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Clinical tissue specimens are useful for pathological diagnosis, which is, in some cases, supported by visualization of
biomolecule localization. In general, diagnostic specificity in molecular pathology is increased by the acquisition of a
probe to distinguish the modification of isomers. Although glycosylation is one of the candidate modifications in a protein,
comparative glycan analysis of disease-associated proteins derived from a single tissue section is still challenging because
of the lack of analytical sensitivity. Here we demonstrate a possible method for differential glycoform analysis of an
endogenous tumor-associated glycoprotein MUC1 by an antibody-overlay lectin microarray. Tissue sections (5 μm thick) of
patients with cholangiocarcinoma (CCA; n= 21) and pancreatic ductal adenocarcinoma (PDAC; n= 50) were stained with
an anti-MUC1 antibody MY.1E12 that was established as a monoclonal antibody recognizing an MUC1 glycosylation
isoform with a sialyl-core 1 structure (NeuAcα2-3galactosyl β1-3-N-acetylgalactosamine). MY.1E12-positive tissue areas
(2.5 mm2) were selectively dissected with a laser capture microdissection procedure. The membrane MUC1 was enriched
by immunoprecipitation with MY.1E12 and subjected to lectin microarray analysis. Even though the reactivities of MY.1E12
between CCA and PDAC were similar, the lectin-binding patterns varied. We found Maackia amurensis leukoagglutinin and
pokeweed lectin distinguished MY.1E12-reactive MUC1 of CCA from that of PDAC. Moreover, MUC1 with M. amurensis
hemagglutinin (MAH) reactivity potentially reflected the degree of malignancy. These results were confirmed with
MAH-MY.1E12 double fluorescent immunostaining. These glycan changes on MUC1 were detected with high sensitivity
owing to the cluster effect of immobilized lectins on a tandem repeat peptide antigen covered with highly dense
glycosylation such as mucin. Our approach provides the information to investigate novel glycodynamics in biology, for
example, glycoalteration, as well as diseases related to not only MUC1 but also other membrane proteins.
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Recent high-throughput technologies for (macro-)biomole-
cules have developed considerably in terms of high resolution
and high sensitivity, thereby facilitating comprehensive and
comparative analysis (-omics) using clinical specimens.1,2

Based on integrative approaches to understanding functional
molecules, we have realized the strategic development of
therapeutic targets and biomarkers.

Glycan is the so-called third bio-chain that in nature
conjugates with the other bio-chains, proteins, and lipids. For
the discovery of glycan-based biomarkers (glyco-biomarkers),
glycoproteomics and glycomics that target a specific glyco-
protein can be used for comprehensive and comparative
analyses. Indeed, such approaches were reported as important
studies for unsolved biological events,3 and thereafter several

comprehensive analysis tools have been developed.4,5 How-
ever, the comparative detection of characteristic glycosylation
in an analyte glycoprotein located in a histopathologically
specified area of clinical specimens is still challenging.

Membrane-associated mucin-type 1 (MUC1) is a well-
known O-glycosylated protein that localizes to the apical
membrane of normal secretory epithelial cells and contributes
to the protective mucous gel through ectodomains of heavily
O-glycosylated tandem repeats.6–8 In various cancers, aber-
rant expression and glycosylation of MUC1 have been
demonstrated to have important roles in many events, such
as proliferation, invasion, and metastasis.9–11 For example,
aberrant MUC1 glycosylation facilitates integrin clustering by
funneling active integrins into adhesions and altering integrin
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state by applying tension to matrix-bound integrins.9 This
phenomenon leads to metastasis of tumor cells by mechani-
cally enhancing cell-surface receptor function. Another study
indicated that the highly varied sialylated structures of MUC1
contribute to adhesion in pancreatic cancer perineural
invasion.10 These studies clearly show that MUC1 glycosyla-
tion has been regarded as an essential target for cancer
therapeutic and diagnostic agents.9–11 Therefore, to satisfy
such clinical needs, comprehensive analysis of O-glycoform
on MUC1 from clinical specimens is an important key.
Nevertheless, there are few reports of comprehensive analysis
of O-glycoform even in MUC1, which is a typical O-linked
glycoprotein, because quantification of the small amount of
MUC1 glycoform derived from clinical specimens (eg, serum,
bile, and tissue sections) is still difficult even with current
glycomic technologies employing mass spectrometry (MS).12

