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Possible correlation of apical 
localization of MUC1 glycoprotein 
with luminal A‑like status of breast 
cancer
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Kaori Denda‑Nagai 3, Haruhiko Fujihira 4,5, Miki Noji 4, Hiroko Onagi 2, Miyu Ichida 2, 
Hiroyoshi Miura 6, Junichiro Watanabe 1, Mitsue Saito 1, Tsuyoshi Saito 2,3, 
Atsushi Arakawa 2 & Tatsuro Irimura 4

Adjuvant chemotherapy has played a major role in the treatment of hormone receptor‑positive breast 
cancer for many years. To better determine which patient subsets need adjuvant chemotherapy, 
various gene expression analyses have been developed, but cost‑effective tools to identify such 
patients remain elusive. In the present report, we retrospectively investigated immunohistochemical 
expression and subcellular localization of MUC1 in primary tumors and examined their relationship to 
tumor malignancy, chemotherapy effect and patient outcomes. We retrospectively examined three 
patient cohorts with hormone receptor‑positive/human epidermal growth factor receptor 2‑negative 
invasive breast cancer: 51 patients who underwent 21‑gene expression analysis (multi‑gene assay‑
cohort), 96 patients who received neoadjuvant chemotherapy (neoadjuvant chemotherapy‑cohort), 
and 609 patients whose tumor tissue was used in tissue‑microarrays (tissue‑microarray‑cohort). The 
immunohistochemical staining pattern of the anti‑MUC1 monoclonal antibody, Ma695, was examined 
in cancer tissues, and subcellular localization was determined as apical, cytoplasmic or negative. In 
the multi‑gene assay‑cohort, tumors with apical patterns had the lowest recurrence scores, reflecting 
lower tumor malignancy, and were significantly lower than MUC1‑negative tumors (P = 0.038). In the 
neoadjuvant chemotherapy‑cohort, there was no correlation between MUC1 staining patterns and 
effects of chemotherapy. Finally, in the tissue‑microarray‑cohort, we found that patients with apical 
MUC1 staining patterns had significantly longer disease‑free‑survival and overall survival than other 
patterns (P = 0.020 and 0.039, respectively). Our data suggest that an apical MUC1 staining pattern 
indicates luminal A‑likeness. Assessment of the subcellular localization of MUC1 glycoprotein may be 
useful for identifying patients who can avoid adjuvant chemotherapy.

In the treatment of hormone receptor (HR)-positive breast cancer, adjuvant chemotherapy has played a major 
part for many years. Risk assessment (i.e., the distinction between luminal A-like and B-like tumors) using 
factors, such as progesterone receptor (PgR) expression and the Ki67 labeling index, has been put into practi-
cal  use1. In addition, to better determine the patient subsets needing adjuvant chemotherapy, various gene 
expression analyses, such as Oncotype Dx, have been  developed1,2. However, such analyses are expensive and 
cost-effective tools to identify such patients are yet to be established. A glycoform of serum mucin 1 (MUC1), 
detected by a combination of monoclonal antibody (mAb) DF3 and mAb 115D8, has long been clinically used 
as CA15-3 to estimate the tumor burden of breast  cancer3. Therefore, we decided to focus on the use of MUC1 
as a clinicopathological indicator.

MUC1 is a transmembrane glycoprotein and is expressed in the apical membrane of glandular cells and 
luminal epithelial cells of the mammary gland, in addition to the esophagus, stomach, duodenum, pancreas, 
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uterus, prostate and  lung4. In normal tissue, MUC1 is believed to act as a physical barrier to protect the luminal 
surface of glandular cells from dryness, pH changes, contaminants, and  microorganisms5,6. MUC1 consist of 
two subunits, a long N-terminal fragment (MUC1-N) and a short C-terminal fragment (MUC1-C)7. When the 
polarity of cells is lost in cancer, the polarity of the MUC1 display is also lost, and mucin expression increases, 
and the density and elongation of glycan  changes8. In addition, the N-terminal portion of MUC1 is released into 
luminal spaces. MUC1 with such aberrant glycosylation is found in many cancer cells, such as in breast cancer, 
esophageal cancer, gastric cancer, ovarian cancer, and bladder cancer, and the released MUC1 is often found at 
high levels in the blood of patients with the above cancers.

Correlation of the cellular localization of MUC1 with breast cancer prognosis was first reported by Ceriani 
and co-workers using mAb BrE-39. This antibody was found to recognize the amino acid residue, TRP, within 
the tandem repeat of MUC1, and the extension of glycan attached to the threonine residue seems to prevent 
its  binding10. Further evaluation of the significance of the cytoplasmic localization of MUC1 detected by mAbs 
specific for the peptide portion of MUC1 tandem repeats, further confirmed the strong  correlation11. However, 
the clinicopathological use of this subcellular localization of MUC1 in breast cancer is yet to be evaluated, par-
ticularly under the advanced framework of current therapeutic options. In the present report, we retrospectively 
investigated the expression and subcellular localization of MUC1 by using mAb Ma695, which recognizes MUC1 
with a sialyl-T glycan attached to the threonine residue of the GVTS sequence within the tandem  repeats12. The 
binding of this antibody was immunohistochemically determined in primary tumors and its relationship to 
tumor malignancy, effects of chemotherapy and patient outcomes was examined.

