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Systemic localization of seven 
major types of carbohydrates 
on cell membranes by dSTORM 
imaging
Junling Chen1,2, Jing Gao1,2, Min Zhang1,2, Mingjun Cai1, Haijiao Xu1, Junguang Jiang1, 
Zhiyuan Tian3 & Hongda Wang1

Carbohydrates on the cell surface control intercellular interactions and play a vital role in various 
physiological processes. However, their systemic distribution patterns are poorly understood. Through 
the direct stochastic optical reconstruction microscopy (dSTORM) strategy, we systematically revealed 
that several types of representative carbohydrates are found in clustered states. Interestingly, the 
results from dual-color dSTORM imaging indicate that these carbohydrate clusters are prone to connect 
with one another and eventually form conjoined platforms where different functional glycoproteins 
aggregate (e.g., epidermal growth factor receptor, (EGFR) and band 3 protein). A thorough 
understanding of the ensemble distribution of carbohydrates on the cell surface paves the way for 
elucidating the structure-function relationship of cell membranes and the critical roles of carbohydrates 
in various physiological and pathological cell processes.

Cells rely on their ability to interact with neighboring cells and the extracellular environment. The surfaces of 
most types of cells are covered by a carbohydrate layer consisting of membrane glycoproteins and glycolipids. 
Owing to the localization and structural diversity, cell surface carbohydrates intrinsically encode cell-cell recog-
nition factors for directing intercellular interactions during embryonic development1, the binding of pathogens 
to their target tissues2,3 and interactions among cells in the immune system4,5. In addition, alterations in the 
expression of cell-surface carbohydrates may lead to defects in cell-cell recognition or to uncontrolled cell growth 
and motility, which is related to neoplastic transformation and metastasis6,7. Thus, a better understanding of the 
molecular basis of cell-surface carbohydrates may reveal significant interventions in many areas of biology and 
medicine7,8.

Meanwhile, owing to ever-increasing awareness of the complexity of cell membranes and efforts to explore 
the structure and function of the plasma membrane, various models of the plasma membrane have been devel-
oped9–12. Accumulating evidence has indicated that the plasma membrane, with densely and heterogeneously dis-
tributed proteins, is laterally compartmentalized, suggesting the distribution of various membrane microdomains 
with nanoscale organization on the plasma membrane. Although most cell-surface proteins are virtually glyco-
sylated, the role of carbohydrates in the organization of the plasma membrane is not considered in these models. 
In fact, carbohydrate-based interactions play a crucial role in the organization of cell membranes. For example, 
the spatial pattern of carbohydrates controls the phase behavior of multiphase model lipid membranes13, and 
glycan-based connectivity contributes to the stability of cell membranes14. Thus, a thorough understanding of the 
ensemble distribution of carbohydrates on the cell surface is highly desired to illuminate the structure-function 
relationship of cell membranes. Although considerable efforts have been made toward the imaging and tracking 
of carbohydrates in recent years15–19, details regarding the morphological features of various carbohydrates on 
the cell membrane and the relationship between the distribution of carbohydrates and the organization of cell 
membranes have remained largely unexplored.
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Recently, single-molecule-localization-based super-resolution imaging techniques have demonstrated unpar-
alleled advantages in visualizing subcellular features with previously unprecedented detail, providing a powerful 
strategy for mapping the nanoscale organizations of membrane molecules12,20,21. In our previous study using 
dSTORM to measure carbohydrate patterns on cell membranes, we have demonstrated that N-acetylglucosamine 
(GlcNAc) exists in irregular clusters on the apical membrane, and most of these clusters colocalize with lipid 
rafts22. Here, we focused on the following critical issues regarding the organization of carbohydrates: (1) whether 
other types of representative carbohydrates are involved in the formation of these clusters; (2) the spatial rela-
tionship between different types of carbohydrates at the cellular membrane; and (3) the localized relationship 
between carbohydrates and different membrane functional proteins. With these questions in mind, we systemat-
ically investigated the distribution of seven types of representative carbohydrates on the Vero apical membranes 
using the dSTORM technique and revealed the spatial distribution relationships between carbohydrates of inter-
est and GlcNAc, and the relationships between the carbohydrates and membrane proteins (EGFR and band 3).

Results
dSTORM imaging and cluster analysis of seven types of representative carbohydrates on 
Vero apical membranes. To ensure that all the carbohydrates on the membrane could be labeled, the 
saturated labeling concentration of the Alexa647-linked lectin was determined by plotting the labeling curves 
before characterizing the distribution patterns of the carbohydrates on Vero membranes (Fig. S1, in Supporting 
Information). Based on the curves, the labeling concentration of each lectin was determined as ~3 μ g/mL of 
maackia amurensis lectin (MAL) showing high affinity for sialic acid linked to galactose by an α 2-3 linkage 
(Sia)23,24, ~9.3 μ g/mL of lectin from Phaseolus vulgaris (PHA-L) for oligosaccharide (pentasaccharide sequence 
Galβ 1-4GlcNAcβ 1-2(Galβ 1-4GlcNAcβ 1-6) Manα 1-R (the so-called “2,6-branch”))25,26, ~2.88 μ g/mL of wheat 
germ agglutinin (WGA) that mainly interacts with high affinity with N-acetyl-D-glucosamine (GlcNAc) and its 
β -(1 →  4)-linked oligosaccharides25,27, ~12.5 μ g/mL of lectin from Anguilla anguilla (eel) (AAA) that is a fucose 
(Fuc) specific lectin25,28, ~7 μ g/mL of lectin from Morniga M (MNA-M) whose binding specificities of mannose 
(Man)29, ~3.75 μ g/mL of erythrina cristagalli lectin (ECL) for D-Galβ 1-4GlcNAc (Gal)25, and ~10.5 μ g/mL of 
lectin from glycine max (SBA) possessing high affinity for N-acetylgalactosamine (GalNAc)27,30.