Development of MS technology has facilitated glycomics
research and identification of glyco-biomarkers.13,14 How-
ever, MUC1 glycoform analysis remains difficult because
mucins are modified heavily with O-glycosylation and are
generally protease-resistant. Moreover, complete MUC1
purification from clinical samples is difficult because MUC1
components are complex with various proteins and other
mucins.15 Recently, imaging MS technology using desorption/
ionization MS (MALDI MS) has been developed to visualize
biomolecules in clinical tissue sections16 and there are some
reports on the imaging MS analysis of N-linked glycan
expression in tissue sections.17–20 However, there are no
reports for O-linked glycan analysis because this technology
depends on glycan digestion with N-glycosidase and there are
no O-glycosidases for the specific digestion of O-linked
glycans. Therefore, a robust quantitative and qualitative
methodology with high sensitivity and high throughput is
required for comprehensive analysis of MUC1 O-glycoforms
from various clinical samples. Compared with technologies
based on MS, the lectin microarray-based glycan profiling
method has the sensitivity to obtain the glycan profile of the
tiny amounts of analytes derived from tissue sections.
Moreover, this technology can obtain the profiles of both
N- and O-glycans in diverse complex biological samples
without releasing the glycan moieties from glycoproteins.21–24

In this study, we examined the reliability of differential O-
glycoform analysis targeting membrane-tethered MUC1
isolated from 21 cholangiocarcinoma (CCA) and 50 pancrea-
tic ductal adenocarcinoma (PDAC) formalin-fixed paraffin-
embedded (FFPE) tissue specimens. To explore the relation-
ship of MUC1 glycoform with characteristics of tumors in
clinical tissue sections, we adopted a key basic methodology,
namely lectin-assisted glycan profiling using a microarray-
based, non-MS system.21,22,25,26 Although both CCA and
PDAC sections were stained strongly with an anti-MUC1
antibody MY.1E12 that specifically binds to the sialylated O-
glycoform, the results from glycan profiles drawn by the
binding signals of 45 lectins enable the MUC1 glycoforms
between CCA and PDAC to be distinguished. The results

suggest that the difference in the glycoform of MUC1 may be
related to the difference in tumors and tumor behaviors. To
understand the relationship between aberrant O-glycosylation
and various diseases, we propose an innovative methodology
to obtain MUC1 O-glycoform information based on the
histopathological characteristics of FFPE clinical tissue
sections. Our approach will facilitate the development of
novel therapeutic targets and biomarkers associated with
aberrant O-glycosylation.

MATERIALS AND METHODS
Clinical Samples
Surgically resected tissues of mass-forming-type CCA from 62
patients and those of mass-forming-type PDAC from 126
patients were prepared. All tissue specimens were retrieved
from the archive of the Department of Pathology, Faculty of
Medicine, Kagoshima University, Japan, and informed
consent for the use of clinical specimens was obtained from
all participants. All patients were also involved in a previous
study.27,28 All specimens were FFPE, and cut into 5-μm-thin
sections for hematoxylin and eosin (HE) staining, followed by
immunohistochemistry and laser capture microdissection
(LCM). The tissue specimens were selected for an antibody-
overlay lectin microarray based on the criteria described in
Supplementary Figure S1. Consequently, differential glycan
profiling was performed on 21 CCA and 50 PDAC sections.
Clinicopathological data of the subjects are described in
Table 1. The pathological stages of the patients were assessed
according to the Union for International Cancer Control
Tumor, Node, Metastasis Classification.29

Immunohistochemistry with MY.1E12 Staining
To visualize MUC1-positive cells in FFPE tissue sections,
immunohistochemistry was performed with an antisialylated
MUC1 monoclonal antibody MY.1E12, which recognizes
MUC1 with a sialyl-core 1 structure (NeuAcα2-3Galβ1-
3GalNAc).30,31 Immunohistochemistry was performed by a
standard procedure with an immunoperoxidase method using
an avidin–biotin complex as described previously.32 In brief,
each section was deparaffinized with xylene and rehydrated
using an alcohol gradient followed by submersion in tap
water. The antigen was retrieved using 10 mM citrate buffer
and autoclaved for 10 min at 115 °C. Endogenous peroxidase
activity was quenched with 0.3% hydrogen peroxide in
absolute methanol and then blocked with 2% horse serum in
phosphate-buffered saline (PBS) to prevent nonspecific
staining. Following incubation with MY.1E12 (1 μg/ml in
PBS with 1% bovine serum albumin (BSA)) and biotinylated
goat anti-mouse IgG, all sections received avidin–biotinylated
peroxidase complex (Vector Laboratories, Burlingame, CA)
for 30 min. 3,3′-Diaminobenzidine substrate was added and
counterstained with hematoxylin.
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Preparation of Tissue Fragments by LCM
LCM of surgical FFPE sections was performed to recover
specific cell populations using Laser Micro Dissection System
6000DM (Leica Microsystems, Wetzlar, Germany). A portion
of the FFPE serial sections (5 μm thick) from CCA and PDAC
patients was thaw-mounted on a film-coated glass slide (PEN-
Membrane, Leica Microsystems). The MY.1E12-positive cells
in the tissue were visualized with standard HE stain and
specified by microscopic observation, followed by micro-
dissection. Dissected tissue fragments were collected from an
area of 2.5 mm2 within the MY.1E12-positive cells
using LCM.