Material and methods
Patients. We examined three patient cohorts with HR-positive/human epidermal growth factor receptor 
(HER) 2-negative invasive breast cancer in the current study. The first cohort was chosen to investigate the 
relationship between anti-MUC1 mAb staining patterns and the degree of tumor malignancy. Fifty-one patients 
who underwent 21-gene expression analysis for breast cancer diagnosis (Oncotype DX, Genomic Health, Red-
wood City, CA) after curative surgery during the period from 2017 to 2021 were enrolled (multi-gene assay 
[MGA]-cohort). This MGA was developed for HR-positive and HER2-negative breast cancer patients to iden-
tify those who are likely to obtain benefit from adjuvant  chemotherapy2. Recurrence score (RS) is used as the 
indicator for this assay, ranging from 0 to 100, where higher scores correspond to a worse prognosis and a likely 
benefit from adjuvant chemotherapy. The second cohort was used to investigate the relationship between anti-
MUC1 mAb staining patterns and the outcomes of chemotherapy. Ninety-six patients who received neoadjuvant 
chemotherapy (NAC) and underwent curative surgery during the period from 2006 to 2008 were enrolled and 
retrospectively examined (NAC-cohort). The third cohort was used to examine the relationship between anti-
MUC1 mAb staining patterns and the clinical outcomes of patients. Tissue-microarrays (TMAs) from tumors 
of 609 patients who underwent curative surgery from 2014 through 2019 were used (TMA-cohort). TMAs were 
constructed using 2.0 mm cores sampled from one representative area of each formalin-fixed paraffin-embed-
ded tissue block from primary tumors, as described  previously13. This cohort included four patients who had 
estrogen receptor-negative/PgR-positive tumors. The clinicopathological backgrounds of these three cohorts are 
shown in Supplementary Table 1.

This study was performed with approval from the Ethics Committee of Juntendo University Hospital (H19-
0289). Patients could see the research plan on the hospital website and were offered the choice to opt out of the 
study at any time. All data were anonymized before use.

Pathological assessment. Pathological examinations were carried out at Juntendo University Hospital by 
two experienced pathologists. Tumor grade was judged based on the modified Bloom-Richardson histological 
grading system. For patients who received NAC, a pathological complete response (pCR) was defined as the 
disappearance of invasive nests both in the dissected primary breast tumor and lymph nodes. Estrogen recep-
tor and PgR statuses were assessed semi-quantitatively with immunohistochemistry and reported as positive 
when > 1% of cancer cell nuclei were stained. HER2 was judged as positive when more than 10% of tumor cells 
showed strong staining of the entire cell membrane, or HER2/neu gene amplification was observed by fluores-
cence in situ hybridization. We excluded HER2-positive cases from the current study. The Ki67 labeling index 
was semi-quantitatively evaluated by the percentage of cells positive for nuclear Ki67 within a selected hotspot 
microscopically under high magnification.

Binding profiles with anti-MUC1 mAb Ma695 (Leica Biosystems, Tokyo, Japan) were immunohistochemically 
examined. Biopsy specimens prior to systemic treatments were used for the NAC-cohort. Surgical specimens 
were used for the MGA- and TMA-cohorts. Specimens were cut at 3 μm thickness from formalin-fixed paraffin-
embedded samples for immunohistochemistry. The staining patterns in cancer tissues were assessed and classified 
as apical (Ap), apical + cytoplasmic (Ap + Cy), cytoplasmic (Cy), or negative, according to the methods employed 
in previous  reports14,15. Representative images are shown in Fig. 1. The classifications, Ap and Ap + Cy, were made 
when more than 10% of cancer cells examined had these patterns.

Statistical assessment. Statistical analyses were performed using JMP 11.2.1 statistical software (SAS 
Institute Inc., Cary, NC). For comparisons of mean values among multiple groups and two groups, analysis of 
variance and two-sided t tests were employed, respectively. As a test of independence, the Pearson’s Chi-squared 
test was used. A logistic regression model was constructed to identify factors characteristic to pCR cases. For 
evaluation of the independent prognostic effects of the staining profiles, the Cox proportional hazard model was 
applied with a 95% confidence interval. In the NAC-cohort, the full-model analysis selected variables according 
to their clinical significance. Sample size, age, pathological size of the invasive disease, lymph node metasta-



3

Vol.:(0123456789)

Scientific Reports |         (2023) 13:5281  | https://doi.org/10.1038/s41598-023-32579-4

www.nature.com/scientificreports/

sis, Ki67 labeling index, PgR status, and distribution of anti-MUC1 mAb staining were chosen. Kaplan–Meier 
curves were drawn, and log-rank tests were applied to compare the survival curves of the two populations. A 
P-value < 0.050 was considered statistically significant.