To avoid artificial clusters formed by cross-linking of lectins when labeling carbohydrates, we performed a 
series of imaging experiments of GlcNAc on live and fixed Vero apical membranes with increasing fixing time 
to compare the morphological changes of carbohydrates under the effect of the cross-linking of lectins. Novel 
views about the structure of cell membranes indicate that lipids or proteins cannot freely move in the membrane 
as we expected (for example, the protein layer–lipid–protein island (PLLPI) model of cell membranes pointed 
out that the proteins on the ectoplasmic side of the cell membrane form a dense protein layer on the top of a lipid 
bilayer10,31; Engelman D. M. also supported that the membrane has higher protein occupancy than generally 
considered32; and it is confirmed that a hydrophobic membrane–spanning part of the protein is stiff with no 
appreciable internal flexibility33); therefore, the molecules (lipids and proteins) movement in cell membranes is 
extremely restricted. Based on our results, carbohydrates on the sufficiently fixed Vero apical membrane with a 
suitable fixing time can effectively avoid the cross-linking of lectins (Fig. S2, in Supporting Information).

Using Alexa647-lectin at saturated labeling concentrations, we revealed the spatial organizations of seven 
types of representative carbohydrates on fixed Vero apical membranes at the nanometer level via dSTORM. 
Compared with conventional fluorescent imaging (upper left in Fig. S3A–G, Supporting Information), dSTORM 
imaging (the main parts in the upper images of Fig. S3A–G, in Supporting Information) unequivocally dis-
plays the clustering feature of all types of carbohydrates with markedly improved resolution. The detailed 
carbohydrate-dependent organization patterns are shown in Fig. 1A–G from the box regions in Fig. S3. Sia and 
oligosaccharide (Fig. 1A,B) are found to aggregate into large and dense clusters, similarly to GlcNAc (Fig. 1C). In 
sharp contrast, Fuc exist in relatively small and sparse clusters (Fig. 1D), whereas Man, Gal and GalNAc mostly 
organize into clusters without clear boundaries (Fig. 1F,G).

Due to the fact of dSTORM data — large variations in cluster size and shape for single type of carbohydrate, 
it is difficult to apply the pair-correlation function (PCF) and Ripley’s K functions, which work better when there 
is only one type of cluster34, to accurately analyze our data. Thus, image-based method and Density Based Spatial 
Clustering of Applications with Noise (DBSCAN)35,36 were selected for cluster analysis to acquire morphological 
information on carbohydrate clusters. Firstly, we implemented these two methods to analyze the morphology of 
Fucs that was mostly distributed in small clusters and relatively regular shape, and obtained similar cluster size and 
density with no significant difference (P values of the two-tailed unpaired t-test were larger than 0.05), whatever 
the threshold of cluster size was set larger than 0.01 μ m2 or 0.04 μ m2 (Fig. S4, in Supporting Information), which 
strongly demonstrates that both methods are suitable for analysis of Fuc clusters. However, for the analysis of 
GlcNAc clusters which are quite large and in irregular shape, no matter what the threshold of search radius (ε ) 
for cluster identification was (from 35 nm to 60 nm), DBSCAN analysis cannot accurately recognize and iden-
tify GlcNAc clusters (Fig. S5, in Supporting Information), indicating this method is not good for most types of 
carbohydrates that have relative large clusters in irregular shapes. Therefore, we applied the image-based method 
to analyze all classes of carbohydrates, which makes better to compare the same parameter among all types of 
carbohydrates. Simply, during the image-based analysis, the qualified clusters (> 0.04 μ m2) were extracted from 
a binary image generated from original dSTORM image by removing the outliers (Fig. S6A–C, in Supporting 
Information, more details in Material and Methods), which more clearly displays the characteristics of the clus-
ters, including size, shape and cluster densities (Fig. S6D–J, in Supporting Information). The average cluster area 
(Fig. 1H) and average circularity (Fig. 1I) of all carbohydrate clusters were analyzed to compare cluster size and 
roundness. The average sizes of different carbohydrate clusters (Fig. 1H) decrease in the following order: GlcNAc 
(0.37 ±  0.04 μ m2) >  oligosaccharide (0.35 ±  0.05 μ m2) >  Sia (0.28 ±  0.03 μ m2) >  Gal (0.21 ±  0.02 μ m2) >  GalNAc 
(0.19 ±  0.02 μ m2) >  Man (0.14 ±  0.02 μ m2) >  Fuc (0.08 ±  0.01 μ m2). For the circularity, however, a different order is 
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observed, i.e., Fuc (0.80 ±  0.03) >  Sia (0.47 ±  0.03) ≈  oligosaccharide (0.47 ±  0.02) >  Man (0.45 ±  0.02) >  GalNAc 
(0.42 ±  0.03) >  GlcNAc (0.41 ±  0.03) >  Gal (0.40 ±  0.02). Informatively, these data imply that both GlcNAc and 
oligosaccharide tend to form large clusters, whereas GlcNAc clusters show more complex boundaries. Sia also 
gather into relatively large clusters with similar shapes to oligosaccharide. In contrast, Fuc aggregates into the 
smallest clusters with the highest roundness. Gal, GalNAc and Man assemble into clusters with medium size and 
complex boundaries. To gain insight into the overall distribution of clusters on the entire membrane, the cluster 
density on unit cell membranes (Fig. 1J) was evaluated. The Sia, oligosaccharide and GlcNAc clusters are regu-
larly distributed on the membrane with relatively low densities of 0.75 ±  0.08, 0.63 ±  0.12, and 0.65 ±  0.06 N/μ m2, 
respectively. In contrast, the clusters with relatively small sizes display higher cluster densities on the membranes, 
namely 1.09 ±  0.13, 0.94 ±  0.11 and 0.93 ±  0.05 N/μ m2 for Man, Gal and GalNAc, respectively. However, Fuc is an 
exception, which mostly distribute into the smallest clusters with the lowest cluster density (0.38 ±  0.08 N/μ m2). 
For the quantitative measurement of the coverage percentage of clusters on the membrane, namely the ratio of 
the total area of clusters to the area of the cell membranes (Fig. 1K), a similar trend to the average cluster area is 
observed. Sia, oligosaccharide and GlcNAc display similar coverage percentages (21.16 ±  2.56%, 23.52 ±  5.46% and 
23.19 ±  8.46%). In contrast, Fuc displays the lowest percentage, 3.28 ±  0.88%, owing to their smallest cluster size 
and lowest cluster density. For Gal, GalNAc, and Man, with medium cluster areas, the comparatively higher cluster 
density contributes to a relatively high area percentage (20.14 ±  2.56%, 17.62 ±  2.29%, and 14.86 ±  2.13%, respec-
tively). Furthermore, the cluster capability is scaled by the ratio of the number of cluster localizations to the total 
localizations on the entire membrane (Fig. 1L). Remarkably, 93.10 ±  2.05% of Fuc localized into clusters, indicating 
a higher proportion of the molecules in clustering state.; Sia, oligosaccharide, GlcNAc and Man have comparable 
clustering abilities, with 75.65 ±  3.61%, 74.94 ±  2.24%, 79.70 ±  3.07% and 72.50 ±  2.11%, respectively, whereas Gal 
and GalNAc, with lower values (67.18 ±  2.71% and 69.90 ±  3.84%), are both relatively weaker at clustering.

