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N-glycan mediated adhesion
strengthening during pathogenreceptor binding revealed by cellcell force spectroscopy
Joost te Riet 1,3, Ben Joosten2, Inge Reinieren-Beeren1, Carl G. Figdor1 &
Alessandra Cambi 2
Glycan-protein lateral interactions have gained increased attention as important modulators of
receptor function, by regulating surface residence time and endocytosis of membrane glycoproteins.
The pathogen-recognition receptor DC-SIGN is highly expressed at the membrane of antigenpresenting dendritic cells, where it is organized in nanoclusters and binds to different viruses, bacteria
and fungi. We recently demonstrated that DC-SIGN N-glycans spatially restrict receptor diffusion within
the plasma membrane, favoring its internalization through clathrin-coated pits. Here, we investigated
the involvement of the N-glycans of DC-SIGN expressing cells on pathogen binding strengthening
when interacting with Candida fungal cells by using atomic force microscope (AFM)-assisted single
cell-pathogen adhesion measurements. The use of DC-SIGN mutants lacking the N-glycans as well as
blocking glycan-mediated lateral interactions strongly impaired cell stiffening during pathogen binding.
Our findings demonstrate for the first time the direct involvement of the cell membrane glycans in
strengthening cell-pathogen interactions. This study, therefore, puts forward a possible role for the
glycocalyx as extracellular cytoskeleton contributing, possibly in connection with the intracellular actin
cytoskeleton, to optimize strengthening of cell-pathogen interactions in the presence of mechanical
forces.
Understanding how the plasma membrane composition and its spatial organization control receptor function
is an area of intense investigation. Nanoscale clustering, localization within specific membrane lipid domains,
anchoring to cortical actin structures and lateral mobility patterns have been shown to modulate the function of membrane receptors including integrins1–3, growth factor receptors4, 5, immune receptors6–8, as well as
pathogen-recognition receptors (PRRs)9–11. Glycosylation of plasma membrane proteins is known to increase
their residence time at the plasma membrane, facilitate cell-cell adhesion through lectin-glycan interactions, and
regulate endocytosis of receptors such as EGFR or CD4412, 13. If in the latter case, lateral interactions between
plasma membrane proteins within the glycan-protein layer of a cell, i.e. glycocalyx, also play a role in regulating
adhesion is still mainly unknown.
Dendritic Cell-Specific ICAM-3-Grabbing Non-Integrin (DC-SIGN; CD209) is a type II plasma membrane
PRR abundantly expressed in antigen-presenting cells such as dendritic cells (DCs) and activated macrophages14, 15.
As member of the C-type Lectin Receptor (CLR) family, DC-SIGN binds a plethora of pathogens, ranging from
viruses like HIV-116, ebola virus17, and hepatitis C virus18, to larger pathogens like Mycobacterium tuberculosis19
and Candida albicans20. DC-SIGN directly binds glycan structures exposed at the pathogen surface. Structurally,
DC-SIGN is a tetramer, with each monomer having a long extracellular part composed by a carbohydrate recognition domain (CRD), a 7.5 tandem repeat of 23 amino acids forming the neck region, and a transmembrane part
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Figure 1. Structure and membrane nanoscale organization of DC-SIGN. (A) DC-SIGN is type-II C-type lectin
(N-terminus is intracellular) that has an extracellular Carbohydrate Recognition Domain (CRD), a region of
7.5 amino acid repeats, preceded by a site for N-glycosylation (amino acid N80), a transmembrane region and a
short cytoplasmic tail. In this study, besides the wild-type, several mutants of DC-SIGN were used: DC-SIGNΔCRD, which lacks the ligand binding domain; DC-SIGN-N80A, which carries a point mutation that abolish
N-glycosylation; and DC-SIGN-ΔRep, which only lacks the repeat region25. (B) Except for DC-SIGN-ΔRep, all
the other variants can form tetramers and organize in small nanoclusters within the plasma membrane10.

followed by a cytoplasmic tail containing a recycling and internalization motif (Fig. 1)21, 22. The neck region (i.e.
repeat region) of DC-SIGN is responsible for its tetramerization23 enabling the clustering of CRDs to present multiple binding sites and increasing the interaction strength with specific ligands24. In addition, DC-SIGN harbors
a glycosylation motif at the membrane proximal part of the repeat region, with the Asn80 residue undergoing
N-glycosylation25. Moreover, DC-SIGN forms nanoclusters at the cell membrane (Fig. 1), which are crucial for
virus binding9, 26, 27. Similarly, DC-SIGN nanocluster formation and/or stability do not require interactions with
the cortical cytoskeleton or association with tetraspanins28. We recently showed that impaired N-glycosylation
of DC-SIGN significantly altered the lateral mobility pattern and ultimately the capacity of the receptor to follow
clathrin-mediated endocytosis29. Considering the importance of lateral mobility for receptor-ligand interactions,
we hypothesize a role of plasma membrane glycans in regulating the adhesion strength between receptors and
pathogen.
Adhesive interactions between cells, including immune cells and pathogens, mostly occur in a dynamic environment caused by, for example, flowing body fluids, and thus bonds will experience mechanical loading. Cell
adhesion can be regulated by mechanisms such as (i) up- or down-regulation of the surface expression of cell
adhesion molecules (CAMs), (ii) changing affinity of the CAM, or (iii) clustering of CAMs30. The latter two can
be influenced by interactions of the cytoplasmic part of the CAM with the underlying actin cytoskeleton7, 31.
Since adhesion is not a static process, though dynamic, experimental methods probing adhesive interactions
between single cells might provide detailed insight into the complexity of adhesion regulation. A very promising
technique to explore this is atomic force microscopy (AFM)-assisted single-cell force spectroscopy (SCFS)32, 33
that can probe the interaction between a cell and isolated CAMs33–36 or extracellular matrix proteins37–39, between
cells40–42, and between cell and pathogen43–45. Moreover, hybrid AFM-light microscopy allows manipulating cells
with submicron accuracy while monitoring cellular responses and allows measuring interactions forces up to the
single-molecule level. AFM-assisted SCFS with a single C. albicans fungal cell on an AFM cantilever allowed us to
study the recognition strength of DC-SIGN under mechanical load showing that DC-SIGN specifically discriminates between carbohydrate moieties in the cell wall of the fungus Candida albicans that have similar chemical
composition but slightly different structures34. Infections caused by Candida are the main cause of mortality due
to invasive mycotic diseases for severely immunocompromised patients20, 46, 47. Studies on the initial binding of
different Candida species (e.g., C. albicans, C. paropsilosis, and C. dubliniensis) with DCs showed that DC-SIGN
as well as the macrophage mannose receptor (MMR; CD206) are involved with the detection of fungal Candida
cells20, 47.
In this study, we used cell-cell force spectroscopy (CCFS) to investigate the involvement of the glycocalyx
of DC-SIGN expressing cells on pathogen binding strengthening when interacting with single Candida fungal cells. We show that N-glycosylation of DC-SIGN plays a previously unidentified role in strengthening
DC-SIGN-pathogen binding by providing an additional layer of glycan-mediated lateral interactions between
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DC-SIGN and other plasma membrane constituents. This most likely results in cross-linking of DC-SIGN to
transmembrane glycoproteins that are stably associated with the cortical actin cytoskeleton. This is the first
report to our knowledge that documents the direct involvement of the cell membrane glycans in strengthening
cell-pathogen binding interactions. Understanding how the plasma membrane nano-environment contributes
to the regulation of receptor function will provide novel insights that are relevant for both membrane biologists
and immunologists.