Ethics approval. All procedures performed in studies involving human participants were in accordance 
with the ethical standards of the Ethics Committee of Juntendo University Hospital (H19-0289) and with the 
1964 Helsinki declaration and its later amendments or comparable ethical standards. The requirement for 
informed consent was waived by the Ethics Committee of Juntendo University Hospital.

Consent to participate. An opt-out approach was used with the disclosure on our website.

Results
MUC1 staining patterns in the MGA‑cohort. In the MGA-cohort (n = 51), RS was available for each 
patient and the mean RS was 16.8 (range, 0–46). Staining patterns with anti-MUC1 mAb Ma695 in the 51 
tumors differed among patients and the proportions of Ap, Ap + Cy Cy and negative were 18%, 31%, 45% and 
6%, respectively. The relationship between RS and MUC1 staining patterns is shown in Fig. 2A. Tumors with the 
Ap pattern had the lowest RS (11.4) and RS increased as apical staining was lost, as MUC1-negative tumors had 
the highest RS (26.0). The RS of Ap-pattern tumors was significantly lower than that of MUC1-negative tumors 
(P = 0.028), while there was no significant difference in RS when all four groups were compared (P = 0.144).

RSs were then categorized into two groups, high (26–100) and low (0–25), based on several large clinical 
 trials16,17. The percentage of tumors with a high RS and low RS was 20% (10 patients) and 80% (41 patients), 
respectively. Under this categorization, a significant correlation between RS and MUC1 staining patterns was 
also observed (Fig. 2B, P = 0.019) and all tumors with the Ap pattern were categorized into the low RS group.

Additionally, this cohort included two patients with invasive micropapillary carcinoma (IMPC) and the 
MUC1 staining patterns were Ap and Ap + Cy in these two patients.

MUC1 staining patterns in the NAC‑cohort. Staining patterns of MUC1 in the 96 tumors in this cohort 
were Ap in 7%, Ap + Cy in 41%, Cy in 48% and negative in 4% of tumors. Table 1 shows the relationship between 
the effects of chemotherapy and the anti-MUC1 mAb staining profiles, together with other clinicopathological 
features. Among the variables examined, only the Ki67 labeling index was an independent factor relating to 
pCR, as patients with pCR had significantly higher Ki67 labeling indexes in biopsy specimens (P = 0.033). There 
was no correlation between MUC1 staining patterns and the effects of chemotherapy on the whole, but there 
was no case showing pCR in the Ap group. Moreover, Supplementary Table 2 shows the relationship between 

Figure 1.  Representative images of MUC1 staining. Representative images of MUC1 staining are shown. (A) 
Apical, (B) apical + cytoplasmic, (C) cytoplasmic, (D) negative. The horizontal bar indicates 100 µm.

Figure 2.  MUC1 staining patterns and recurrence score. (A) Recurrence score (RS) according to the 
MUC1 staining pattern. Horizontal blue lines indicate the mean values of each group. (B) RS distribution 
according to MUC1 staining when patients were divided into two groups, high and low RS. Ap apical, Ap + Cy 
apical + cytoplasmic, Cy cytoplasmic, Neg negative.
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MUC1 staining patterns and clinicopathological factors in the NAC-cohort. Tumors with Ap staining patterns 
were significantly smaller than the others (P < 0.001), while there was no difference in other factors, including 
the Ki67 labeling index.

As for patient outcomes in the NAC-cohort, 27 of the 96 patients (28%) developed distant metastasis and 17 
patients died due to breast cancer during the median 118-month observation period (range, 9–191 months). 
Supplementary Table 3 shows the relationship between disease-free-survival (DFS) and overall survival (OS), 
and the clinicopathological features. Age, pathological invasive size of remnant disease, and PgR status were 
related with DFS (P = 0.031, 0.016 and 0.031, respectively), as young age, patients with large and PgR-negative 
tumors had significantly shorter DFS. The pathological invasive size of remnant disease and PgR status were also 
associated with OS (P = 0.021 and 0.019, respectively).