Protein Extraction
Protein extraction from dissected tissue fragments was
performed following previous reports.23,24 In brief, tissue
fragments were collected into microtubes and 10 mM citrate
buffered saline (pH 6.0) was added, and the fragments were
then heat denatured at 95 °C for 30 min for antigen retrieval.
After centrifugation at 20 000 g for 5 min at 4 °C, tissue
fragments were washed with PBS. After the PBS was
discarded, PBS containing 0.5% NP-40 was added to the
tissue fragments and then sonicated gently. The resultant

solutions were incubated for 1 h on ice and the supernatants
were collected as protein extraction samples.

Immunoprecipitation of Sialylated MUC1 with MY.1E12
For the antibody-overlay lectin microarray, sialylated MUC1
was purified from the protein extraction samples described
above as previously reported.26 Sialylated MUC1 was
immunoprecipitated using biotinylated antibody-conjugated
streptavidin magnetic beads (Dynabeads, Life Technologies,
Waltham, MA, USA). MY.1E12 was biotinylated with Biotin
Labeling Kit-NH2 (Dojindo Laboratories, Kumamoto, Japan).
Biotinylated MY.1E12 (500 ng) was incubated with strepta-
vidin beads in 20 μl of PBS containing 1% Triton X-110
(PBSTx) for 1 h at 4 °C. The beads conjugated with MY.1E12
were washed with PBSTx, and 40 μl of the sample (diluted
with PBSTx) was added to the beads. The antigen and
MY.1E12 were incubated for 1 h at 4 °C. After the beads were
washed with PBSTx, 10 μl of PBS containing 0.2% SDS was
added to the beads and the bound material was eluted by heat
denature for 10 min at 95 °C. For the lectin microarray
analysis, contaminant biotinylated MY.1E12 was completely
depleted by incubation with 40 μl of the streptavidin beads for
1 h at 4 °C. The supernatants were collected as immunopre-
cipitated samples.

Antibody-Overlay Lectin Microarray
The antibody-overlay lectin microarray was performed as
described previously.22,26 In brief, immunoprecipitated sialy-
lated MUC1 from the protein extraction samples described
above was diluted with PBSTx and then applied to the lectin
array slide, LecChip (GlycoTechnica, Yokohama, Japan)
containing triplicate spots of 45 lectins (Supplementary
Figure S2). After overnight incubation at 20 °C, human
serum polyclonal IgG (20 μg) was added and incubated for
30 min at 20 °C. After the slide was washed three times with
PBSTx, 60 μl of the biotinylated MY.1E12 solution (100 ng) in
PBSTx was applied to the array and then incubated for 1 h at
20 °C. After the slide was washed three times with PBSTx,
100 ng of a Cy3-labeled streptavidin (GE Healthcare UK,
Little Chalfont, UK) solution in PBSTx was added to the slide
and then incubated for 25 min at 20 °C. The slide was washed
with PBSTx and scanned with an evanescent-field fluores-
cence scanner (GlycoStation Reader 1200, GlycoTechnica).
All data were analyzed with Array-Pro Analyzer, version 4.5
(Media Cybernetics, Bethesda, MD, USA). The net intensity
of each spot was calculated by subtracting the background
value from the total signal intensity of three spots. The mean
lectin signals of triplicate spots were normalized to the mean
value of 45 lectins immobilized on the array as described
previously.33

Lectin-MY.1E12 Double Fluorescent Immunostaining
To investigate the localization of lectin epitopes and sialylated
MUC1, we performed lectin-MY.1E12 double immunostain-
ing with fluorescence on the CCA and PDAC FFPE tissue

Table 1 Summary of clinicopathological data of CCA and PDAC
patients

CCA (n= 21) PDAC (n= 50)

Age, mean (range), years 67.4 (41–85) 67.5 (46–82)