Results

AFM force spectroscopy to quantify cell-pathogen interaction strength. Our recent AFM studies revealed the interaction affinity between C. albicans cells and recombinant single DC-SIGN molecules34. To
determine the recognition strength of DC-SIGN-mediated pathogen-immune cell interactions at the cell-cell
level, we applied AFM-assisted cell-cell force spectroscopy (CCFS)32, 40. Therefore, an intact C. albicans cell was
immobilized underneath the apex of a concanavalin A (ConA)-functionalized tip-less AFM cantilever and subsequently brought into contact with a flat part of a single immature dendritic cell (imDC) attached to a glass
coverslip (Fig. 2A). Both MMR and DC-SIGN are known to specifically bind glycan structures in the cell wall
of Candida albicans20, 47. A combined brightfield-AFM microscope was used to position the C. albicans cell over
the imDC and subsequent to bring them into contact, all with submicron accuracy (Fig. 2B and Suppl. Movie 1).
The interaction strength between imDC and C. albicans was measured by quantifying the work and maximum
detachment force Fmax from single force-distance (FD)-curves (Fig. 2C). Many imDC-Candida interactions were
measured in medium leading to an average Fmax (Fig. 2D) and work (Fig. 2E). To take donor-dependent heterogeneity of CLR expressions levels into account, we normalized results of different imDCs for which detachment
forces varied between ~1–4 nN under unblocked conditions. To test for specificity of the interactions, 150 µg/ml
soluble CA-mannan was added 20 min in situ to the cells to block DC-SIGN binding47 and interactions between
C. albicans and the same imDCs were probed again. After blocking with soluble CA-mannan, both Fmax and work
are reduced (Fig. 2D,E). To distinguish between the contribution of DC-SIGN and MMR receptors on imDCs
that bind C. albicans, interactions were specifically blocked with 30 µg/ml anti-DC-SIGN antibody (AZN-D1),
30 mM mannose to block MMR, or a combination of both. To note, these concentrations have been shown to be
saturating in previous experiments20, 47. In presence of these inhibitors, FD-curves clearly show less work and
lower Fmax (Fig. 2C). Residual interactions after blocking might be due to suboptimal blocking efficiency and
some weak a-specific interactions. When specifically looking at the work, we observe that under mechanical load
DC-SIGN and MMR equally contribute to binding C. albicans (Fig. 2E). Under steady conditions such as measured with flow cytometry, however, MMR seems to be the main contributor to binding (Fig. 2F). In accordance
with this, inspection of the detachment force Fmax also reflects a stronger effect of MMR, which can be explained
by a stronger association rate or a higher expression level of the MMR with respect to DC-SIGN.
Discrete rupture steps in the FD-curves (arrows; see Fig. 2C) represent the unbinding of single or multiple
receptor-ligand bonds that are disrupted upon detachment of the C. albicans from the imDC. Figure 2G shows
the analysis of rupture forces before and after blocking DC-SIGN, MMR or both. Rupture forces measured on
imDCs in medium conditions show a maximum peak around 110 pN, whereas imDCs blocked for DC-SIGN
or MMR show a maximum peak in rupture forces around 130 pN and 105 pN, respectively. Note that when we
normalize to the amount of rupture steps per FD curve we see that steps under blocked conditions are much less
abundant in FD-curves (Fig. 2G; dotted lines). When both DC-SIGN and MMR are blocked the maximum peak
in the rupture forces shifts to 80 pN. These rupture events most likely originate from unspecific binding events
with lower affinity. With similar reasoning and having observed that MMR has a stronger effect on the Fmax, we
would expect that MMR-C. albicans bonds are slightly stronger than DC-SIGN-C. albicans bonds; we indeed find
rupture forces of 130 versus 105 pN for MMR and DC-SIGN, respectively. Knowing that the detachment force
is in the order of 1–4 nN, only tens to hundreds of individual specific bonds are formed between the cell and C.
albicans.
In summary, by AFM-assisted CCFS we show that both DC-SIGN and MMR are main players in the binding
to C. albicans with slightly different contributions to the capturing strength under mechanical load. Moreover,
these results demonstrate the usefulness of AFM-assisted CCFS to obtain a better insight into the dynamic binding of pathogen and receptor.
The various domains in the molecular structure of DC-SIGN differently influence the binding
strength to Candida albicans. To be able to study the recognition of C. albicans by DC-SIGN without

interference of MMR and with more expression homogeneity in the cell populations, CHO cells were stably
transfected with DC-SIGN wild-type (DC-SIGN-WT) as we previously reported10, 48. Ensemble binding studies by flow cytometry of CHO-DC-SIGN-WT cells with C. albicans show the specific binding of C. albicans by
DC-SIGN through blocking by an anti-DC-SIGN antibody or by addition of the Ca2+ and Mg2+ chelator EDTA
(Fig. 3A). To study the recognition of C. albicans by DC-SIGN-WT at the single cell level, we used CCFS (Fig. 3B
and Suppl. Movie 2), with a single C. albicans cell immobilized on the cantilever and brought it into contact for
10 seconds with different CHO cells expressing DC-SIGN-WT (Fig. 3C). Figure 3D shows that after blocking with
anti-DC-SIGN, FD-curves have a lower interaction strength (Fmax and work) and are more similar to FD-curves
of parental CHO cells as expected, confirming the applicability of CCFS also in the CHO-DC-SIGN cell system.
Different domains and glycosylation in the molecular structure of DC-SIGN might influence binding to C.
albicans. To study this, different mutants of DC-SIGN were expressed in CHO cells. Next to DC-SIGN-WT,
three mutants were generated: one lacking the CRD domain (DC-SIGN-ΔCRD), one lacking the repeat region
(DC-SIGN-ΔRep), and one lacking the single N-glycosylation site at amino acid N80, which is mutated to alanine (DC-SIGN-N80A). Cell surface expression of all these constructs was overall the same as confirmed by
flow cytometry (Suppl. Fig. S1). Flow cytometry binding studies of these CHO-DC-SIGN cells with C. albicans
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Figure 2. Both DC-SIGN and MMR contribute to the recognition strength of C. albicans by immature
dendritic cells (imDC). (A) Schematic set-up showing a single C. albicans cell immobilized on a tip-less AFM
cantilever interacting with an imDC expressing different C-type lectins such as DC-SIGN and MMR. (B)
Example brightfield image that shows how a C. albicans cell on the tip (indicating by dashed white ellipse)
interacts with different imDCs. The positions at which the C. albicans is brought into contact for 10 seconds
with three imDCs are indicated by asterisks. (C) Example FD-curves of C. albicans - imDC interactions are
shown of without (medium control) and with specifically blocking DC-SIGN and MMR (with 30 µg/ml antiDC-SIGN and 30 mM mannose for 30 minutes). In FD-curves the work and Fmax are measured such as indicated
by the shaded area and depth of the curve, respectively. The zoom shows single membrane tether rupture steps
(arrows). (D,E) The relative detachment force (D) and work (E) needed to detach an C. albicans cell from the
imDC before and after blocking by CA-mannan, anti-DC-SIGN, mannose, or a combination of mannose and
the antibody (N ≥ 3 independent experiments; N ≥ 20 cells; N≥ 20 FD-curves per condition). Significance
levels by Mann-Whitney (n.s. = not significant; *p < 0.05; **p < 0.01; ***p < 0.001). (F) imDC cells were
incubated with FITC-labeled C. albicans in the presence or absence of blocking agents; anti-DC-SIGN antibody,
mannose and EGTA. The percentage of cells that bound C. albicans was calculated by flow cytometry. Data
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are normalized to medium conditions. (G) Loading probability distribution of all rupture steps detected in
the FD-curves prior to and after blocking show different distributions that peak at 112 pN (medium), 102 pN
(MMR block), 122 pN (DC-SIGN block), and 76 pN (both blocked) (N > 450 rupture steps). The normalized
probability plots are shown and the ‘dashed’ curves are scaled relative to the number of rupture steps per FDcurve (arbitrary units).