MUC1 staining patterns in the TMA‑cohort. Staining patterns of MUC1 in the 609 tumors from the 
TMA-cohort were Ap in 10%, Ap + Cy in 34%, Cy in 50% and negative in 5% of tumors. There were seven 
patients with IMPC tumors included in this cohort and MUC1 staining patterns were Ap in five tumors and 
Ap + Cy in two tumors. The relationship between MUC1 staining patterns and clinicopathological factors in 
the TMA-cohort are shown in Supplementary Table 4. Patients with Ap-pattern tumors were younger and more 
frequently had special histological types of tumors, compared with other staining patterns (P = 0.027 and 0.002, 
respectively). Among these special histological types, mucinous carcinoma and IMPC frequently had Ap MUC1 
staining patterns (35% and 71%, respectively), while no invasive lobular carcinomas had Ap patterns.

During the median 53-month observation period (range, 1–95 months), 55 of the 609 patients (9%) devel-
oped distant metastasis and 18 patients (3%) died due to breast cancer. Table 2 shows the relationship between 
DFS and OS, and clinicopathological features according to results of the Cox proportional hazard model. Tumor 
size, PgR status, and MUC1 staining were independent factors relating to DFS. Patients with large tumors had 
shorter DFS (P = 0.025), while those with PgR-positive tumors and tumors with Ap MUC1 staining patterns 
had significantly longer DFS (P = 0.013, and 0.020, respectively). Patients with either large, high-grade or PgR-
negative tumors had shorter OS (P = 0.008, 0.006 and 0.034, respectively). Meanwhile, patients with Ap-pattern 
tumors had significantly longer OS (P = 0.039). Finally, we drew Kaplan–Meier curves according to the MUC1 
staining pattern (Fig. 3). A log-rank test revealed that Ap-pattern tumors had significantly longer DFS (P = 0.037) 
compared with other patterns. Meanwhile, there was no difference in OS (P = 0.152), which was different to the 
results of the Cox proportional hazard model. Kaplan–Meier curves of patient outcomes compared among the 
four patterns of MUC1 staining are shown in Supplementary Fig. 1.

Discussion
MUC1 is the major constituent of milk fat globule membranes secreted from normal mammary ductal epithelial 
 cells6. Glycoforms of MUC1 (MUC1 with different glycans) present in sera have long been used as serum mark-
ers for carcinomas and interstitial  pneumonitis18,19. However, debate surrounds its use as a tissue marker for 
breast malignancy, with one study reporting that genes induced by MUC1 worsen the outcome of breast cancer 
 patients20, while others show that MUC1 expression correlates to a better  prognosis15,21–23.

Table 1.  Relationship between the effect of chemotherapy and clinicopathological features in the neoadjuvant 
chemotherapy cohort (n = 96). All biomarkers were assessed based on biopsy specimens. a Compared in two 
groups between Ap and other patterns. pCR pathological complete response, NST no special type, L.I. labelling 
index, PgR progesterone receptor, OR odds ratio, CI confidence interval, Ap apical, Cy cytoplasmic.

Variables

pCR Non-pCR Univariate Multivariate

n = 5 n = 91 OR 95% CI P-value OR 95% CI P-value

Age, mean, years 55.2 51.5 5.2 0.1–740.7 0.479 2.3 0.02–2.4E+02 0.723

Histology

 NST 5 87 6.3E+05 1.2E+90–∞ 0.508 4.0E+07 0.02–∞ 0.999

 Others 0 4

Tumour grade

 High 1 9 2.3 0.1–17.4 0.519 1.5 0.1–20.9 0.748

 Intermediate/low 4 81

Ki67 L.I., mean, % 43 24 42.5 1.4–1.3E+3 0.039 71.4 1.4–3.6E+03 0.033

PgR

 Positive 2 67 0.2 0.03–1.5 0.116 0.2 0.02–2.0 0.176

 Negative 3 23

MUC1 staining

 Ap 0 7 1.7E−08a 0.0–6.4 0.378 1.2E−07a 0.0–9.0 0.999

 Ap + Cy 1 38

 Cy 3 43

 Negative 1 3
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Cellular localization patterns of MUC1 in breast cancer were previously reported to differ depending on 
the type of tumor and the use of mAbs with different  specificities9,11,14,15,24. MUC1 localizes in the cytoplasm, 
cell surface membranes and intracellular membranes. These localization patterns may differ depending on the 
breast cancer  subtype14,24. The relationship between the localization of MUC1 and patient prognosis was reported 
as early as  19919,11, but MUC1 distribution patterns and therapeutic outcomes have not been evaluated using 
intrinsic subtyping and precision medicine with genetic profiling.

In our present study of the MGA-cohort, we found that the RS obtained from gene expression profiles cor-
responds to the subcellular localization of MUC1 revealed by the binding of mAb Ma695. Tumors having Ap 
patterns in MUC1 staining had the lowest RS. To the best of our knowledge, this is the first report showing such 
a relationship. The 21-gene multi-gene expression profiling (Oncotype Dx) used in the present study consists of 
16 important genes involved in cancer biology, such as proliferation, infiltration and the estrogen signaling path-
way, and has been developed to identify patients who may benefit from adjuvant chemotherapy in HR-positive 
 cancer2,16,17. It is also used as a tool to predict patient  prognosis16,17,25–27. Therefore, our present results suggest 
that cellular localization of MUC1 with a unique glycosylation is potentially useful as a prognostic indicator of 
luminal-type breast cancer, as comprehensively reviewed by Pinho and  Reis28.