Sex (M/F) 10/11 32/18

TNM score (n)a T1 0 T1 0

T2 4 T2 0

T3 12 T3 49

T4 5 T4 1

N0 10 N0 16

N1 11 N1 34

M0 18 M0 45

M1 3 M1 5

Stageb I 0 I 0

II 4 IIA 16

III 10 IIB 29

IVa 4 III 0

IVb 3 IV 5

Survival monthsc, mean (range) 11.5 (3–43) 21.7 (1–192)

aThe tumor, node, metastasis (TNM) level according to the classification sys-
tem by the Union for International Cancer Control (UICC).29
bTumor stage (CCA: I, T1N0M0; II, T2N0M0; III, T3N0M0; IVa, T4N0M0 or
TanyN1M0; IVb, TanyNanyM1. PDAC: I, T1-2N0M0; IIA, T3N0M0; IIB, T1-
3N1M0; III, T4NanyM0; IV, TanyNanyM1).
cSurvival period in months after surgical resection.
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sections as in a previous study.25 After deparaffinization, the
sections were washed with PBS and then soaked in 10 mM
glycine-PBS to quench free aldehyde residues. Blocking was
performed by incubation with Carbo-Free Blocking Solution
(Vector Laboratories) for 30 min at room temperature. After
washing with 10 mM glycine-PBS, tissue sections were
incubated with biotin-conjugated Maackia amurensis lectin
(biotin-MAL, 10 μg/ml: diluted with 10 mM HEPES buffer,
Vector Laboratories), biotin-conjugated Phytolacca americana
lectin (biotin-PWM, 20 μg/ml: diluted with 10 mM HEPES
buffer, Vector Laboratories), biotin-conjugated Wisteria
floribunda agglutinin (biotin-WFA, 5 μg/ml: diluted with
10 mM HEPES buffer, Vector Laboratories), and biotin-
conjugated M. amurensis agglutinin (biotin-MAH, 10 μg/ml:
diluted with 10 mM HEPES buffer, Vector Laboratories) for
1 h at room temperature for MAL, WFA, and MAH or
overnight at 4 °C for PWM. After washing with 0.1% BSA in
PBS (BSA-PBS), the sections were incubated with Alexa Fluor
594-conjugated streptavidin (1 μg/ml diluted with PBS, Life
Technologies) for 1 h and then washed with 0.1% BSA-PBS
and incubated with MY.1E12 (1 μg/ml: diluted PBS) for 1 h at
room temperature. After washing with 0.1% BSA–PBS, the

sections were incubated with Alexa Fluor 488-conjugated
anti-mouse IgG antibody (1 μg/ml: diluted with PBS, Life
Technologies) for 45 min at room temperature. The sections
were then incubated with Hoechst 33258 (Dojindo Molecular
Technologies, Kumamoto, Japan) to stain the nuclei for
20 min at a dilution of 1:500. They were then washed with
PBS and sealed by mounting with ProLong Diamond Antifade
Mountant (Life Technologies) and were observed using
fluorescence microscopy (BZ-X700, Keyence, Osaka, Japan).

Statistical Analysis
Mann–Whitney U-test was used to compare the clinico-
pathological data between CCA and PDAC. Postoperative
survival was analyzed with the Kaplan–Meier method and the
differences in the survival curves were compared with log-
rank test. These calculations and graph constructions were
performed with GraphPad Prism version 5.00 for Windows
(GraphPad Software, San Diego, CA, USA). We performed
hierarchical clustering analysis (HCA) and principal compo-
nent analysis (PCA) for multivariable data using JMP Pro 11
(SAS Institute, Cary, NC, USA).

Figure 1 Overview of laser capture microdissection (LCM) targeting MY.1E12-positive cells in cholangiocarcinoma (CCA) tissue sections and glycan
profiling with MY.1E12-overlay lectin microarray. (a) Scheme of MUC1 glycan profiling from the targeted tissue sections. (b) Typical image of CCA tissue
stained with MY.1E12 (left panel). MY.1E12 stain and tissue slides after LCM of the dissected tissue areas (right panels). (c) Scan images and bar graphs
of MUC1 glycan profiling of tissue fragments from tumor (i) and non-tumor (ii) regions. Details of the 45 lectins on LecChip and the platform are
available in Supplementary Figure S2.
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RESULTS
LCM-Assisted Glycan Profiling of Membrane-Tethered
MUC1 with Antibody-Overlay Lectin Microarray from
FFPE Tissue Sections
The primary objective of this study was to obtain the glycan
profile of MUC1 from FFPE tissue sections by a lectin
microarray. Figure 1a illustrates an overview of the sample
processing from LCM to MUC1 glycan profiling with an
antibody-overlay lectin microarray. In brief, we prepared
three FFPE tissue sections of a typical MUC1-producing
tumor from a patient with CCA. One of the three sections was
stained with HE for clinicopathological observation. Another
serial section was stained with antisialylated MUC1 mono-
clonal antibody, MY.1E12, for confirmation of MUC1-

