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Abstract 

Background Metaplastic breast carcinoma (MpBC) typically consists of carcinoma of no special type (NST) with 
various metaplastic components. Although previous transcriptomic and proteomic studies have reported subtype‑
related heterogeneity, the intracase transcriptomic alterations between metaplastic components and paired NST 
components, which are critical for understanding the pathogenesis underlying the metaplastic processes, remain 
unclear.

Methods Fifty‑nine NST components and paired metaplastic components (spindle carcinomatous [SPS], matrix‑
producing, rhabdoid [RHA], and squamous carcinomatous [SQC] components) were microdissected from specimens 
obtained from 27 patients with MpBC for gene expression profiling using the NanoString Breast Cancer 360 Panel on 
a NanoString nCounter FLEX platform. BC360‑defined signatures were scored using nSolver software.

Results Hierarchical clustering and principal component analysis revealed a heterogeneous gene expression profile 
(GEP) corresponding to the NST components, but the GEP of metaplastic components exhibited subtype depend‑
ence. Compared with the paired NST components, the SPS components demonstrated the upregulation of genes 
related to stem cells and epithelial–mesenchymal transition and displayed enrichment in claudin‑low and mac‑
rophage signatures. Despite certain overlaps in the enriched functions and signatures between the RHA and SPS 
components, the specific differentially expressed genes differed. We observed the RHA‑specific upregulation of genes 
associated with vascular endothelial growth factor signaling. The chondroid matrix‑producing components demon‑
strated the upregulation of hypoxia‑related genes and the downregulation of the immune‑related MHC2 signature 
and the TIGIT gene. In the SQC components, TGF-β and genes associated with cell adhesion were upregulated. The 
differentially expressed genes among metaplastic components in the 22 MpBC cases with one or predominantly one 
metaplastic component clustered paired NST samples into clusters with correlation with their associated metaplastic 
types. These genes could be used to separate the 31 metaplastic components according to respective metaplastic 
types with an accuracy of 74.2%, suggesting that intrinsic signatures of NST may determine paired metaplastic type. 
Finally, the EMT activity and stem cell traits in the NST components were correlated with specimens displaying lymph 
node metastasis.

†Huang‑Chun Lien and Chia‑Lang Hsu have contributed equally to this work.

*Correspondence:
Ching‑Hung Lin
chinghlin@ntu.edu.tw
Full list of author information is available at the end of the article

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s13058-023-01608-5&domain=pdf


Page 2 of 17Lien et al. Breast Cancer Research           (2023) 25:11 

Conclusions We presented the distinct transcriptomic alterations underlying metaplasia into specific metaplastic 
components in MpBCs, which contributes to the understanding of the pathogenesis underlying morphologically 
distinct metaplasia in MpBCs.

Keywords Metaplastic breast carcinoma, Invasive carcinoma of no special type, Spindle carcinomatous component, 
Matrix‑producing component, Rhabdoid component, Squamous carcinomatous component, Gene expression profile

Introduction
Metaplastic breast carcinoma (MpBC) is a rare cancer 
that accounts for less than 1% of primary breast malig-
nancies [1]. In general, MpBC is biphasic and comprises 
both carcinomatous and sarcomatous components. The 
carcinomatous component is typically carcinoma of no 
special type (NST) in which squamous metaplasia may 
occur to a variable extent. The sarcomatous components 
can exhibit spindled, rhabdomyoid and matrix-produc-
ing histomorphologies, among others [2]. Occasionally, 
the sarcomatous component predominantly consists of 
noncohesive cells with large eccentric nuclei, prominent 
nucleoli, and intracytoplasmic inclusion-like features 
but lacks myogenic markers expression, reminiscent of 
rhabdoid metaplasia. Although the majority of MpBCs 
do not express estrogen receptors (ERs), progester-
one receptors (PRs), or human epidermal growth factor 
receptor 2 (HER2), they are typically more aggressive 
and less responsive to chemotherapy than conventional 
triple-negative breast cancers (TNBCs) [1, 3, 4]. The mul-
tivariate analysis of a prior study demonstrated that the 
prognosis of MpBCs was dependent on the metaplastic 
subtype, with spindle cell carcinoma demonstrating par-
ticularly aggressive behavior [5]. This presents a clini-
cal challenge that highlights the need to investigate the 
pathogenesis underlying the distinct metaplastic compo-
nents of MpBCs.