In our studies of the NAC-cohort, there was no pCR in Ap-pattern tumors. Therefore, chemotherapy was not 
effective for patients with Ap-pattern tumors. This cohort included patients from an earlier period when NAC 

Table 2.  Relationship between patient outcomes and clinicopathological features in the tissue microarray-
cohort. HR hazard ratio, CI confidence interval, NST no special type, L.I. labelling index, ER estrogen receptor, 
PgR progesterone receptor, Ap apical.

Variables

Univariate Multivariate

HR 95% CI P-value HR 95% CI P-value

Disease-free survival

Age 0.53 0.13–2.13 0.379 0.49 0.10–2.51 0.396

Tumor size 19.22 4.41–66.67  < 0.001 8.42 1.35–38.77 0.025

Lymph node metastasis

 Yes vs. no 2.77 1.58–5.03  < 0.001 1.58 0.83–3.07 0.165

Histology

 NST vs. others 0.98 0.50–2.14 0.950 0.99 0.38–3.40 0.989

Tumor grade

 High vs. intermediate/low 3.12 1.66–5.56  < 0.001 1.89 0.94–3.66 0.074

Ki67 L.I 6.91 2.36–19.76  < 0.001 2.84 0.79–9.77 0.109

ER

 Positive vs. negative 6.64E+07 0.16–0.16 0.435 4.22E+09 0.36- 0.222

PgR

 Positive vs. negative 0.31 0.16–0.63 0.002 0.34 0.16–0.78 0.013

Administration of chemotherapy

 Yes vs. no 3.71 2.15–6.59  < 0.001 1.98 0.98–4.13 0.058

MUC1 staining

 Ap vs. others 0.16 0.01–0.73 0.012 0.17 0.01–0.80 0.020

Overall survival

Age 0.27 0.02–3.16 0.303 0.16 0.01–2.75 0.206

Tumor size 9.32E+01 11.61–526.30  < 0.001 51.50 3.18–560.57 0.008

Lymph node metastasis

 Yes vs. no 4.79 1.70–17.03 0.003 2.30 0.66–9.60 0.196

Histology

 NST vs. others 0.38 0.15–1.10 0.072 0.32 0.08–1.60 0.151

Tumor grade

 High vs. intermediate/low 7.85 2.88–21.39  < 0.001 5.78 1.71–19.43 0.006

Ki67 L.I 10.16 1.60–62.92 0.015 3.38 0.33–29.77 0.297

ER

 Positive vs. negative 2.44E+07 0.03–0.03 0.703 1.70E + 12 8.9E+10–2.8E+13 0.624

PgR

 Positive vs. negative 0.20 0.08–0.63 0.008 0.21 0.06–0.88 0.034

Administration of chemotherapy

 Yes vs. no 6.43 2.30–22.68  < 0.001 1.13 0.30–4.89 0.862

MUC1 staining

 Ap vs. others 1.72E−09 0.99–0.99 0.049 2.66E−10 0–0.89 0.039
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was still given to many patients with luminal-type breast cancers. Therefore, the results are valuable because such 
a population cannot be studied under the current chemotherapy standards.

Patients with tumors having the Ap pattern in MUC1 staining had the best outcomes in our TMA-cohort of 
609 patients. Our data showed that comparing patients with Ap patterns to those with other staining patterns in 
MUC1 staining seemed to be useful for prognosis prediction. Previously, Ceriani and colleagues reported that 
patients with low cytoplasmic and high membrane intensity, when stained with mAb BrE-3, specific for the TRP 
sequence in the tandem repeat of MUC1, were associated with a good  prognosis9. Rahn and co-workers evaluated 
tumors in 71 breast cancer patients by immunohistochemical staining with mAb B27.29, specific for an epitope 
PDTRPAP in the tandem repeat of MUC1, and found that tumors with poor staining in the cytoplasm had a good 
 prognosis11. In these early studies, HER2 or HR status was unknown in most cases. No study has ever clarified a 
prognostic association of MUC1 cellular localization patterns using mAb Ma695, a mAb specific for MUC1 with 
sialyl-T residues, for luminal HER2-negative breast cancer on the scale of our study. It should be emphasized that 
the results of the present study are directly applicable under the current framework of breast cancer treatment.