expressing cells. The remaining serial section was used for
tissue dissection by LCM. We collected tissue fragments of
tumor cells from the MUC1-positive area with LCM under
microscopy (Figure 1b). Glycoproteins were extracted from
the MUC1-positive (containing tumor cells) and MUC1-
negative (containing non-tumor cells) tissue fragments as
described in Materials and Methods section. After the
immunoprecipitation of MUC1 from the extracted glycopro-
tein mixtures, MUC1 was applied to the lectin microarray
slides, and significant glycan signals were detected only in the
MUC1-positive cancer cells (Figure 1c). Finally, we succeeded
in obtaining a distinctive glycan profile of MUC1 from CCA
patients using FFPE tissue sections of MUC1-positive
CCA cells.

Figure 2 Differential glycan profiling of sialylated MUC1 and multivariable analysis between 21 cholangiocarcinoma (CCA) and 50 pancreatic ductal
adenocarcinoma (PDAC) patients. (a) Glycan profiles of 21 CCA and 50 PDAC patients listed in Table 1 with 45 lectins and a typical image of
immunostaining with MY.1E12. The horizontal line inside each box represents the median, and the lower and upper borders of the box encompass the
interquartile range. Vertical lines from the ends of each box encompass the 5th and 95th percentiles. (b) Hierarchical clustering analysis using the
glycan profiling data of all CCA and PDAC formalin-fixed paraffin-embedded tissue samples. The heat map shows a two-way cluster analysis carried out
on the data of the tissue specimens listed in Table 1. The data were obtained as averages of multiple tissue samples. Levels of lectin signals are
indicated by color changes from blue (high expression level) to red (low expression level). CCA and PDAC patients are indicated by blue and red lines,
respectively. (c) Principal component analysis of glycan profiling of MUC1 in 21 CCA and 50 PDAC patients. CCA and PDAC are indicated in red and
blue, respectively. (d) Relative intensity of 45 lectins shown as a biplot and bar graphs.
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Differential Glycan Profiling of MUC1 in FFPE Tissue
Sections from 21 CCA and 50 PDAC Patients
We performed differential glycan profiling to investigate the
difference of MUC1 glycoforms between CCA and PDAC
using MUC1-positive FFPE tissue sections from 21 CCA and
50 PDAC patients. In general, CCA and PDAC are categorized
mainly into three histological types by their growth pattern:
intraductal growth type, periductal infiltrating type, and
mass-forming type.34,35 In this study, we used the mass-
forming type only to suppress histological variation between
CCA and PDAC because the mass-forming type is the most
common among the three. The clinical information of CCA
and PDAC patients is shown in Table 1. We measured the 45
lectin signals for MUC1 from all CCA and PDAC FFPE tissues

and normalized them relative to the mean signal intensity
(Figure 2a). HCA was used to discriminate CCA from PDAC
by their glycan profiles (Figure 2b). Although the HCA of 71
patients partly overlapped, the MUC1 glycan profiling with 45
lectins classified CCA and PDAC patients into several clusters.
This suggested that MUC1 glycoforms from CCA and PDAC
origins are different. Subsequent PCA on 45 lectin signal
intensities showed that the principal components (PCs) 1 and
2 appeared to correlate to CCA toward PDAC (Figure 2c),
although it also showed that some of the CCA and PDAC
patient profiles overlapped, possibly because the MUC1
glycoforms of CCA origin seem to vary more than those of
PDAC. We then prepared a biplot and bar graphs of lectin
replications based on the PCA to investigate specific glycan

Figure 3 Dot graphs of nine lectins showing a significant difference in glycan profiling between cholangiocarcinoma (CCA) and pancreatic ductal
adenocarcinoma (PDAC) patients. (a) Dot plots of seven lectins (PWM, PHA-E, BPL, DSA, ECA, STL, and UDA) with a significant increase in CCA patients.
(b) Dot plots of two lectins (MAL and AOL) with a significant increase in PDAC patients.
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structures on MUC1 in CCA and PDAC to find lectins that
contribute to these PCs (Figure 2d). The data showed that
CCA was influenced by various glycans, while PDAC was
mainly influenced by modifications in NeuAcα2-3Gal (MAL,
M. amurensis leukoagglutinin) and terminal fucose (AOL,
Aspergillus oryzae lectin; Aleuria aurantia lectin). To our
knowledge, this is the first experimental proof that glycoforms
of MUC1 derived from CCA and PDAC have characteristic
differences.