The histopathology and underlying pathogenesis 
of MpBC, for which a single case may contain multi-
ple carcinomatous and sarcomatous components, has 
long been a topic of scholarly interest. A growing body 
of evidence has indicated that MpBCs share a genetic 
background with in  situ and invasive carcinoma and 
metaplastic sarcomatous components, with these sarco-
matous components being derived from NST through 
various metaplastic processes [6–10]. Despite the lack of 
a genetic basis underlying these histologic subtypes [10, 
11], studies have revealed distinct transcriptomic and 
proteomic profiles to be correlated with different MpBC 
subtypes [11–13]. However, intercase heterogeneity may 
complicate inferences of the pathogenesis underlying 
distinct metaplastic changes. Because these sarcomatous 
components are metaplastically transformed from NST, 
a direct comparison between NST and paired meta-
plastic components, which is critical for elucidating the 

pathogenesis underlying distinct metaplastic changes, 
has not yet been made. Herein, we analyzed 59 dissectible 
NST components and paired metaplastic components, 
including spindle carcinomatous (SPS), matrix-pro-
ducing, rhabdoid (RHA), and squamous carcinomatous 
(SQC) components, collected from 27 patients with 
MpBC. We used hybridization-based transcriptomic 
analysis technology to identify the gene expression pro-
file (GEP) underlying the metaplasia of NST into distinct 
metaplastic components.

Materials and methods
Tumor samples and needle‑assisted microdissection
The study protocol was approved by the Institutional 
Review Board of National Taiwan University Hospital 
(Approval No. 201711051RINC). From the Department 
of Pathology of the hospital, we retrieved formalin-fixed, 
paraffin-embedded (FFPE) surgical specimens collected 
between 1998 and 2019 from 27 patients with biphasic 
MpBC who had dissectible tumor components. The 27 
cases comprised metaplastic carcinoma with heterolo-
gous mesenchymal differentiation (n = 12), spindle cell 
carcinoma (n = 9), squamous cell carcinoma (n = 3), and 
mixed metaplastic carcinoma (n = 3). Ten 10-µm hema-
toxylin-counterstained slides of each dissectible NST 
component and paired metaplastic component were 
prepared for needle-assisted microdissection, in which 
a 27-gauge needle was used under 40 × magnification. 
A total of 59 dissected tumor components were col-
lected for RNA extraction: these comprised NST com-
ponents (n = 27) and paired metaplastic components, 
namely SPS (n = 12), RHA (n = 6), matrix-producing 
(chondroid, n = 9; osteoid, n = 1), and SQC (n = 4). All 
the six RHA components showed no convincing stain-
ing for myogenic markers (desmin and myogenin). The 
chondroid and osteoid matrix-producing components 
are hereafter referred to as MAT and OGS, respectively. 
The tumor size and the status of lymph node metastasis 
were recorded for all specimens. Lymph node metastasis 
was observed in 10 cases of MpBC with both carcinoma-
tous and sarcomatous components. Seven of these cases 
involved only carcinomatous components in the meta-
static lymph nodes. The other three cases involved both 
carcinomatous and sarcomatous components, with the 
carcinomatous components being predominant.
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Immunohistochemistry
ER (SP1, Ventana, Tucson, AZ, USA), PR (1E2, Ven-
tana), and HER2 (4B5, Ventana) staining was performed 
using the Ventana iVIEW DAB detection kit with an 
autoimmunostainer (Ventana BenchMark). Specimens 
demonstrating HER2 (2 +) were further tested for 
HER2 through fluorescence in situ hybridization (FISH; 
PathVysion, Abbott, Abbott Park, IL, USA). Immuno-
histochemistry was performed to verify the presence of 
differentially expressed genes in the metaplastic com-
ponents, the intrinsic gene sets of NST components, 
and the differentially expressed genes associated with 
lymph node metastasis. Primary antibodies against 
EPAS1 (SC13596; Santa Cruz Biotech, Dallas, TX, 
USA), SLC2A1 (SC377228), IL1RA (SC374084), CAV1 
(EP353; Bio SB, Santa Barbara, CA, USA), FBN1 
(HPA021057; Sigma-Aldrich, St. Louis, MO, USA), 
HAPLN1 (HPA019482), COL9A3 (HPA040125), 
PYCARD (HPA054496), PDGFRA (HPA004947), 
NCAM1 (MRQ-42, Ventana), and SOX10 (SP267, Cell 
Marque, Rocklin, CA, USA) were used.