show the specific binding of C. albicans on cells expressing DC-SIGN with an intact CRD domain only (Fig. 4A).
Similar to these flow cytometry studies, CCFS studies show that CHO cells expressing DC-SIGN with a CRD
domain, i.e., DC-SIGN-WT, -N80A, and -ΔRep, interact stronger with C. albicans cells (Fig. 4B–D) than
CHO-DC-SIGN-WT cells blocked with anti-DC-SIGN or CHO-DC-SIGN-ΔCRD, the latter two showing both
only background level of binding (Fig. 4B). Next,we plotted work as well as Fmax to compare DC-SIGN-WT with
the mutants (Fig. 4C,D). As expected, both Ab-blocked DC-SIGN-WT and DC-SIGN-ΔCRD showed negligible
work and Fmax values. Interestingly, while DC-SIGN-WT and DC-SIGN-N80A exhibited the same work (Fig. 4C),
the average Fmax value was lower for the N-glycosylation-impaired mutant (Fig. 4D). This could be explained by
considering that although a similar amount of DC-SIGN molecules bound to C. albicans, they are less capable
of withstanding the pulling forces exerted by the AFM cantilever. This could explain why the Fmax is lower in the
case of DC-SIGN-N80A.
When we compare the results of cells expressing DC-SIGN-ΔRep with those expressing DC-SIGN-WT or
-N80A, CHO-DC-SIGN-ΔRep cells are less capable binding C. albicans, as reflected in a lower work and detachment force compared to DC-SIGN-WT (Fig. 4C,D). However, when comparing to DC-SIGN-N80A, Fmax is similar (Fig. 4D), but the work is significantly less for ΔRep (Fig. 4C). Earlier studies showed that DC-SIGN without
its repeat domain cannot tetramerize24, 49. Tetramerization of DC-SIGN is known to contribute to a higher binding capacity for different ligands49, which could explain the lower work. Our measurements allow to analyze the
strength of single interactions in FD-curves (Fig. 4E); maximum peaks are found around 110 pN rupture force in
all cases, with no clear differences. The explanation for this observation is that the rupture forces measured here
are a mix of ruptures depending on the affinity of bonds and of membrane tether ruptures that depend on retraction speed and membrane properties, which are the same for the different CHO-DC-SIGN cell lines33, 50. The
lower abundance of rupture steps per FD-curve for CHO-DC-SIGN-ΔRep in contrast to WT and N80A relates
to its lower adhesion as reflected in the work (Fig. 4B,C). In summary, the various domains of DC-SIGN seem
to differently affect the overall adhesion to C. albicans; the CRD domain crucial for binding whereas the repeat
region and N-glycosylation site clearly contribute to the mechanic strength.

Tetramers of DC-SIGN are stronger anchors of membrane tethers than monomers.

To better
determine and quantify whether DC-SIGN-WT and its mutants differ in their ability of withstanding pulling
forces, FD-curves for each cell line were averaged and aligned at the x-axis position of Fmax (Fig. 5A) or at the
position of maximum contact force of 2 nN (Fig. 5B). In Fig. 5B the presence of a sharper dip in the FD-curve
for DC-SIGN-WT, which is less pronounced for DC-SIGN-N80A, is clearly visible. To note is that averaging at
the Fmax-position (Fig. 5A) keeps the average detachment force and work corresponding to the data of Fig. 4C
and D, whereas averaging at the 2nN-position (Fig. 5B) ‘smears’ the sharp peak33. The averaged FD-curves of
DC-SIGN-ΔCRD show the signature of non-specific background adhesion, which is small. Inspecting the depth
of the minimum peak shows that interactions of DC-SIGN-ΔRep and DC-SIGN-N80A have similar depths,
which are both lower than that of DC-SIGN-WT (Fig. 5A,B) and relates to the differences in Fmax found (Fig. 4D).
However, in the case of DC-SIGN-N80A and DC-SIGN-WT more interactions are present over longer retraction
distances, 2–15 µm away from the cell (Fig. 5A,B). This implies that for these cells a larger part of the cellular
membrane is pulled along with the C. albicans upon retraction of the AFM cantilever. These pieces of membrane
that are pulled from the CHO-DC-SIGN-WT and -N80 cell are probably anchored to the C. albicans by DC-SIGN
molecules. The disconnection of these anchors upon pulling results in small rupture steps in the FD-curves (see
Fig. 2C). We previously demonstrated that at distances >5 µm most of these events result from disconnecting
membrane tethers33. Therefore, we next analyzed the mean number of membrane tethers in these FD-curves and
found that for DC-SIGN-ΔRep membrane tethering is comparable to non-specific (background) membrane
tethering of DC-SIGN-ΔCRD cells, which are not capable of forming DC-SIGN-anchored membrane tethers
because of the absence of the CRD-domain (Fig. 5C). Knowing that the lifetime of a membrane tether relates
to the lifetime of the bond(s) anchoring it, we conclude that less membrane tethers relate to weaker bonds50.
Therefore, although DC-SIGN-ΔRep is expressed at similar levels as DC-SIGN-WT, these cells have a lower
intrinsic adhesion strength Fmax and are less capable of forming DC-SIGN-anchored membrane tethers, which
can be explained by DC-SIGN-ΔRep being monomeric whereas DC-SIGN-WT and -N80A forming tetramers.
These results collectively show that DC-SIGN-WT and -N80A have the same capacity to form membrane tethers,
which is higher than the ΔRep mutant. This also indicates that tetramerization but not N-glycosylation has a role
in membrane tethering formation.