The mechanism of how glycosylated MUC1 exhibits cytoplasmic localization in tumor cells of some cases 
of luminal-type breast cancer is presently unknown. Kinlough and colleagues showed that apical localization of 
MUC1 was dependent on the extension of O-glycans, and blockade of this extension by sialylation of position 
6 of N-acetylgalactosamine (GalNAc) induced cytoplasmic localization of  MUC129. The importance of such a 
mechanism is worth further investigation, though MUC1 with this epitope, sialyl-Tn, is not likely to be recog-
nized by mAb  Ma69512.

The mechanistic correlation of cytoplasmic localization with elevated malignant behavior of luminal-type 
breast cancer cells is another important question. The function of MUC1 in cancer might change according to 
its intracellular localization. For example, when the localization of MUC1 shifts, it decreases cell-to-cell adhe-
sion via binding to β-catenin30. As a result, cancer migration and invasion may be  promoted31,32. Moreover, by 
boosting the interaction with molecules normally expressed on the basement membrane, such as epidermal 
growth factor receptor, various intracellular signaling pathways could be  activated33.

MUC1 expression in the apical membrane is likely to represent a luminal A-like phenotype (low grade cancer 
resulting in the most favorable prognosis). Our data showing a low RS and better patient survival in tumors with 
apical MUC1 localization support this possibility. Therefore, assessment of MUC1 subcellular localization may be 
useful in selecting patients who can avoid adjuvant chemotherapy in clinical practice. Luminal formation is one 
factor in histological grading, but this structure does not always show an Ap staining pattern with anti-MUC1 
mAb Ma695. Thus, we believe that evaluation of MUC1 localization by immunohistochemical staining has the 
potential to be a simple and cost-effective option to estimate the aggressiveness of luminal-type breast cancer.

While invasive lobular carcinomas showed no Ap staining pattern, all IMPC tumors showed apical staining 
(Ap or Ap + Cy) in the current study. Considering this histological type is known to have relatively poor patient 
 outcomes34, the MUC1 staining pattern might have to be interpreted separately for such tumors with special 
histological features in future studies.

Many tumors indeed had a mixed pattern of Ap and Cy. However, we could not manage to explore the 
intra-tumor heterogeneity of the MUC1 staining pattern. Intra-tumor heterogeneity is of major importance. It 
is thought to be created by the cancer cells themselves at the genetic and epigenetic levels during various stages, 
from carcinogenesis to the development of metastatic  disease35,36. Through inter-clonal cooperation, tumor 
heterogeneity might functionally contribute to adaptation of the tumor microenvironment, tumor progression 
and resistance to therapy. We believe it is possible that heterogeneity in MUC1 reactivity may also have biological 
or clinical significance, and it should be clarified by further research.

One of the other limitations of our present study is the specificity of the mAb  Ma69512. Combinations of 
mAbs with different specificity may increase the accuracy of the prognostic prediction. It has been reported that 
MUC1-C contributes to resistance to  tamoxifen37, however, we were not able to directly verify the relationship 
between MUC1 localization and the effect of endocrine therapy in the present study. Another study limitation 

Figure 3.  Kaplan–Meier curves of patient outcomes according to MUC1 staining pattern. Kaplan–Meier curves 
of (A) disease-free survival (DFS) and (B) overall survival (OS) according to MUC1 staining pattern are shown. 
Orange curves indicate patients with tumors with an apical MUC1 staining pattern, while grey curves indicate 
patients with tumors with other staining patterns.
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was the small sample size. Especially in the MGA-cohort, the number of RS-high cases was small. Further studies 
with a larger sample size may be needed to confirm the association of the MUC1 staining pattern with tumor 
malignancy. In addition, the observation period of our TMA-cohort was relatively short, and the relationship 
with late recurrence could not be investigated. Whether or not Ap-pattern tumors tend to develop late recurrence 
is of great interest and this issue is to be addressed in the future. Finally, there is the concern of the assessment 
of MUC1 staining. The three cohorts we employed in this study differed in terms of the area to be evaluated. 
Considering the possible heterogeneity of MUC1 staining, the interpretation of results may require caution, 
especially for the NAC- and TMA-cohorts where we were forced to evaluate small samples.

In conclusion, our data suggest that intracellular localization of MUC1 could be a prognostic factor in luminal 
HER2-negative breast cancer. The Ap pattern in MUC1 staining may indicate luminal A-likeness, and assessment 
of the subcellular localization of MUC1 may be important from the perspective of screening patients who can 
avoid adjuvant chemotherapy in clinical practice.

Data availability
All data generated or analyzed during this study are included in this published article.