Altogether, our results demonstrate that all types of carbohydrates investigated herein are prone to concentrat-
ing into clusters on the cell membrane. Type-dependent distribution features of these carbohydrates are clearly 
observed, which also further excludes the cross-linking of lectins. If clusters were cross-linked by lectins, the size 
of the carbohydrate cluster labeled by lectins would positively correlate with the number of lectin binding sites. 
Thus, GalNAc and Sia clusters would be of comparable size because their specific lectins (SBA and MAL) have the 
same number of binding domains. However, GalNAc clusters are much smaller than Sia clusters and are similar 
to those of Gal labeled by ECL containing less binding domains (Fig. 1). Besides, early studies have revealed that 
many membrane proteins gather into domains37,38, which is indirectly consistent with our findings that carbohy-
drates are prone to distribute into clusters, given that more than half of all membrane proteins are glycosylated. 

Figure 1. dSTORM imaging and cluster analysis of seven types of carbohydrates on Vero apical membranes 
labeled with their specific Alexa647-connected lectins. (A–G) dSTORM images of the organization of different 
carbohydrates (Sia (A), oligosaccharide (B), GlcNAc (C), Fuc (D), Man (E), Gal (F), and GalNAc (G)) on Vero 
apical membranes, depicting sharply distributed patterns of carbohydrates at nanoscale resolution. Scale bars are 
500 nm. (H,I) Histograms of the average cluster area and the circularity of all types of carbohydrate clusters.  
(J–L) Histograms of the cluster density on unit cell membranes (J), coverage percentage of clusters on membranes 
(K), and the ratio of the number of localizations in clusters to the total localizations on the entire membrane  
(L), which together show the distribution features of the clusters on the entire membrane. All statistical analyses 
are acquired from more than ten cells (mostly 10–20 cells) in three independent experiments.
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For the cell surface glycoproteins, there was a broad tendency toward organizing into functional domains for spe-
cific cellular responses39–41. Significantly, our results indicate that, by forming specific microdomains for certain 
functions, cell-surface carbohydrate-based interactions can impart an additional organization layer to the cell 
membrane, which is a significant complement to the existing cell membrane model that does not consider the 
vital role of carbohydrates.