Glycosylation of DC-SIGN contributes to a stronger connection to the actin cortex. We demonstrated so far that N-glycosylation of DC-SIGN is important for the receptor to withstand pulling forces, but
has no role in membrane tethering during DC-SIGN-Candida detachment. Therefore, we sought to investigate
whether N-glycosylations plays a role in the overall cell stiffening in response to pathogen binding and mechanical retraction. Analysis of averaged FD-curves can provide insight in the elasticity of the microenvironment of
the receptor binding sites33, 51. Therefore, we fitted the (semi-)linear regime of averaged FD-curves over a distance
from 0 µm to the distance at which the highest force acts on the bonds; i.e. the distance at which we measure Fmax
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Figure 3. AFM-assisted cell-cell force spectroscopy to measure the interaction strength of single CHO-DCSIGN cells and C. albicans. (A) Parental CHO cells and cells expressing DC-SIGN-WT were incubated with
FITC-labeled C. albicans in the presence or absence of blocking agents; anti-DC-SIGN antibody and EDTA. The
percentage of cells that bound C. albicans was calculated by flow cytometry. Data are presented as means ± S.D.
(B) Schematic set-up showing a single C. albicans cell immobilized on a tip-less AFM cantilever interacting with
a CHO-DC-SIGN cell. (C) Example brightfield image that shows how a C. albicans cell on the tip (indicating
by dashed white ellipse) is positioned to interact with four different CHO-DC-SIGN cells. The positions at
which the C. albicans is brought into contact are indicated by asterisks. (D) Example FD-curves of C. albicans
interacting with parental CHO, CHO-DC-SIGN-WT with addition of 30 µg/ml anti-DC-SIGN blocking
antibody for 30 minutes.
(Fig. 6A; dotted lines), thus obtaining elasticity values. This gives insight in how DC-SIGN-expressing cells cope
with forces that build up at the adhesion site with C. albicans. We found that the elasticity of DC-SIGN-WT bonds
holding to C. albicans is almost 3-fold higher than that of DC-SIGN-N80A (Fig. 6B), whereas DC-SIGN-ΔRep
has a similar elasticity as DC-SIGN-WT (Fig. 6B). Interestingly, since the mutant DC-SIGN-ΔRep maintained its
N-glycosylation, the elasticity measurements suggest that glycan interactions may indeed play a role in strengthening cell-cell contacts under mechanical load.
We showed before that pretreatment of CHO-DC-SIGN-WT cells with 100 mM lactose overnight can effectively dissolve the lateral interactions of galectins with glycans present on the cellular membrane, resulting for
example in changes of nanoscale lateral mobility behavior of DC-SIGN29. Here, we treated CHO-DC-SIGN-WT
cells with lactose and analyzed the adhesion to C. albicans by AFM-assisted CCFS. We observe that FD-curves
of lactose-treated CHO-DC-SIGN-WT cells have a similar unbinding ‘signature’ as CHO-DC-SIGN-N80A
(Fig. 6C). Moreover, they also exhibited a lower elasticity (Fig. 6B) and the absence of a sharp Fmax peak (Fig. 6C).
Interestingly, exactly the same alteration in unbinding signature (Fig. 6C) and reduced cell elasticity (Fig. 6B)
were observed when CHO-DC-SIGN-WT cells were pre-treated with cytochalasin D (CytD) to disturb actin
polymerization. This indicates a potential role of galectins in stabilizing DC-SIGN contacts probably due to indirectly linking them to the actin cortex.

Discussion

In this study, exploiting AFM-assisted adhesion measurements between two individual cells, we measured the
strength with which a single cell expressing the pathogen-recognition receptor DC-SIGN binds a single fungal
Candida albicans cell and we determine a novel role for DC-SIGN N-glycosylation. We find that during dynamic
interactions DC-SIGN accounts for 50% of the initial binding of Candida to imDCs. Moreover, the organization of DC-SIGN on the cellular membrane by tetramerization as well as glycan-mediated lateral interactions
is important to strengthen adhesion to pathogenic fungal cells under mechanical load. This study, therefore,
puts forward a very interesting role for the glycocalyx as extracellular cytoskeleton contributing, possibly in

SCIenTIfIC REPOrts | 7: 6713 | DOI:10.1038/s41598-017-07220-w

6

www.nature.com/scientificreports/

Figure 4. Contribution of the different domains of DC-SIGN to the interaction with C. albicans. (A) CHO cells
expressing the different DC-SIGN mutants were incubated with FITC-labeled C. albicans cells in the presence
or absence of EDTA. The percentage of cells that bound C. albicans was calculated by flow cytometry. Data are
presented as means ± S.D. (B) Example FD-curves of C. albicans interacting with CHO-DC-SIGN-WT with
and without blocking Ab, CHO-DC-SIGN-ΔCRD, CHO-DC-SIGN-N80A, or CHO-DC-SIGN-ΔRep cells.
(C,D) The detachment force (C) and work (D) needed to detach an C. albicans cell from the CHO cells stably
expressing DC-SIGN-WT before and after blocking by anti-DC-SIGN, and CHO cells stably expressing DCSIGN-ΔCRD, DC-SIGN-N80A, or DC-SIGN-ΔRep (N ≥ 3 independent experiments; N ≥ 20 cells; N ≥ 20 FDcurves per condition). Significance levels by Mann-Whitney (n.s. = not significant; **p<0.01; ***p<0.001). (E)
Probability distribution of all rupture steps detected in the FD-curves of DC-SIGN-WT, DC-SIGN-N80A, and
DC-SIGN-∆Rep interacting with C. albicans show different distributions that all peak around 110 pN (N > 2000
rupture steps). The normalized probability plots are shown and the ‘dashed’ curves are scaled relative to the
number of rupture steps per FD-curve (arbitrary units).

connection with the intracellular actin cytoskeleton, to optimize strengthening of cell-pathogen interactions in
the presence of mechanical forces.
Here, we wanted to gain more insight in the dynamical interaction strength of DC-SIGN recognizing C. albicans. In previous experiments using flow cytometry, we have demonstrated that imDCs bind and internalize C.
albicans through the CLRs DC-SIGN and MMR20, 47. These earlier experiments showed that MMR might be the
main contributor to binding, where DC-SIGN plays a secondary role. By contrast, our CCFS results now show
that DC-SIGN contributes up to 50% to preserve binding to Candidas under dynamic conditions. Except of a
difference in scale, i.e. 100,000 s vs. single cells, a more prominent difference is that flow cytometry is performed
under static conditions whereas CCFS measures adhesion under mechanical load comparable to the physiological conditions during infection of the host. Thus, the role of DC-SIGN on imDCs in capturing Candidas might
become more apparent when mechanical forces act at the interaction site, which is at the order of only tens of µm²
and depends on dwelling time and Candida size. By applying physiological pulling forces on the pathogens using
an AFM cantilever, we determined a capturing strength of 1–4 nN by DC-SIGN molecules after only 10 seconds
of contact with single unbinding events of 105–110 pN each, probably related to the high discriminative binding capacity of DC-SIGN for pathogenic carbohydrates22, 24, 34. These interactions forces are comparable though
slightly lower than those of C. albicans and macrophages that range between 0.25–3.0 nN for the same interaction
time and can primarily be attributed to MMR-mediated interactions43. However, MMR expression level differences might differ between these macrophages and our imDCs making a fair comparison difficult.
Earlier studies attributed the binding of C. albicans to the carbohydrate recognition domain (CRD) of
DC-SIGN and to the α-(1,2) branched mannose residues21, 47. Moreover, we recently showed by AFM force spectroscopy studies that slight differences in the N-mannan structure of Candida, such as, the absence or presence
of a phosphomannan side chain, can be recognized by DC-SIGN34. Next to the specific affinity of DC-SIGN’s
CRD domain for specific pathogenic sugars, another level of binding strength control exploited by DC-SIGN is
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Figure 5. Tetrameric DC-SIGN contributes to more membrane tethers per retraction. (A,B) Averaged FDcurves of CHO cells expressing DC-SIGN-WT, DC-SIGN-N80A, DC-SIGN-ΔCRD, and DC-SIGN-ΔRep
(N ≥ 20 cells) were generated by averaging N ≥ 100 FD-curves. For averaging, FD-curves were aligned on the
maximum detachment peak (A) or on the 2 nN position (B). (C) The number of membrane tether rupture
events observed per retraction of a C. albicans cell being detached from a CHO cell expressing either DCSIGN-WT, DC-SIGN-N80A, DC-SIGN-ΔCRD, or DC-SIGN-ΔRep (N ≥ 20 cells; N ≥ 100 FD-curves). Data
are presented as means ± S.D.