Received: 21 September 2022; Accepted: 29 March 2023

References
 1. Burstein, H. J. et al. Customizing local and systemic therapies for women with early breast cancer: The St. Gallen International 

Consensus Guidelines for treatment of early breast cancer 2021. Ann. Oncol. 32, 1216–1235 (2021).
 2. Paik, S. et al. A multigene assay to predict recurrence of tamoxifen-treated, node-negative breast cancer. N. Engl. J. Med. 351, 

2817–2826 (2004).
 3. Li, X. et al. Clinicopathological and prognostic significance of cancer antigen 15–3 and carcinoembryonic antigen in breast cancer: 

A meta-analysis including 12,993 patients. Dis. Mark. 2018, 9863092 (2018).
 4. Chang, J. F., Zhao, H. L., Phillips, J. & Greenburg, G. The epithelial mucin, MUC1, is expressed on resting T lymphocytes and can 

function as a negative regulator of T cell activation. Cell Immunol. 201, 83–88 (2000).
 5. Hollingsworth, M. A. & Swanson, B. J. Mucins in cancer: Protection and control of the cell surface. Nat. Rev. Cancer 4, 45–60 

(2004).
 6. Gendler, S. J. & Spicer, A. P. Epithelial mucin genes. Annu. Rev. Physiol. 57, 607–634 (1995).
 7. Khodabakhsh, F., Merikhian, P., Eisavand, M. R. & Farahmand, L. Crosstalk between MUC1 and VEGF in angiogenesis and 

metastasis: A review highlighting roles of the MUC1 with an emphasis on metastatic and angiogenic signaling. Cancer Cell Int. 
21, 200 (2021).

 8. Chen, W. et al. MUC1: Structure, function, and clinic application in epithelial cancers. Int. J. Mol. Sci. 22, 6567 (2021).
 9. Ceriani, R. L. et al. Levels of expression of breast epithelial mucin detected by monoclonal antibody BrE-3 in breast-cancer prog-

nosis. Int. J. Cancer 51, 343–354 (1992).
 10. Peterson, J. A., Couto, J. R., Taylor, M. R. & Ceriani, R. L. Selection of tumor-specific epitopes on target antigens for radioimmu-

notherapy of breast cancer. Cancer Res. 55, 5847s–5851s (1995).
 11. Rahn, J. J., Dabbagh, L., Pasdar, M. & Hugh, J. C. The importance of MUC1 cellular localization in patients with breast carcinoma: 

An immunohistologic study of 71 patients and review of the literature. Cancer 91, 1973–1982 (2001).
 12. Yoshimura, Y. et al. Products of chemoenzymatic synthesis representing MUC1 tandem repeat unit with T-, ST- or STn-antigen 

revealed distinct specificities of anti-MUC1 antibodies. Sci. Rep. 9, 16641 (2019).
 13. Yamashiro, Y. et al. NTRK fusion in Japanese colorectal adenocarcinomas. Sci. Rep. 11, 5635 (2021).
 14. Iizuka, M. et al. Altered intracellular region of MUC1 and disrupted correlation of polarity-related molecules in breast cancer 

subtypes. Cancer Sci. 106, 307–314 (2015).
 15. Sinn, B. V. et al. Evaluation of Mucin-1 protein and mRNA expression as prognostic and predictive markers after neoadjuvant 

chemotherapy for breast cancer. Ann. Oncol. 24, 2316–2324 (2013).
 16. Sparano, J. A. et al. Adjuvant chemotherapy guided by a 21-gene expression assay in breast cancer. N. Engl. J. Med. 379, 111–121 

(2018).
 17. Kalinsky, K. et al. 21-Gene assay to inform chemotherapy benefit in node-positive breast cancer. N. Engl. J. Med. 385, 2336–2347 

(2021).
 18. Hilkens, J., Kroezen, V., Bonfrer, J. M., De Jong-Bakker, M. & Bruning, P. F. MAM-6 antigen, a new serum marker for breast cancer 

monitoring. Cancer Res. 46, 2582–2587 (1986).
 19. Kohno, N. et al. New serum indicator of interstitial pneumonitis activity. Sialylated carbohydrate antigen KL-6. Chest 96, 68–73 

(1989).
 20. Khodarev, N. N. et al. MUC1-induced transcriptional programs associated with tumorigenesis predict outcome in breast and lung 

cancer. Cancer Res. 69, 2833–2837 (2009).
 21. Wright, C. et al. Prognostic factors in breast cancer: Immunohistochemical staining for SP1 and NCRC 11 related to survival, 

tumour epidermal growth factor receptor and oestrogen receptor status. J. Pathol. 153, 325–331 (1987).
 22. Hayes, D. F. et al. Prediction of prognosis in primary breast cancer by detection of a high molecular weight mucin-like antigen 

using monoclonal antibodies DF3, F36/22, and CU18: A Cancer and Leukemia Group B study. J. Clin. Oncol. 9, 1113–1123 (1991).
 23. Ohashi, R. et al. Prognostic significance of mucin expression profiles in breast carcinoma with signet ring cells: A clinicopathologi-

cal study. Diagn. Pathol. 11, 131 (2016).
 24. Rakha, E. A. et al. Expression of mucins (MUC1, MUC2, MUC3, MUC4, MUC5AC and MUC6) and their prognostic significance 

in human breast cancer. Mod. Pathol. 18, 1295–1304 (2005).
 25. Paik, S. et al. Gene expression and benefit of chemotherapy in women with node-negative, estrogen receptor-positive breast cancer. 