Colocalization between GlcNAc and other carbohydrates by dual-color dSTORM imaging.  
Having characterized the distribution of the individual carbohydrates, we further investigated the spatial rela-
tionships of carbohydrate clusters. GlcNAc was selected as the reference in dual-color dSTORM imaging, owing 
to its large cluster size. By merging the dSTORM reconstruction images of GlcNAc (green in Fig. 2A–F) with the 
images of the carbohydrates of interest (red in Fig. 2A–F), we find that carbohydrate clusters of interest always 
colocalize with GlcNAc clusters, although relatively weak colocalization is observed in the case of Fuc due to 
its relatively small cluster size and low cluster density. According to the size of the colocalization zone, three 
classifications of spatial relationships are identified (Fig. 2A–F-right): correlated clusters (adjacent but with colo-
calization area < 0.02 μ m2, pink box), colocalized clusters (≥ 0.02 μ m2, yellow box), and independent clusters (no 
association, white box). Closer observation of the enlarged images of the three classification groups of clusters 
reveals details of the distributed relationships of carbohydrate clusters with GlcNAc. To further characterize these 
relationships, systemic statistical analyses were performed. Based on the ratio of the total number of colocali-
zation clusters to the total number of carbohydrate clusters of interest (Fig. 2G), 61.60 ±  0.05% of Fuc clusters, 
whose colocalization is less apparent in the superimposition, are found to colocalize with GlcNAc. Other car-
bohydrates display higher colocalization percentages: 92.80 ±  0.03% for Sia, 89.16 ±  0.09% for oligosaccharide, 
76.13 ±  0.06% for Man, 84.14 ±  0.04% for Gal, and 68.30 ±  0.08% for GalNAc. Colocalization of the GlcNAc 
clusters (Fig. 2H) is similar: only 51.67 ±  0.06% of GlcNAc clusters colocalize with Fuc owing to the low ratio of 
the total number of Fuc clusters to the total number of GlcNAc clusters. In contrast, the percentages of GlcNAc 
clusters that colocalize with the other examined carbohydrates are high (92.12 ±  0.05% for Sia, 94.73 ±  0.05% for 
oligosaccharide, 87.72 ±  0.05% for Man, 88.39 ±  0.05% for Gal, and 94.42 ±  0.03% for GalNAc). Additionally, the 
overlapping degree of the two colocalized clusters is illustrated by a histogram of the average area of the colocal-
ized portion (Fig. 2I). For Sia and oligosaccharide, the large colocalized areas (the yellow columns, 0.22 ±  0.02 μ m2  
and 0.23 ±  0.04 μ m2) are smaller than the Sia and oligosaccharide clusters (the red columns) by 23.6% and 33.1%, 
indicating that these two carbohydrates are indeed overlaid by GlcNAc with a large colocalized region, but still 
leaving some regions uncorrelated to GlcNAc clusters with incomplete overlap. For Fuc and Man, no appreciable 
reduction in their colocalization areas is observed compared to their original size (decrease by 4.9% and 3.7%), 
suggesting that they locate inside GlcNAc clusters. In contrast to GalNAc (decrease by 7.3%), Gal displayed a rel-
atively large decrease in colocalization area, 29.9%, owing to its larger original cluster size (0.21 ±  0.02 μ m2) and a 
smaller colocalization area (0.15 ±  0.02 μ m2). Furthermore, the percentage of total area of the colocalized clusters 
with respect to the total area of the carbohydrate clusters of interest (Fig. 2J) or the GlcNAc clusters (Fig. 2K) 
was statistically analyzed. The coverage percentages of colocalization regions for all types of clusters of interest 
are larger than 50%, suggesting that most of the carbohydrates of interest overlap with GlcNAc clusters. Similar 
results are obtained for the GlcNAc clusters, with the exception of Fuc. Specifically, only 17.1 ±  0.02% of GlcNAc 
clusters contribute to the colocalized regions due to the low area percentage in independent imaging, whereas 
more than 50% of the area of GlcNAc clusters colocalize with other types of carbohydrates. Thus, the colocaliza-
tion features of these six carbohydrates with GlcNAc are verified by both the numerical percentage (Fig. 2G,H) 
and the area percentage (Fig. 2J,K) according to the statistical analysis.

Additionally, we also measured the Mander’s coefficient that is one intensity-based method to analyze the 
correlation between pixel intensities in two channels in conventional fluorescence imaging and super-resolution 
imaging34,42. From the result of Mander’s coefficient measurement (Fig. S7, Supporting Information), the exam-
ined carbohydrates and GlcNAc have high colocalization values (> 0.6), expect the GlcNAc colocalized with Fuc 
(0.48). As a control, two randomized images representing two channels were created, and colocalization was tested 
by these two methods (Fig. S8, Supporting Information). Both the colocalized cluster percentage (29.59 ±  6.98% 
for channel 1 and 33.23 ±  9.6% for channel 2) and the Mander’s coefficient (0.11 ±  0.03 for channel 1  
and 0.12 ±  0.04 for channel 2) were quite low, showing the high colocalization obtained from these two methods 
are real characteristics of our dSTORM data.

Based on the highly colocalized distributions of these carbohydrates on cell membranes, we infer that different 
types of carbohydrate clusters are not independent with each other, and they complementarily get together to 
form mesoscale functional platform where various glycoconjugates aggregate.

Colocalization between the GlcNAc clusters and EGFR domains. Considering the above-mentioned 
dual-color dSTORM imaging results, along with growing evidence of the nonhomogeneous distributions of most 
proteins that aggregate into various microdomains in the plasma membranes38,41,43, we raised the question of 
whether common carbohydrate clusters can provide a functional platform for the aggregation of proteins that 
mediates multiple biological functions on cell membranes. To address this question, EGFR was used as the model 
protein for its clustering distribution feature44 and glycosylation45. Dual-color dSTORM imaging was employed 
to reveal the spatially related distributions of EGFR (Fig. 3A) and GlcNAc (Fig. 3B) labeled by Alexa647-linked 
EGF and Alexa532-linked WGA, respectively, on Vero apical membranes. The colocalized distribution of these 
two types of clusters on the cell membrane is clearly observed, as shown by the notable yellow regions (Fig. 3C) 
after the merging treatment. According to the size of the colocalization area, the microdomains were sorted into 
three types (Fig. 3D) to quantify the colocalization degree by the analysis of their individual percentages (Fig. 3E). 
For EGFR, the high level of colocalization (69.22 ±  7.28%) and the correlated relationship (16.70 ±  3.20%) suggest 
that most of the EGFR domains are associated with GlcNAc clusters; similarly, only 16.96 ±  7.26% of GlcNAc 
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Figure 2. Dual-color dSTORM imaging of GlcNAc and other carbohydrates. (A–F, left) Representative 
superimposed images of the carbohydrates of interest (red color) and GlcNAc (green color) on Vero apical 
membranes, where the carbohydrates of interest are Sia (A), oligosaccharide (B), Fuc (C), Man (D), Gal (E) and 
GalNAc (F). The bars are 5 μ m. (A–F, middle) The enlarged images of the boxed regions more clearly display 
the detailed spatial relationships between the carbohydrates of interest and GlcNAc. The bars are 1 μ m. (A–F, right)  
Three classification types of clusters are shown: independent clusters (white box), colocalized clusters (purple 
box), and correlated clusters (blue box). The bars are 200 nm. (G,H) Histograms of the percentage of the 
number of colocalized clusters with respect to the total number of the carbohydrate clusters of interest (G) 
and of GlcNAc clusters (H). (I) Comparative histogram of the average cluster area of the colocalized regions 
(yellow columns) and the carbohydrate clusters of interest (red columns). (J,K) Distributions of the coverage 
percentage of the colocalized clusters with respect to the carbohydrate clusters of interest and the GlcNAc 
clusters. All statistical analyses are acquired from more than ten cells (mostly 10–15 cells) in three independent 
experiments.
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clusters are independent of EGFR domains. Additionally, the dual-color dSTORM images of EGFR and GlcNAc 
were analyzed using the Mander’s coefficient (Fig. S9, Supporting Information). The colocalization of EGFR 
with GlcNAc is 0.56 ±  0.06, and the colocalization of GlcNAc with EGFR is 0.61 ±  0.09. Altogether, these results 
obtained from two measurements reveal that most EGFR domains are located inside or in proximity to GlcNAc 
clusters, suggesting that the carbohydrates-based assemblies are the unique functional domains where membrane 
functional glycoproteins aggregate to mediate cellular processes.