its intrinsic tetramerization22 and its tendency to form nanoclusters on the cellular membrane9. Structural studies
showed that DC-SIGN forms tetramers through its repeat regions bringing four CRDs in proximity49, 52. In the
study described here, it is likely that all CRDs bind ligands present in the mannan structures of C. albicans outer
cell wall, and thereby support cooperative affinity of the bonds, i.e., avidity. Indeed, we observed that mutant
DC-SIGN molecules expressed on CHO cells without their repeat region (DC-SIGN-∆Rep) adhered weaker to C.
albicans (Fig. 4). Earlier studies showed that DC-SIGN-∆Rep is not in nanoclusters and is present as monomers
on the cellular membrane10, 23. Therefore, it may lack the capacity to increase binding strength by cooperative
binding and thus shows a weaker adhesion. Moreover, when present on the plasma membrane as tetramer, i.e., as
WT or N80A, DC-SIGN is more prone to form membrane tethers over long distances (Fig. 5), probably, because
a tetramer of DC-SIGN anchoring a membrane tether with four bonds has a longer lifetime than a monomeric
DC-SIGN bond53. All these subtle differences between DC-SIGN mutants could not be picked up by studying
binding by flow cytometry, i.e., without any mechanical force involved, highlighting the power of AFM-assisted
CCFS.
Recent work of our group provided evidence that N-glycan-mediated membrane micropatterning plays a
role in organizing DC-SIGN molecules in clathrin-enriched regions to induce phagocytosis of pathogens29.
Removal of N-glycans from DC-SIGN or neutralization of DC-SIGN-galectin interactions by lactose indicated
that galectin-9 might be the glycan-binding protein that links DC-SIGN to the trans-membrane glycoprotein
CD4429. Both galectin-9 and CD44 were found together with DC-SIGN on imDCs phagosomes54. In the study
described here, we explored the correspondence of N-glycan-mutated DC-SIGN (DC-SIGN-N80A) binding to
C. albicans by dynamically pulling the fungal cell away from the DC-SIGN-expressing cell (Figs 5 and 6). When
the N-glycosylation site is abrogated or binding by galactin-9 blocked by lactose, we observe that the adhesion
structure is less stable: i) the detachment force Fmax is lower, and ii) the elasticity is smaller when we pull on
the adhesive structure formed between cell and pathogen, probably because DC-SIGN loses its indirect linking to the actin cortex (Fig. 6D). Earlier, we hypothesized that galectin-9 connects DC-SIGN to CD44 through
glycan-protein-mediated linkages and may thereby indirectly link DC-SIGN to the actin cytoskeleton29, because
CD44 is known to associate with actin13. This may explain how DC-SIGN can be maintained in clathrin-rich
regions and support phagocytosis of pathogens. The results showed here support this hypothesis.
In summary, we demonstrate to the best of our knowledge for the first time how the strength of AFM can
be exploited to bring a single C. albicans cell into contact with a single primary phagocytic cell of the immune
system to study the recognition of this pathogen by the pathogen-recognition receptor DC-SIGN expressed on
an imDC. We show that DC-SIGN exploits different mechanisms to strengthen adhesion after recognition. Apart
from tetramerization and the formation of microdomains of the receptor that supports a longer lifetime of bonds,
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Figure 6. N-glycosylation of DC-SIGN contributes to a more resistant adhesion site. (A) Zoom in to the
averaged FD-curves of CHO cells expressing DC-SIGN-WT, DC-SIGN-N80A, DC-SIGN-ΔCRD, and DCSIGN-ΔRep of Fig. 5B. Dotted lines indicate semi-linear fits to the slope before of the retraction curve until
maximum force is reached at Fmax (i.e., contact region) from averaged retraction FD-curves DC-SIGN-WT and
DC-SIGN-N80A. (B) The elasticity for cells expressing the different DC-SIGN-constructs, CHO-DC-SIGN-WT
treated by lactose or CytD; measured by fitting the linear slope presented in (A). (C) Averaged FD-curves of
CHO-DC-SIGN-WT cells untreated, cultured for 24 h in 100 mM lactose, or treated with 10 µM of the actin
polymerization inhibitor CytD compared to CHO-DC-SIGN-N80A cells (N ≥ 15 cells; N ≥ 80 FD-curves). (D)
Cartoon depicting the interaction between C. albicans and DC-SIGN and the role played by the N-glycans in
strengthening pathogen-binding. When DC-SIGN nanoclusters bear N-glycans (1), they can laterally interact
with transmembrane proteoglycans such as CD44, through galectin-mediated cross-linking. Molecules such as
CD44 are almost stably associated with cortical actin, thus providing a structural scaffold that might facilitate
DC-SIGN-actin interactions. The absence of the N-glycans (such as in N80A or after lactose treatment) prevents
DC-SIGN-galectin interaction (2), thus hampering the possibility to firmly link to the actin cytoskeleton. The
N-glycan-galectin network at the outer leaflet of the plasma membrane and, therefore, adds an extra level of
binding strengthening during DC-SIGN-pathogen interactions, which is distinct yet connected to the cortical
actin polymerization.
also N-glycan-mediated linkages help to support firm binding of the pathogen probably by indirect linkage to the
actin cortex through membrane-organizing galectins that bind N-glycosylated DC-SIGN at one side and CD44
or other cell adhesion molecules on the other side. This dynamic strengthening of the adhesion by the model
proposed here might facilitate internalization of the pathogen upon binding. Moreover, our single cell-cell experiments show that the immune receptor DC-SIGN is very well capable of recognizing pathogens under dynamic
conditions and thus protecting the human body from fungal infections. Finally, the interesting observation that
N-glycosylation of a CLR might support pathogen recognition could include N-glycan as future emerging targets
in anti-microbial therapies, while also conveying novel concepts to the cell adhesion and mechano-biological
fields.

Methods

Antibodies and blocking agents.

Anti-DC-SIGN (AZN-D1) mouse monoclonal antibody was produced
as already described15. Anti-DC-SIGN antibody DCN46 was from BD Pharmingen. Mannan derived from
Candida albicans (CA-mannan) and Saccharomyces cerevisiae (SC-mannan) were kind gifts from Dr. G. Kogan
(Institute of Chemistry of Slovak Academy of Sciences, Bratislava, Slovakia)55. The Ca2+/Mg2+-chelators EDTA
and EGTA as well as the lactose and were from Sigma Aldrich.

Candida albicans. C. albicans, strain CAI-4 serotype A, a well described clinical isolate56, were grown as
reported elsewhere57. Briefly, starter cultures were grown in 10 ml of Sabouraud broth overnight at 30 °C. 1 ml of
overnight culture was inoculated into 100 ml of Sabouraud broth and cultured at 30 °C until log phase is reached.
After two washes with pyrogen-free saline by centrifugation at 1500 × g, the number of yeast cells was counted
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in a hemocytometer and resuspended at 1 × 108 cells/ml. Heat-inactivation was at 56 °C for 1 h. Yeast cell suspensions were kept frozen at −80 °C until used. Labeling of Candida cells was performed as follows: yeast cells were
resuspended to 2 × 108 cells/ml, in 0.01 mg/ml FITC (Fluka) in 0.05 M carbonate-bicarbonate buffer (pH 9.5).
After incubation for 15 min at room temperature in the dark, FITC-labeled Candida cells were washed twice in
PBS containing 1% BSA20.