J. Clin. Oncol. 24, 3726–3734 (2006).
 26. Albain, K. S. et al. Prognostic and predictive value of the 21-gene recurrence score assay in postmenopausal women with node-

positive, oestrogen-receptor-positive breast cancer on chemotherapy: a retrospective analysis of a randomised trial. Lancet Oncol. 
11, 55–65 (2010).

 27. Dowsett, M. et al. Prediction of risk of distant recurrence using the 21-gene recurrence score in node-negative and node-positive 
postmenopausal patients with breast cancer treated with anastrozole or tamoxifen: a TransATAC study. J. Clin. Oncol. 28, 1829–
1834 (2010).

 28. Pinho, S. S. & Reis, C. A. Glycosylation in cancer: Mechanisms and clinical implications. Nat. Rev. Cancer 15, 540–555 (2015).
 29. Kinlough, C. L. et al. Core-glycosylated mucin-like repeats from MUC1 are an apical targeting signal. J. Biol. Chem. 286, 39072–

39081 (2011).



8

Vol:.(1234567890)

Scientific Reports |         (2023) 13:5281  | https://doi.org/10.1038/s41598-023-32579-4

www.nature.com/scientificreports/

 30. Brabletz, T. et al. Nuclear overexpression of the oncoprotein beta-catenin in colorectal cancer is localized predominantly at the 
invasion front. Pathol. Res. Pract. 194, 701–704 (1998).

 31. Takeichi, M. Cadherin cell adhesion receptors as a morphogenetic regulator. Science 251, 1451–1455 (1991).
 32. Birchmeier, W. & Behrens, J. Cadherin expression in carcinomas: Role in the formation of cell junctions and the prevention of 

invasiveness. Biochim. Biophys. Acta 1198, 11–26 (1994).
 33. Mori, Y. et al. Binding of galectin-3, a β-galactoside-binding lectin, to MUC1 protein enhances phosphorylation of extracellular 

signal-regulated kinase 1/2 (ERK1/2) and Akt, promoting tumor cell malignancy. J. Biol. Chem. 290, 26125–26140 (2015).
 34. Wu, Y., Zhang, N. & Yang, Q. The prognosis of invasive micropapillary carcinoma compared with invasive ductal carcinoma in 

the breast: A meta-analysis. BMC Cancer 17, 839 (2017).
 35. Grosselin, K. et al. High-throughput single-cell ChIP-seq identifies heterogeneity of chromatin states in breast cancer. Nat. Genet. 

51, 1060–1066 (2019).
 36. Lüönd, F., Tiede, S. & Christofori, G. Breast cancer as an example of tumour heterogeneity and tumour cell plasticity during 

malignant progression. Br. J. Cancer 125, 164–175 (2021).
 37. Kharbanda, A., Rajabi, H., Jin, C., Raina, D. & Kufe, D. Oncogenic MUC1-C promotes tamoxifen resistance in human breast 

cancer. Mol. Cancer Res. 11, 714–723 (2013).

Acknowledgements
We sincerely appreciate Chisato Kohara for assistance with establishment of a TMA platform. The authors also 
thank Clear Science Pty Ltd for language editing.

Author contributions
Y.H., H.M., M.S. and T.I. designed this study. R.S., M.S.M., Y.I., H.O., and M.I. conducted data acquisition. R.S., 
Y.H., Y.I., J.W. and M.S. treated patients. T.S. and A.A. performed pathological assessment. Y.H., K.D., M.N. and 
T.I. conducted data analysis and statistics. R.S., Y.H., H.F. and T.I. drafted the original manuscript and T.S., M.S. 
and J.W. substantively revised it. All authors have read and approved the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 023- 32579-4.

Correspondence and requests for materials should be addressed to Y.H.

Reprints and permissions information is available at www.nature.com/reprints.

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 licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence 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 licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

https://doi.org/10.1038/s41598-023-32579-4
https://doi.org/10.1038/s41598-023-32579-4
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Possible correlation of apical localization of MUC1 glycoprotein with luminal A-like status of breast cancer
	Material and methods
	Patients. 
	Pathological assessment. 
	Statistical assessment. 
	Ethics approval. 
	Consent to participate. 

	Results
	MUC1 staining patterns in the MGA-cohort. 
	MUC1 staining patterns in the NAC-cohort. 
	MUC1 staining patterns in the TMA-cohort. 

	Discussion
	References
	Acknowledgements