Next, we preformed the dual-color dSTORM imaging of EGFR and oligosaccharide, by being labeled with 
Alexa647-linked EGF and Alexa532-linked PHA-L, respectively. The merged images show that plenty of EGFRs 
are colocalized to oligosaccharides (Fig. S10A, Supporting Information). With Mander’s coefficient test, we find 
EGFR colocalized with oligosaccharide is 0.50 ±  0.03, and oligosaccharide colocalized with EGFR is 0.55 ±  0.11. 
These results further demonstrate that most EGFR domains are organized into the common functional platform 
including different types of carbohydrate clusters.

To further confirm that the carbohydrate cluster is an important platform of multiple functional proteins, 
we located the EGFR on the cells treated with β -N-acetylglucosaminidase which can digest terminal β -linked 
N-acetylglucosamine and N-acetylgalactosamine from various glycoconjugates on cell membrane. From Fig. S11, 
with the disappearance of carbohydrates, a majority of EGFRs cannot locate on the treated membrane by reduc-
ing from 348.2 ±  59.1 N/μ m2 to 77.9 ±  17.7 N/μ m2, with significant reduction in cluster size (from 0.10 ±  0.01 μ m2  
to 0.04 ±  0.004 μ m2) and in cluster density (from 0.89 ±  0.14 N/μ m2 to 0.38 ±  0.10 N/μ m2), demonstrating that 
the functional carbohydrate cluster is a fundamental platform where EGFR domains locate. Besides, the similar 
morphology of EGFRs in dual-color imaging and single-color imaging (Fig. S12, Supporting Information) can 
further suggest that clustering is a real state for the organization of carbohydrates (given that lectins cross-linked 
its specific carbohydrate to form artificial clusters during labeling cells, glycoconjugates would alter their native 
morphologies).

Colocalization between GlcNAc clusters and band 3 domains. The erythrocyte anion exchanger 
(band 3) is commonly expressed in erythroid and the kidney cells and combines with an array of proteins (protein 
4.2, ankyrin, and glycolytic enzymes) to form the band 3 complex attached to the cytoskeleton46. Thus, bands 3 

Figure 3. Dual-color dSTORM imaging of EGFR domains and GlcNAc clusters on Vero apical membranes. 
(A,B) Representative dSTORM reconstructed images of the nanoscale organization of EGFR (A) and GlcNAc 
(B) on Vero apical membranes, labeled with Alexa647-conjucated EGF and Alexa532-linked WGA, respectively. 
(C) In the superimposed images of (A,B), the colocalization (yellow region) is a clear feature. (D) The enlarged 
images represent three typical groups of clusters, the independent clusters (white box), the colocalized clusters 
(yellow box), and the correlated clusters (pink box). (E) Ratios of the cluster number of each group to the total 
number of EGFR clusters (red columns) and GlcNAc clusters (green columns). The bars are 5 μ m in (A–C) and 
200 nm in (D). The statistical analysis is acquired from ten cells in three independent experiments.
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is selected to investigate the spatial relationship between carbohydrate clusters and functional proteins domains 
on the cytoplasmic side using dual-color dSTORM imaging. In light of both the large N-terminal domain and 
short C-terminal tail of band 3 locate in the cytoplasm, two imaging processes were performed for band 3: one in 
the membrane sheet and another in the full cell with slight perforation mediated by the treatment with saponin, 
a common chemical permeabilization reagent. dSTORM imaging of band 3 in the membrane sheet (Fig. 4A) 
shows that most of these proteins exist in clusters. From Fig. 4B, it can be seen that GlcNAc clusters are generally 
smaller than before, which may result from different labeling conditions. That is, during the preparation process 