Cell culture. CHO cell lines stably expressing DC-SIGN wild-type, DC-SIGN-N80A, -ΔRep, and -ΔCRD
mutants, were established by Lipofectamin 2000 (Invitrogen) transfection, and were cultured in Ham’s F-12
medium (LabClinics) supplemented with 10% heat-inactivated FBS (Invitrogen), 1% Antibiotic Antimycotic
Solution (GE Healthcare Life Sciences), and 0.5 mg/ml of the aminoglycoside antibiotic G418 (Invitrogen)58.
To note, the use of CHO cells expressing DC-SIGN wild-type or mutant has been already validated in previous publications9, 10, 20, 29, 47, 48. Human immature dendritic cells (imDCs) were generated from peripheral blood
monocytes of healthy donors as reported elsewhere15, and cultured in RPMI, 10% FBS, 1% antibiotic-antimycotic
solution supplemented with 800 U/ml granulocyte-macrophage colony-stimulating factor (GM-CSF), and 500 U/
ml Interleukin-4 (IL-4).
Candida binding studies.

The binding of stable CHO transfectants expressing DC-SIGN to Candida
yeast cells was measured by flow cytometry using the FACS Calibur (BD Biosciences) and performed as earlier
described15, 20. To test the effect of various reagents on ligand binding the following reagents were used: different
carbohydrates at 150 μg/ml, EDTA at 2 mM, anti-DC-SIGN antibody AZN-D1 at 30 μg/ml. Incubations were performed in TSM (20 mM Tris, 150 mM NaCl, 1 mM CaCl2, 2 mM MgCl2, pH 8.0), and 1% bovine serum albumin,
as already published20. FITC-labeled Candida was added in a cell/yeast ratio of 1:10. After 20 min of incubation at
37 °C, cell-yeast conjugates were analyzed by flow cytometry.

AFM and cantilevers. Force measurements were made in force-distance mode using a combined BioScope

Catalyst AFM (Bruker, Santa Barbara, CA) and an inverted 3-channel Leica TCS SP5 II confocal laser-scanning
microscope equipped with an 40 × 0.85NA air objective and Hamamatsu (ORCA-05G) brightfield camera.
The AFM was equipped with a temperature controller to keep temperature stable at 37 °C. Triangular tipless
gold-coated silicon-nitride cantilevers were used with nominal spring constants of 0.06 N/m as given by the manufacturer (NP-O type D, Bruker). Each cantilever was calibrated before use by the thermal noise calibration
method59, 60.

Immobilization of C. albicans on AFM cantilevers.

C. albicans cells with a diameter of 4.7 ± 0.4 µm
were attached to tipless AFM cantilevers that were coated by concanavalin A (ConA; Sigma) essentially as
described earlier33. ConA-coated cantilevers were prepared as follows: cantilevers were cleaned by immersion
in pure 18 M sulphuric acid (Sigma) for 1 hour, then thoroughly rinsed with Milli-Q water, ethanol and after a
final rinse in Milli-Q water let to dry. Following an overnight incubation at 4 °C in ConA at 2 mg/ml in PBS, the
cantilevers were rinsed and stored in PBS for no more than one day. Intact C. albicans cells kept in TSM were
seeded into the liquid chamber of the AFM containing serum-free culture medium plus 10 mM HEPES. The
optical microscope mounted on the AFM was hereby used to position the ConA-functionalized cantilever over
a target C. albicans cell. Subsequently, contact was established between cantilever and cell for at least 10 seconds.
During this time, the applied indentation force was kept constant at about 5 nN. Upon retraction, the successful
pick-up was readily scored by visual inspection, and, in these events, the fungal cell was positioned on the apex
of the cantilever (Fig. 2B).

Adhesion measurements and analysis. The cantilever with the Candida cell was brought into contact
with imDCs or CHO cells expressing DC-SIGN for a preset period of time (an interaction time of 10 seconds)
on the Catalyst AFM. During this time, a force was exerted on the cell of 2 nN. Upon retraction at 15 µm/s,
the forces acting on the cantilever were recorded as a function of displacement of the cantilever from the substrate in force-distance (F-D) curves. DC-SIGN-Candida rupture forces were determined directly from rupture
steps in the FD-curves (see Fig. 2C). The detachment force (Fmax) was measured by determining the force difference between minimum force and the baseline when zero force acts on the cantilever. The area enclosed by the
zero-force baseline and the FD-curve (Fig. 2C) was taken as a measure for the work (W = F·d) needed to detach
the contact61. Specificity was verified by an in situ incubation with the DC-SIGN-specific monoclonal antibody
AZN-D1 (30 µg/ml), soluble CA-mannan (150 µg/ml), and EDTA (2 mM) for 30 minutes. Candida cells were
brought into contact with flat parts at the periphery of imDCs or CHO cells. Whenever appropriate, cells were
treated with growth medium containing 100 mM of lactose for a minimum of 24 h, to disrupt glycan-dependent
interactions mediated by cell surface galectins29, 62. To disrupt the actin cytoskeleton, cells were treated with 10 µM
cytochalasin D for 30 min.
Acquired data were exported from the BioScope Catalyst by the NanoScope Version 8.15 software and further
analyzed in MATLAB and IgorPro using in-house analysis macros33, 37. Data were analyzed in a similar way as
described earlier33. In short, rupture steps were detected by the macro, steps that were at distances >5 µm from
the cell were defined as membrane tethers, FD-curves were averaged at the position of maximal adhesion (Fmax)
or at 2 nN force (contact force), and stiffness was calculated by a linear fit to the 1nN-to-Fmax regime. Origin and
GraphPad Prism were used for fitting and statistics.
Data availability. The datasets generated during and/or analyzed during the current study are available from
the corresponding author on reasonable request.

