pubmed/15071556
http://dx.doi.org/10.1023/B:Visi.0000029664.99615.94
http://www.ncbi.nlm.nih.gov/pubmed/WOS:000222967700001
http://dx.doi.org/10.1038/nmeth.2019
http://www.ncbi.nlm.nih.gov/pubmed/22743772
http://dx.doi.org/10.1109/83.650848
http://www.ncbi.nlm.nih.gov/pubmed/18267377