Selection of Lectin Probes That Bind to Specific MUC1
Derived from CCA and PDAC
As the MUC1 glycoforms of CCA and PDAC origins appeared
to be different, we performed further univariate analysis to
obtain an overview of the lectins that show the greatest
difference of signal patterns between CCA and PDAC
samples. We have preliminarily analyzed all lectins for those
that are significant in discriminating CCA from PDAC
(Supplementary Table S1). In addition, from the result of
the PCA (Figures 2c and d), we selected nine lectins showing
significant differences between CCA and PDAC. In the
comprehensive lectin profiles, seven (Figure 3a) and two
(Figure 3b) lectins were identified as showing increased
intensities in CCA and PDAC samples, respectively (Po0.05).
We investigated the PWM lectin from P. americana, a
polylactosamine binder, in CCA (area under the receiver
operating characteristic curve (AUC)= 0.8388, Po0.0001)
and MAL in PDAC (AUC= 0.8146, Po0.0001) as the best
lectins showing the most significant statistical scores
(Po0.0001, Table 2).

Lectin and MY.1E12 Staining to Confirm Localization in
FFPE Tissue Sections from CCA and PDAC Patients
To investigate the localizations of lectin-reactive glycans and
MUC1 in tissues, we performed double fluorescent immu-
nostaining (Figure 4) with MY.1E12 and the lectins that
showed significant signals (PWM and MAL) in CCA or PDAC
FFPE tissue sections in Figure 3. WFA-MY.1E12 was used as a
positive control because we have already reported its
localization by double fluorescent immunostaining in CCA
samples.25 In WFA-MY.1E12 staining, we could observe
colocalization of WFA epitopes and MUC1 in both CCA and
PDAC cancer cells as predicted (lower panels in Figure 4). In
MAL-MY.1E12 staining of CCA, although MY.1E12 stained
specifically on the apical surface of cancer cells, MAL stained
in the stroma around the cancer cells and did not stain on the
apical surface of the cancer cells. Therefore, stains of MAL-
MY.1E12 were separated completely in CCA samples.
However, MAL epitopes expressed well in PDAC cancer cells,
and colocalization of MY.1E12 and MAL was observed in the
cancer cells of PDAC samples. In contrast, colocalization of
PWM and MY.1E12 was observed specifically in CCA rather
than in PDAC. These results agree with those in Figure 3 and
show that, although the expression levels of MUC1 from CCA
and PDAC samples were comparable, their glycosylation

profiles are quite different between CCA and PDAC. These
results may provide useful information to develop a glyco-
biomarker for differential diagnosis between CCA and PDAC.

Relationship of MUC1 Glycosylation Change with
Survival in CCA Patients
We investigated aberrant glycosylation in MUC1 related to
cancer properties, such as tumor stages and survival. To assess
lectins related to prognosis, we investigated the correlation
between the 45 lectin signals and survival periods after
surgery in 21 CCA patients. MAH, a NeuAcα2-3 or
desialyl-T (NeuAcα2-3Galβ1-3[NeuAcα2-6]GalNAcα) anti-
gen binder,36,37 was the lectin that showed a significant
correlation with the survival period (P= 0.0463) and tumor
stages (Figures 5a and b). In analysis of the cumulative
survival rate using the Kaplan–Meier method, high reactivity
of MAH (relative intensity 40.5) on MUC1 was also
significantly related to a poor prognosis (P= 0.0002;
Figure 5c). To verify these results, we performed double
fluorescent immunostaining with MAH and MY.1E12. The
MAH and MY.1E12 stains merged well on the surgical tissue
sections of patients with a poor prognosis (patient 19, high
MAH signal) but did not merge in patients with a good
prognosis (patient 12, low MAH signal) (Figure 5d). These
results suggest that the increase of MAH signal on MUC1
relates to prognosis in CCA patients.