SCIenTIfIC REPOrts | 7: 6713 | DOI:10.1038/s41598-017-07220-w

10

www.nature.com/scientificreports/

References

1. Cambi, A. et al. Organization of the integrin LFA-1 in nanoclusters regulates its activity. Mol. Biol. Cell 17, 4270–4281 (2006).
2. Cairo, C. W., Mirchev, R. & Golan, D. E. Cytoskeletal regulation couples LFA-1 conformational changes to receptor lateral mobility
and clustering. Immunity 25, 297–308, doi:10.1016/j.immuni.2006.06.012 (2006).
3. Bakker, G. J. et al. Lateral mobility of individual integrin nanoclusters orchestrates the onset for leukocyte adhesion. Proc. Natl. Acad.
Sci. USA 109, 4869–4874, doi:10.1073/pnas.1116425109 (2012).
4. Andrews, N. L. et al. Actin restricts FcepsilonRI diffusion and facilitates antigen-induced receptor immobilization. Nat. Cell Biol. 10,
955–963, doi:10.1038/ncb1755 (2008).
5. Low-Nam, S. T. et al. ErbB1 dimerization is promoted by domain co-confinement and stabilized by ligand binding. Nat. Struct. Mol.
Biol. 18, 1244–1249, doi:10.1038/nsmb.2135 (2011).
6. Barral, P. et al. CD169(+) macrophages present lipid antigens to mediate early activation of iNKT cells in lymph nodes. Nat.
Immunol. 11, 303–312, doi:10.1038/ni.1853 (2010).
7. Mattila, P. K., Batista, F. D. & Treanor, B. Dynamics of the actin cytoskeleton mediates receptor cross talk: An emerging concept in
tuning receptor signaling. J. Cell Biol. 212, 267–280, doi:10.1083/jcb.201504137 (2016).
8. Torreno-Pina, J. A. et al. The actin cytoskeleton modulates the activation of iNKT cells by segregating CD1d nanoclusters on
antigen-presenting cells. Proc. Natl. Acad. Sci. USA 113, E772–781, doi:10.1073/pnas.1514530113 (2016).
9. Cambi, A. et al. Microdomains of the C-type lectin DC-SIGN are portals for virus entry into dendritic cells. J. Cell Biol. 164,
145–155, doi:10.1083/jcb.200306112 (2004).
10. Manzo, C. et al. The neck region of the C-type lectin DC-SIGN regulates its surface spatiotemporal organization and virus-binding
capacity on antigen-presenting cells. J. Biol. Chem. 287, 38946–38955, doi:10.1074/jbc.M112.380121 (2012).
11. Garcia-Parajo, M. F., Cambi, A., Torreno-Pina, J. A., Thompson, N. & Jacobson, K. Nanoclustering as a dominant feature of plasma
membrane organization. J. Cell Sci. 127, 4995–5005, doi:10.1242/jcs.146340 (2014).
12. Jensen, P. V. & Larsson, L. I. Actin microdomains on endothelial cells: association with CD44, ERM proteins, and signaling
molecules during quiescence and wound healing. Histochem. Cell Biol. 121, 361–369, doi:10.1007/s00418-004-0648-2 (2004).
13. Ponta, H., Sherman, L. & Herrlich, P. A. CD44: from adhesion molecules to signalling regulators. Nat. Rev. Mol. Cell Biol. 4, 33–45,
doi:10.1038/nrm1004 (2003).
14. Soilleux, E. J. et al. Constitutive and induced expression of DC-SIGN on dendritic cell and macrophage subpopulations in situ and
in vitro. J. Leukoc. Biol. 71, 445–457 (2002).
15. Geijtenbeek, T. B. et al. Identification of DC-SIGN, a novel dendritic cell-specific ICAM-3 receptor that supports primary immune
responses. Cell 100, 575–585 (2000).
16. Geijtenbeek, T. B. et al. DC-SIGN, a dendritic cell-specific HIV-1-binding protein that enhances trans-infection of T cells. Cell 100,
587–597 (2000).
17. Alvarez, C. P. et al. C-type lectins DC-SIGN and L-SIGN mediate cellular entry by Ebola virus in cis and in trans. J. Virol. 76,
6841–6844 (2002).
18. Ludwig, I. S. et al. Hepatitis C virus targets DC-SIGN and L-SIGN to escape lysosomal degradation. J. Virol. 78, 8322–8332,
doi:10.1128/JVI.78.15.8322-8332.2004 (2004).
19. Geijtenbeek, T. B. et al. Mycobacteria target DC-SIGN to suppress dendritic cell function. J. Exp. Med. 197, 7–17 (2003).
20. Cambi, A. et al. The C-type lectin DC-SIGN (CD209) is an antigen-uptake receptor for Candida albicans on dendritic cells. Eur. J.
Immunol. 33, 532–538 (2003).
21. Feinberg, H., Mitchell, D. A., Drickamer, K. & Weis, W. I. Structural basis for selective recognition of oligosaccharides by DC-SIGN
and DC-SIGNR. Science 294, 2163–2166, doi:10.1126/science.1066371 (2001).
22. Mitchell, D. A., Fadden, A. J. & Drickamer, K. A novel mechanism of carbohydrate recognition by the C-type lectins DC-SIGN and
DC-SIGNR. Subunit organization and binding to multivalent ligands. J. Biol. Chem. 276, 28939–28945, doi:10.1074/jbc.
M104565200 (2001).
23. Feinberg, H., Guo, Y., Mitchell, D. A., Drickamer, K. & Weis, W. I. Extended neck regions stabilize tetramers of the receptors DCSIGN and DC-SIGNR. J. Biol. Chem. 280, 1327–1335, doi:10.1074/jbc.M409925200 (2005).
24. Snyder, G. A. et al. Characterization of DC-SIGN/R interaction with human immunodeficiency virus type 1 gp120 and ICAM
molecules favors the receptor’s role as an antigen-capturing rather than an adhesion receptor. J. Virol. 79, 4589–4598, doi:10.1128/
JVI.79.8.4589-4598.2005 (2005).
25. Pohlmann, S. et al. DC-SIGN interactions with human immunodeficiency virus type 1 and 2 and simian immunodeficiency virus.
J. Virol. 75, 4664–4672, doi:10.1128/JVI.75.10.4664-4672.2001 (2001).
26. de Bakker, B. I. et al. Nanoscale organization of the pathogen receptor DC-SIGN mapped by single-molecule high-resolution
fluorescence microscopy. Chemphyschem 8, 1473–1480, doi:10.1002/cphc.200700169 (2007).
27. Neumann, A. K., Thompson, N. L. & Jacobson, K. Distribution and lateral mobility of DC-SIGN on immature dendritic
cells–implications for pathogen uptake. J. Cell Sci. 121, 634–643, doi:10.1242/jcs.022418 (2008).
28. Itano, M. S. et al. DC-SIGN and influenza hemagglutinin dynamics in plasma membrane microdomains are markedly different.
Biophys. J. 100, 2662–2670, doi:10.1016/j.bpj.2011.04.044 (2011).
29. Torreno-Pina, J. A. et al. Enhanced receptor-clathrin interactions induced by N-glycan-mediated membrane micropatterning. Proc.
Natl. Acad. Sci. USA 111, 11037–11042, doi:10.1073/pnas.1402041111 (2014).
30. van Kooyk, Y. & Figdor, C. G. Avidity regulation of integrins: the driving force in leukocyte adhesion. Curr. Opin. Cell Biol. 12,
542–547 (2000).
31. Parsons, J. T., Horwitz, A. R. & Schwartz, M. A. Cell adhesion: integrating cytoskeletal dynamics and cellular tension. Nat. Rev. Mol.
Cell Biol. 11, 633–643, doi:10.1038/nrm2957 (2010).
32. Helenius, J., Heisenberg, C. P., Gaub, H. E. & Muller, D. J. Single-cell force spectroscopy. J. Cell Sci. 121, 1785–1791 (2008).
33. te Riet, J. et al. Dynamic coupling of ALCAM to the actin cortex strengthens cell adhesion to CD6. J. Cell Sci. 127, 1595–1606,
doi:10.1242/jcs.141077 (2014).
34. Te Riet, J., Reinieren-Beeren, I., Figdor, C. G. & Cambi, A. AFM force spectroscopy reveals how subtle structural differences affect
the interaction strength between Candida albicans and DC-SIGN. J. Mol. Recognit. 28, 687–698, doi:10.1002/jmr.2481 (2015).
35. Raman, P. S., Alves, C. S., Wirtz, D. & Konstantopoulos, K. Single-molecule binding of CD44 to fibrin versus P-selectin predicts their
distinct shear-dependent interactions in cancer. J. Cell Sci. 124, 1903–1910, doi:10.1242/jcs.079814 (2011).
36. te Riet, J. et al. Distinct kinetic and mechanical properties govern ALCAM-mediated interactions as shown by single-molecule force
spectroscopy. J. Cell Sci. 120, 3965–3976 (2007).
37. Lamers, E. et al. Dynamic cell adhesion and migration on nanoscale grooved substrates. Eur. Cell. Mater. 23, 182–193 (2012).
38. Friedrichs, J., Helenius, J. & Muller, D. J. Quantifying cellular adhesion to extracellular matrix components by single-cell force
spectroscopy. Nat. Protoc. 5, 1353–1361, doi:10.1038/nprot.2010.89 (2010).
39. Dao, L., Gonnermann, C. & Franz, C. M. Investigating differential cell-matrix adhesion by directly comparative single-cell force
spectroscopy. J. Mol. Recognit. 26, 578–589, doi:10.1002/jmr.2303 (2013).
40. Carroll-Portillo, A. et al. Mast cells and dendritic cells form synapses that facilitate antigen transfer for T cell activation. J. Cell Biol.
210, 851–864, doi:10.1083/jcb.201412074 (2015).
41. Lim, T. S., Mortellaro, A., Lim, C. T., Hammerling, G. J. & Ricciardi-Castagnoli, P. Mechanical interactions between dendritic cells
and T cells correlate with T cell responsiveness. J. Immunol. 187, 258–265, doi:10.4049/jimmunol.1100267 (2011).