Figure 4. Dual-color dSTORM imaging of band 3 and GlcNAc on Vero apical membranes prepared with 
complementary protocols. (A,B) dSTORM imaging of band 3 and GlcNAc on Vero apical membrane sheets 
labeled with Alexa647-linked band 3 antibody and Alexa532-linked WGA, respectively. (C) The superimposed 
image of (A,B) shows that most of them colocalized with each other. (D) The enlarged images illustrate three 
classification groups of clusters: colocalized clusters (yellow box), correlated clusters (pink box), and independent 
clusters (white box). (E–H) Images corresponding to (A–D) of the full cell membrane slightly perforated by 
saponin. (I) Histograms of the numerical percentages of three types of clusters on the membrane sheet (left) and 
the perforated membrane (right). Scale bars are 5 μ m in (A–C) and (E–G), and 200 nm in (D,H). All statistical 
analyses are acquired from ten cells in three independent experiments.
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of the membrane sheet, GlcNAc contacted the glass coverslip and therefore was not exposed to the external 
environment, making some GlcNAc molecules difficult to be labeled. However, this issue does not affect the 
observation of the positional relationship of GlcNAc with band 3 because the GlcNAc clusters are clearly distin-
guished. Then, the superimposed images (Fig. 4C), along with three representative groups of clusters (Fig. 4D), 
display the distribution details of the GlcNAc clusters and band 3 domains. The imaging results on the full cell, 
either for band 3 (Fig. 4E) or GlcNAc (Fig. 4F), are generally characterized by clustering despite more single 
localizations. The plausible explanation for such results is that perforating the cell membrane slightly affects clus-
ter morphology. However, it should be mentioned that the colocalization phenomenon is still noticeable in the 
superimposed image (Fig. 4G). The percentages of the three relationships provide a clue as to the mutual loca-
tions between GlcNAc and band 3. It is found that the proportionality of the independent clusters is quite low, 
regardless of the treatment of the cell membrane. On the membrane sheet, GlcNAc clusters and band 3 domains 
display percentages of 13.9 ±  4.7% and 17.7 ±  4.6%, respectively. Similarly, on the full cell, only 16.0 ±  3.4% of 
band 3 domains and 13.4 ±  2.6% of GlcNAc clusters are independent. These results demonstrate that most band 
3 domains are located in or associated with GlcNAc clusters. Besides, the colocalization of band 3 and GlcNAc is 
also demonstrated by the Mander’s coefficient test (Fig. S13, Supporting Information), with 0.51 ±  0.08 for band 
3 and 0.54 ±  0.08 for GlcNAc on cell membranes, and 0.67 ±  0.04 for band 3 and 0.71 ±  0.03 for GlcNAc on the 
full cell with slightly perforation.

In addition, the dual-color dSTORM imaging of band 3 and oligosaccharide was performed on Vero mem-
branes to test their positional relationship. From the merged images and the histogram of Mander’s coefficient 
(Fig. S14, Supporting Information), it is easy to find that most of them are colocalized with each other, with 
0.47 ±  0.04 for band 3 and 0.52 ±  0.08 for oligosaccharide, respectively. Similarly with EGFR, we preformed the 
dSTORM imaging of band 3 on the membranes treated with β -N-acetylglucosaminidase, and found that local-
ization density on cell membrane decreased from 300.9 ±  18.2 N/μ m2 to 255.0 ±  16.0 N/μ m2, and cluster size of 
band 3 reduced from 0.10 ±  0.01 to 0.05 ±  0.01 μ m2, indicating that the functional carbohydrate clusters are also 
related to the proteins domains.

Discussion
With numerous membrane proteins and lipids (including functional proteins, receptors and glycophosphatidy-
linositol anchor) being modified carbohydrates, carbohydrates formed on the cell membrane carry the unique 
information of structure and function. As an indispensable structural component, structural carbohydrates are 
linked to proteins and lipids to serve for organizational scaffold. With linking to proteins, carbohydrates can 
mediate the dissolubility and stability of corresponding proteins. Via interacting with carbohydrate-binding pro-
teins, carbohydrates can also direct the glycoconjugate transport, mediate and regulate cellular adhesion and 
signal transduction. But, their distributed patterns underlying various cellular processes remain unclear. In this 
work, we systemically investigated the micropatterns of various carbohydrates on Vero apical membranes via 
dSTORM imaging and confirmed the clustering features of all types of target carbohydrates, with understanding 
the detailed morphological features of each one, including cluster area size, cluster shape, and cluster density. 
Based on this result, it can be inferred that, by clustering multiplex glycoconjugates (proteins and lipids) contain-
ing the same carbohydrate, appreciable carbohydrate-related aggregates are formed on Vero apical membranes. 
With their intrinsic clustering patterns, carbohydrates are probably involved in protein sorting on the cell mem-
brane, which is consistent with previous findings47–49. Dual color dSTORM imaging between carbohydrates of 
interest and GlcNAc demonstrates that all target carbohydrates tend to colocalize with GlcNAc clusters, albeit to 
different extents. Meanwhile, both EGFR domains (membrane receptor) and band 3 domains (channel protein) 
were revealed to colocalize with GlcNAc clusters and oligosaccharide, as well as the significant changes in distri-
butions of EGFR and band 3 with the digestions of GlcNAcs and GalNAcs, suggesting that carbohydrate clusters 
indeed exist as functional domains where various correlated glycoproteins are located. As known, the interactions 
between carbohydrate ligands and corresponding binding proteins are typically low affinity, with Kd values in the 
μ M to mM range. Thus, from our results, we infer that lots of glycoconjugates tend to form clusters where various 
carbohydrates and proteins are confined, which can intensify the protein-protein interactions to work better 
for cell processes. Additionally, owing to plenty of functional proteins located into these common platforms, 
there is no doubt that surface carbohydrate-based connectivity is essential in the control of multiple biological 
processes20,38 including cellular signaling50 and receptor turnover and endocytosis51. Altogether, our findings 
provide important insights into the systematic organization of different carbohydrates on cell membranes, as well 
as the spatial relationships of carbohydrate clusters and membrane function proteins. Such information regarding 
the micropatterning performances of various carbohydrates may shed new light on the organization of the cell 
membrane and is therefore useful for better understanding the critical role of carbohydrates in various cellular 
physiological and pathological processes and the development of glycobiology.

References
1. Ge, C. & Stanley, P. The O-fucose glycan in the ligand-binding domain of Notch1 regulates embryogenesis and T cell development. 

Proc. Natl. Acad. Sci. USA 105, 1539–1544 (2008).
2. Dube, D. H. & Bertozzi, C. R. Glycans in cancer and inflammation—potential for therapeutics and diagnostics. Nat. Rev. Drug.

Discov. 4, 477–488 (2005).
3. Tra, V. N. & Dube, D. H. Glycans in pathogenic bacteria–potential for targeted covalent therapeutics and imaging agents. Chem. 