Table 2 Lectins showing a significant difference between CCA
and PDAC by univariate analysis

Lectins P-valuea Positive rate (%)b AUC

CCA PDAC

Seven lectins with significant increases in CCA patients

PWM o0.0001 16/21 (76.2%) 5/52 (9.6%) 0.8388

BPL 0.0004 20/21 (95.2%) 25/52 (48.1%) 0.7573

PHA-E 0.002 14/21 (66.7%) 16/52 (30.8%) 0.723

DSA 0.0019 15/21 (71.4%) 19/52 (36.5%) 0.7202

ECA 0.007 16/21 (76.2%) 16/52 (30.8%) 0.685

STL 0.0154 15/21 (71.4%) 16/52 (30.8%) 0.6786

UDA 0.0278 13/21 (61.9%) 13/52 (25.0%) 0.674

Two lectins with significant increases in PDAC patients

MAL o 0.0001 3/21 (14.3%) 38/52 (73.1%) 0.8146

AOL 0.0333 6/21 (28.6%) 30/52 (57.7%) 0.6662

Abbreviations: AUC, area under the receiver operating characteristic curves;
CCA, cholangiocarcinoma; PDAC, pancreatic ductal adenocarcinoma.
aP-values were calculated by Mann–Whitney U-test.
bPositive rate was calculated from the cutoff values.
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DISCUSSION
Aberrant glycosylation of MUC1 during cancer development
is well known to contribute to various cancer events.
Although many studies have attempted the clinical applica-
tion of MUC1 glycosylation,38–40 such attempts have been
unsuccessful. This is largely because of the difficulty in
qualitative analysis of glycosylation targeting small amounts of
MUC1 derived from clinical specimens such as body fluids
and tissue sections even with the recent development of
glycan analysis technologies. Thus a robust methodology is
required for qualitative analysis of the MUC1 glycoform. In
this study, we described the establishment of a qualitative
method of the MUC1 glycoform, namely, glycan profiling,
with high sensitivity and throughput targeting in FFPE tissue
sections and its application in differential glycan profiling
between MUC1-producing cancers such as CCA and PDAC.
Some studies have reported on MUC1 glycan analysis derived
from serum and culture cells.12,38–40 However, although it
is important to analyze clinical tissue sections for the

development of tumor markers and to understand the tumor
biology more deeply, no reports have been published on the
direct analysis of MUC1 glycan in FFPE tissue sections.
Glycan analysis in FFPE tissue sections using MS imaging
technology has been reported. However, as described in the
Introduction section, the detection sensitivity could not
determine the localization of glycan epitopes, including O-
glycosylation, on specific glycoproteins in FFPE tissue
sections. Therefore, a reliable methodology with high
sensitivity was required to qualify O-glycosylation of mucins
in FFPE tissue sections. LCM is ideal for isolating a specific
population of cells, and several different types of well-
designed devices are commercially available.41 Although LCM
has contributed to the proteomics approach for tissue analysis
targeting FFPE tissue sections and has facilitated molecular
cancer biomarker discovery,42 the use of LCM in glycome
analysis containing O-glycosylation has not been reported.
We previously established that the lectin microarray system is
a highly sensitive and high-throughput glycan profiler.21 The

Figure 4 Lectin-MY.1E12 double fluorescent immunostaining of cholangiocarcinoma (CCA) and pancreatic ductal adenocarcinoma (PDAC) formalin-fixed
paraffin-embedded sections. Double fluorescent immunostaining with two lectins (MAL and PWM) shows significant differences between CCA and PDAC
and MY.1E12 and between WFA and MY.1E12 as a control. Each lectin was labeled with Alexa 592 streptavidin (red), and MY.1E12 was labeled with
Alexa 488 anti-mouse IgG (green). Marginal areas are shown in yellow. Nuclei are visualized with Hoechst 33258 (blue). Each bar indicates 20 or 200 μm.
HE staining of tissue specimens using double fluorescent immunostaining is shown in Supplementary Figure S4.
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antibody-overlay lectin microarray also facilitates glycan-
associated biomarker discovery focusing on distinctive
glycoproteins.22 In this study, we attempted to obtain
MUC1 glycan profiles in MUC1-positive cancer cells in FFPE
tissue sections using lectin microarrays combined with LCM
technology. Significant advantages of our approach include:
(1) highly sensitive and high-throughput performance with
simplicity compared with other technologies such as MS; (2)
multiplex analysis using 45 lectins with defined binding
specificities concurrently covering both N- and O-glycans;
and (3) glycan profile of MUC1 can be obtained from a small
amount of FFPE tissue because the target lesion for analyzing

the MUC1 glycoform was selected specifically by visualization
of MUC1-positive cancer cells with immunohistochemistry
assisted by microdissection. Consequently, we achieved the
MUC1 glycoform derived from an area of 2.5 mm2 in 5 μm
thickness in FFPE tissue sections. Our approach is thus novel
and unique for the direct qualification of MUC1
O-glycoforms in clinical tissue sections and indicates that
MUC1 O-glycoforms of CCA and PDAC are quite distinctive.