SCIenTIfIC REPOrts | 7: 6713 | DOI:10.1038/s41598-017-07220-w

11

www.nature.com/scientificreports/
42. Muller, D. J. & Dufrene, Y. F. Atomic force microscopy: a nanoscopic window on the cell surface. Trends Cell Biol 21, 461–469,
doi:10.1016/j.tcb.2011.04.008 (2011).
43. El-Kirat-Chatel, S. & Dufrêne, Y. F. Nanoscale adhesion forces between the fungal pathogen Candida albicans and macrophages.
Nanoscale Horizons 1, 69–74 (2016).
44. Dobrowsky, T. M. et al. Adhesion and fusion efficiencies of human immunodeficiency virus type 1 (HIV-1) surface proteins. Sci. Rep.
3, 3014, doi:10.1038/srep03014 (2013).
45. Dufrene, Y. F. Atomic force microscopy in microbiology: new structural and functional insights into the microbial cell surface. MBio
5, e01363–01314, doi:10.1128/mBio.01363-14 (2014).
46. McNeil, M. M. et al. Trends in mortality due to invasive mycotic diseases in the United States, 1980-1997. Clin. Infect. Dis. 33,
641–647 (2001).
47. Cambi, A. et al. Dendritic cell interaction with Candida albicans critically depends on N-linked mannan. J. Biol. Chem. 283,
20590–20599 (2008).
48. Cambi, A., Lidke, D. S., Arndt-Jovin, D. J., Figdor, C. G. & Jovin, T. M. Ligand-conjugated quantum dots monitor antigen uptake and
processing by dendritic cells. Nano Lett. 7, 970–977, doi:10.1021/nl0700503 (2007).
49. Snyder, G. A., Colonna, M. & Sun, P. D. The structure of DC-SIGNR with a portion of its repeat domain lends insights to modeling
of the receptor tetramer. J. Mol. Biol. 347, 979–989 (2005).
50. Krieg, M., Helenius, J., Heisenberg, C. P. & Muller, D. J. A bond for a lifetime: employing membrane nanotubes from living cells to
determine receptor-ligand kinetics. Angew. Chem. 47, 9775–9777, doi:10.1002/anie.200803552 (2008).
51. Sun, M. et al. Multiple membrane tethers probed by atomic force microscopy. Biophys. J. 89, 4320–4329, doi:10.1529/
biophysj.104.058180 (2005).
52. Feinberg, H., Tso, C. K., Taylor, M. E., Drickamer, K. & Weis, W. I. Segmented helical structure of the neck region of the glycanbinding receptor DC-SIGNR. J. Mol. Biol. 394, 613–620 (2009).
53. Williams, P. M. Analytical descriptions of dynamic force spectroscopy: behaviour of multiple connections. Anal. Chim. Acta.
479(107), 115 (2003).
54. Buschow, S. I. et al. Unraveling the human dendritic cell phagosome proteome by organellar enrichment ranking. J. Proteomics 75,
1547–1562, doi:10.1016/j.jprot.2011.11.024 (2012).
55. Kogan, G., Pavliak, V. & Masler, L. Structural studies of mannans from the cell walls of the pathogenic yeasts Candida albicans
serotypes A and B and Candida parapsilosis. Carbohydr. Res. 172, 243–253 (1988).
56. Forsyth, C. B. & Mathews, H. L. Lymphocytes utilize CD11b/CD18 for adhesion to Candida albicans. Cell. Immunol. 170, 91–100
(1996).
57. Singleton, D. R., Masuoka, J. & Hazen, K. C. Surface hydrophobicity changes of two Candida albicans serotype B mnn4delta
mutants. Eukaryot. Cell 4, 639–648 (2005).
58. Cambi, A., Beeren, I., Joosten, B., Fransen, J. A. & Figdor, C. G. The C-type lectin DC-SIGN internalizes soluble antigens and HIV-1
virions via a clathrin-dependent mechanism. Eur. J. Immunol. 39, 1923–1928, doi:10.1002/eji.200939351 (2009).
59. te Riet, J. et al. Interlaboratory round robin on cantilever calibration for AFM force spectroscopy. Ultramicroscopy 111, 1659–1669,
doi:10.1016/j.ultramic.2011.09.012 (2011).
60. Bechhoefer, J. & Hutter, J. L. Calibration of atomic-force microscope tips. Rev. Sci. Instrum. 64, 1868–1873 (1993).
61. Puech, P. H. et al. Measuring cell adhesion forces of primary gastrulating cells from zebrafish using atomic force microscopy. J. Cell
Sci. 118, 4199–4206 (2005).
62. Stillman, B. N. et al. Galectin-3 and galectin-1 bind distinct cell surface glycoprotein receptors to induce T cell death. J. Immunol.
176, 778–789 (2006).

Acknowledgements

We thank our laboratory members for encouraging and constructive comments, and the RIMLS Microscopic
Imaging Centre for using their facilities. This work was supported by a Dutch NWO VENI grant (680-47-421)
to J.t.R., a Human Frontiers grant (RGP0027/2012) to A.C., an ERC Advanced Grant (269019) to C.G.F., and a
NWO-ALW (822.02.017) grant to C.G.F. Also a NWO Medium Sized Investment (NWO-ZonMW 91110007)
supported this research.

Author Contributions

J.t.R. designed and performed experiments and analyzed data; I.R.-B. and B.J. provided technical assistance with
cell culture and transfection and developed analytical tools; C.G.F. and A.C. supervised the project. J.t.R. and A.C.
wrote the manuscript with input and comments from all the authors.

Additional Information

Supplementary information accompanies this paper at doi:10.1038/s41598-017-07220-w
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
© The Author(s) 2017

SCIenTIfIC REPOrts | 7: 6713 | DOI:10.1038/s41598-017-07220-w

12