Commun. 50, 4659–4673 (2014).
4. Rudd, P. M., Elliott, T., Cresswell, P., Wilson, I. A. & Dwek, R. A. Glycosylation and the immune system. Science 291, 2370–2376 (2001).
5. Schnaar, R. L. Glycans and glycan-binding proteins in immune regulation: A concise introduction to glycobiology for the allergist. 

J. Allergy Clin. Immun. 135, 609–615 (2015).
6. Glavey, S. V. et al. The cancer glycome: Carbohydrates as mediators of metastasis. Blood Rev. 29, 269–279 (2015).



www.nature.com/scientificreports/

9Scientific RepoRts | 6:30247 | DOI: 10.1038/srep30247

7. Dalziel, M., Crispin, M., Scanlan, C. N., Zitzmann, N. & Dwek, R. A. Emerging principles for the therapeutic exploitation of 
glycosylation. Science 343, 1235681 (2014).

8. Wong, C.-H. & Taniguchi, N. Current Status and New Challenges in Glycoscience: Overview. Glycosci. Biol. Med. 29, 269–279 
(2015).

9. Nicolson, G. L. The Fluid—Mosaic Model of Membrane Structure: Still relevant to understanding the structure, function and 
dynamics of biological membranes after more than 40 years. BBA - Biomembranes 1838, 1451–1466 (2014).

10. Shan, Y. & Wang, H. The structure and function of cell membranes examined by atomic force microscopy and single-molecule force 
spectroscopy. Chem. Soc. Rev. 44, 3617–3638 (2015).

11. Goñi, F. M. The basic structure and dynamics of cell membranes: An update of the Singer–Nicolson model. BBA - Biomembranes 
1838, 1467–1476 (2014).

12. Truong_quang, B. & Lenne, P. Membrane microdomains: from seeing to understanding. Chem. Soc. Rev. 5, 18 (2014).
13. Subramaniam, A. B., Guidotti, G., Manoharan, V. N. & Stone, H. A. Glycans pattern the phase behaviour of lipid membranes. Nat. 

Mater. 12, 128–133 (2013).
14. 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 (2014).
15. Jiang, H., English, B. P., Hazan, R. B., Wu, P. & Ovryn, B. Tracking Surface Glycans on Live Cancer Cells with Single‐Molecule 

Sensitivity. Angew. Chem. -Int. Edit. 54, 1765–1769 (2015).
16. Letschert, S. et al. Super‐Resolution Imaging of Plasma Membrane Glycans. Angew. Chem. -Int. Edit. 53, 10921–10924 (2014).
17. Chuh, K. N., Zaro, B. W., Piller, F., Piller, V. & Pratt, M. R. Changes in Metabolic Chemical Reporter Structure Yield a Selective Probe 

of O-GlcNAc Modification. J. Am. Chem. Soc. 136, 12283–12295 (2014).
18. Xu, X.-D. et al. In situ recognition of cell-surface glycans and targeted imaging of cancer cells. Sci. Rep. 3, 2679–2686 (2013).
19. Chang, P. V., Prescher, J. A., Hangauer, M. J. & Bertozzi, C. R. Imaging cell surface glycans with bioorthogonal chemical reporters.  

J. Am. Chem. Soc. 129, 8400–8401 (2007).
20. Saka, S. K. et al. Multi-protein assemblies underlie the mesoscale organization of the plasma membrane. Nat. Commun. 5, 

4509–4522 (2014).
21. Sherman, E., Barr, V. & Samelson, L. E. Super‐resolution characterization of TCR‐dependent signaling clusters. Immunol. Rev. 251, 

21–35 (2013).
22. Chen, J. et al. Revealing the carbohydrate pattern on a cell surface by super-resolution imaging. Nanoscale 7, 3373–3380 (2015).
23. Wang, W.-C. & Cummings, R. The immobilized leukoagglutinin from the seeds of Maackia amurensis binds with high affinity to 

complex-type Asn-linked oligosaccharides containing terminal sialic acid-linked alpha-2, 3 to penultimate galactose residues.  
J. Biol. Chem. 263, 4576–4585 (1988).

24. Knibbs, R., Goldstein, I., Ratcliffe, R. M. & Shibuya, N. Characterization of the carbohydrate binding specificity of the 
leukoagglutinating lectin from Maackia amurensis. Comparison with other sialic acid-specific lectins. J. Biol. Chem. 266, 83–88 (1991).

25. Dorscheid, D. R., Conforti, A. E., Hamann, K. J., Rabe, K. F. & White, S. R. Characterization of cell surface lectin-binding patterns 
of human airway epithelium. Histochem. J. 31, 145–151 (1999).

26. Hamelryck, T. W. et al. The crystallographic structure of phytohemagglutinin-L. J. Biol. Chem. 271, 20479–20485 (1996).
27. Yamamoto, K., Ito, S., Yasukawa, F., Konami, Y. & Matsumoto, N. Measurement of the carbohydrate-binding specificity of lectins by 

a multiplexed bead-based flow cytometric assay. Anal. Biochem. 336, 28–38 (2005).
28. Boraston, A. B. et al. Structure and ligand binding of carbohydrate-binding module CsCBM6-3 reveals similarities with fucose-

specific lectins and “galactose-binding” domains. J. Mol. Biol. 327, 659–669 (2003).
29. Wang, H. et al. Imaging glycosylation. J. Am. Chem. Soc. 130, 8154–8155 (2008).
30. Altevogt, P. et al. Different patterns of lectin binding and cell surface sialylation detected on related high-and low-metastatic tumor 

lines. Cancer Res. 43, 5138–5144 (1983).
31. Zhao, W. et al. Studying the nucleated mammalian cell membrane by single molecule approaches. PLoS One 9, e91595 (2014).
32. Engelman, D. M. Membranes are more mosaic than fluid. Nature 438, 578–580 (2005).
33. Mouritsen, O. G. & Bloom, M. Models of lipid-protein interactions in membranes. Annu. Rev. Biophys. Biomol. Struct. 22, 145–171 