CCA and PDAC are malignant tumors associated with poor
prognosis. Histologically, both carcinomas are represented by
similar infiltrating ductal architecture and mild-to-moderate
nuclear atypia. This essentially causes important clinical

Figure 5 Relationship between prognosis of cholangiocarcinoma (CCA) patients and aberrant MUC1 glycosylation. (a) 2D plot of the survival period after
surgical dissection and M. amurensis hemagglutinin (MAH) signal indicating the most significant correlation with the survival month. (b) Relationship of
MAH signal and tumor stage. (c) Kaplan–Meier analysis of MAH signal intensity. Analysis was performed with a MAH signal cutoff value of 0.5.
(d) MAH-MY.1E12 double fluorescent immunostaining of CCA FFPE tissue sections from patients 12 and 19 shown in panel (a) and Supplementary Table
S1. The clinical stages and survival periods were stage III and 26 months in patient 12 and stage IVa and 6 months in patient 19, respectively.
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problems because differential diagnosis between CCA and
PDAC has significant implications for surgical management,
chemotherapy, and patient prognosis.43–45 It is difficult to
distinguish CCA from PDAC based on the protein composi-
tions because the expression patterns of mucins, including
MUC1, MUC2, MUC4, MUC5AC, and MUC16, are similar
in these carcinomas.27,28,32,45 Our data also indicate that the
expression of MUC1 is not different immunohistochemically
between CCA and PDAC (Supplementary Figure S3). These
results well represent our concept that the glycan moieties on
the proteins are different even if the protein levels are the
same regardless of the type of cancer or clinical conditions.46

Moreover, specific glycosylation profiles of MUC1 are
considered to be biomarkers for various cancers,47 and
several groups have reported that glycosylation is useful as a
cancer marker.12,38,48 Our technology may contribute to
detecting specific glycosylation profiles of MUC1 related to
various cancer events. In addition, although the sample size
was limited, we could identify MUC1 glycosylation related to
the prognosis of CCA in Figure 5. Our data showed clearly
that the lectin MAH indicated a change of signal intensity due
to tumor prognosis. This result experimentally proved an
accepted theory using clinical tissue that the heavy sialylation
of MUC1 is associated closely with cancer prognosis through
invasion and metastasis.10,48 Previously, we developed WFA-
positive sialylated MUC1 as a highly sensitive CCA diagnostic
marker in serum and bile specimens.25,26,49,50 Unfortunately,
detection of PWM-MUC1, MAL-MUC1, and MAH-MUC1 in
serum is difficult compared with detection of WFA-MUC1
because the results indicate their levels are comparatively low
(Figure 4). Thus, to determine their feasibility as a serum
marker, a highly sensitive detection system is required.

In this study, we showed a dramatic change of glycosylation
on MUC1 related to the cancer type or cancer progression.
MAL and MAH bind to sialylated glycans such as NeuAcα2-
3Gal with little different binding specificities. Because of
structural differences in the binding pockets among these
lectins, MAH recognizes O-glycans while MAL prefers N-
glycans. Maenuma et al.37 reported that MAH preferentially
binds to disialyl-core 1 antigen, 3′-sulfated core 1 (HSO3-
3Galβ1-3GalNAcα), and 3′-sulfated Lewis c (HSO3-3Galβ1-
3GlcNAcβ). Other reports showed that MAL strongly binds to
Neu5Acα2-3Galβ1-4GlcNAc.51,52 Our lectin microarray ana-
lysis indicated that the signal intensity of MAL is extremely
low compared with that of MAH, which is correlated well
with the fact that MUC1 has high-dense O-glycan clusters
with few N-glycosylation site. CA19-9 also has a terminal
NeuAcα2-3Gal structure. In this study, we did not compare
the glycan profiling and CA19-9 value. Further analysis would
be efficacious to clarify detailed profiling of the recognition
specificity in these lectins.

In conclusion, we have established a robust method for
direct analysis of MUC1 O-glycoforms derived from FFPE
tissue sections. Our approach opens up new possibilities in
research using tissue sections with glycoproteomics. In the

future, this method is expected to be utilized for the O-
glycome analysis of MUC1 and other mucins related to
various diseases for biomarker discovery and a deeper
understanding of their biological functions.

Supplementary Information accompanies the paper on the Laboratory
Investigation website (http://www.laboratoryinvestigation.org)
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