(1993).
34. Coltharp, C., Yang, X. & Xiao, J. Quantitative analysis of single-molecule superresolution images. Curr. Opin. Struc. Biol. 28, 112–121 

(2014).
35. Ester, M., Kriegel, H.-P., Sander, J. & Xu, X. Kdd. 96 226–231 (1997).
36. Itano, M. S. et al. Super-resolution imaging of C-type lectin spatial rearrangement within the dendritic cell plasma membrane at 

fungal microbe contact sites. Front. Phys. 2, 1–17 (2014).
37. Kusumi, A., Suzuki, K. G., Kasai, R. S., Ritchie, K. & Fujiwara, T. K. Hierarchical mesoscale domain organization of the plasma 

membrane. Trends Biochem. Sci. 36, 604–615 (2011).
38. 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 (2014).
39. Brown, D. A. & Rose, J. K. Sorting of GPI-anchored proteins to glycolipid-enriched membrane subdomains during transport to the 

apical cell surface. Cell 68, 533–544 (1992).
40. Cinek, T. & Horejsi, V. The nature of large noncovalent complexes containing glycosyl-phosphatidylinositol-anchored membrane 

glycoproteins and protein tyrosine kinases. J. Immunol. 149, 2262–2270 (1992).
41. Ervasti, J. M. & Campbell, K. P. Membrane organization of the dystrophin-glycoprotein complex. Cell 66, 1121–1131 (1991).
42. Bielopolski, N. et al. Differential interaction of Tomosyn with syntaxin and SNAP25 depends on domains in the WD40 β -propeller 

core and determines its inhibitory activity. J. Biol. Chem. 289, 17087–17099 (2014).
43. Sieber, J. J. et al. Anatomy and dynamics of a supramolecular membrane protein cluster. Science 317, 1072–1076 (2007).
44. Wang, Y. et al. Regulation of EGFR nanocluster formation by ionic protein-lipid interaction. Cell Res. 24, 959–976 (2014).
45. Kaszuba, K. et al. N-Glycosylation as determinant of epidermal growth factor receptor conformation in membranes. Proc. Natl. 

Acad. Sci. USA 112, 4334–4339 (2015).
46. Bruce, L. J. et al. A band 3-based macrocomplex of integral and peripheral proteins in the RBC membrane. Blood 101, 4180–4188, 

(2003).
47. Benting, J. H., Rietveld, A. G. & Simons, K. N-Glycans mediate the apical sorting of a GPI-anchored, raft-associated protein in 

Madin-Darby canine kidney cells. J. Cell Biol. 146, 313–320 (1999).
48. Delacour, D. et al. Apical Sorting by Galectin-3-Dependent Glycoprotein Clustering. Traffic 8, 379–388 (2007).
49. Rodriguez-Boulan, E. & Gonzalez, A. Glycans in post-Golgi apical targeting: sorting signals or structural props? Trends Cell Biol. 9, 

291–294 (1999).
50. Boscher, C., Dennis, J. W. & Nabi, I. R. Glycosylation, galectins and cellular signaling. Curr. Opin. Cell Biol. 23, 383–392 (2011).
51. Lajoie, P., Goetz, J. G., Dennis, J. W. & Nabi, I. R. Lattices, rafts, and scaffolds: domain regulation of receptor signaling at the plasma 

membrane. J. Cell Biol. 185, 381–385 (2009).



www.nature.com/scientificreports/

1 0Scientific RepoRts | 6:30247 | DOI: 10.1038/srep30247

Acknowledgements
This work was supported by NSFC (Grants 31330082, 21373200, 21525314), and the Instrument Developing 
Project of the Chinese Academy of Sciences (Grant YZ201455).

Author Contributions
H.W. and J.C. designed research; J.C. performed most experiments and data analysis with the support of J.G. and 
M.Z.; H.X. and M.C. prepare the cell samples; M.C. and J.J. supervised optic and software mathematics; J.C., H.W. 
and Z.T. prepared the manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Chen, J. et al. Systemic localization of seven major types of carbohydrates on cell 
membranes by dSTORM imaging. Sci. Rep. 6, 30247; doi: 10.1038/srep30247 (2016).

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2016

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Systemic localization of seven major types of carbohydrates on cell membranes by dSTORM imaging
	Introduction
	Results
	dSTORM imaging and cluster analysis of seven types of representative carbohydrates on Vero apical membranes
	Colocalization between GlcNAc and other carbohydrates by dual-color dSTORM imaging
	Colocalization between the GlcNAc clusters and EGFR domains
	Colocalization between GlcNAc clusters and band 3 domains

	Discussion
	Additional Information
	Acknowledgements
	References



 
    
       
          application/pdf
          
             
                Systemic localization of seven major types of carbohydrates on cell membranes by dSTORM imaging
            
         
          
             
                srep ,  (2016). doi:10.1038/srep30247
            
         
          
             
                Junling Chen
                Jing Gao
                Min Zhang
                Mingjun Cai
                Haijiao Xu
                Junguang Jiang
                Zhiyuan Tian
                Hongda Wang
            
         
          doi:10.1038/srep30247
          
             
                Nature Publishing Group
            
         
          
             
                © 2016 Nature Publishing Group
            
         
      
       
          
      
       
          © 2016 Macmillan Publishers Limited
          10.1038/srep30247
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep30247
            
         
      
       
          
          
          
             
                doi:10.1038/srep30247
            
         
          
             
                srep ,  (2016). doi:10.1038/srep30247
            
         
          
          
      
       
       
          True
      
   