Tumor RNA isolation and gene expression assay
RNA isolation was conducted using the Roche High 
Pure FFPE RNA Isolation Kit (Roche Molecular Sys-
tems, Pleasanton, CA, USA). To ensure sample purity 
(optical density 260/280  nm; ratio 1.7–2.5), the RNA 
concentration was estimated using the NanoDrop 
ND-1000 spectrophotometer and the Qubit 3.0 Fluo-
rometer (Thermo Fisher Scientific, Waltham, MA, 
USA). The GEP was analyzed using the NanoString 
Breast Cancer 360 (BC360) Panel on a NanoString 
nCounter FLEX platform (NanoString Technologies, 
Seattle, WA, USA). The BC360 Panel contains 770 
genes across 23 breast cancer-related pathways and 
processes as well as 30 signatures for measuring tumor 
and immune activities [14, 15]. Intrinsic molecular 
subtypes of PAM50 were used to classify breast can-
cer into four subtypes (luminal A, luminal B, HER2-
enriched, and basal-like) [16, 17]. Risk of recurrence 
(ROR) scores are derived from the expression profile 
of 46 PAM50 genes with a weighted sum of the prolif-
eration score, the four subtype correlations and tumor 
size information to calculate a score between 0 and 100 
[18, 19]. The whole tumor size was used in this calcu-
lation, so the comparison of ROR score between NST 
and its paired metaplastic component mainly indirectly 
compared the expression of proliferation-associated 
genes of these two components. BC360-defined signa-
tures were scored using nSolver software (NanoString 
Technologies).

Gene set enrichment analysis
Gene set enrichment analysis (GSEA) was performed 
using the enrichment analysis function in the cluster-
Profiler R package. The gene sets used in the GSEA 
were obtained from the c2.cp, c5.bp, and hallmark 
collections in the Molecular Signatures Database 
(MSigDB; version 7.0). We used a preranked GSEA to 
analyze gene lists ranked by the −  log10(p) * sign(log2 
fold-change), where p was derived from paired t tests 
for paired samples or from t tests for unpaired samples.

Data availability
Raw data from this study were deposited in the Gene 
Expression Omnibus (GEO) with Accession Number 
GSE212245.

Statistical analysis
Processing, analyses, and plotting were conducted using 
R3.5.2 software (http:// www.r- proje ct. org/). The paired 
t test, t test, and analysis of variance (ANOVA) were 
applied to paired samples, unpaired samples, and mul-
tigroup samples, respectively. A hierarchical clustering 
analysis was performed using the pheatmap R package 
with the clustering distance set to the “euclidean” default 
and with the clustering method set to “ward.D2.”

Results
Clinicopathological characteristics of the tumor samples
In total, 59 dissected NST components and paired meta-
plastic components were collected and subjected to gene 
expression profiling by using the NanoString BC360 
Panel (Fig. 1). The clinicopathological characteristics and 
molecular intrinsic subtypes of PAM50 are presented 
with ROR scores in Table  1, and the information of 
patients’ treatment and outcome is shown in Additional 
file 4: Table S1. All 31 metaplastic components were clas-
sified as the basal-like subtype and were determined to 
be ER− , PR− , and HER2− . Four and two NST compo-
nents were classified as the HER2-enriched and luminal 
A subtypes, respectively. The components were consist-
ent in immunohistochemistry, except case BT83, which 
was classified as the HER2-enriched subtype and HER2 
2+ in immunohistochemistry testing, but HER2 testing 
by FISH was negative. The remaining 21 NST compo-
nents were classified as the basal-like subtype, with 19 
components being ER− , PR− , and HER2− and the other 
2 components demonstrating 5% and 20% ER in immu-
nohistochemical staining. Notably, compared with that of 
the paired NST components, the ROR score was higher 
or equal in 83.3% (10/12) of SPS components and in 100% 
(6/6) of RHA components. However, it was lower in 

http://www.r-project.org/
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77.8% (7/9) of MAT components and was lower or equal 
in 75% (3/4) and 25% (1/4) of SQC components, respec-
tively (Fig. 2).

Gene expression of metaplastic components revealing 
subtype dependence
We performed hierarchical clustering and principal 
component analysis (PCA) to illustrate the relation-
ship among the 59 components on the basis of the 
overall GEPs (Fig. 3A-E and Additional file 5: Table S2). 
Although hierarchical clustering revealed a modest dis-
tinction among the metaplastic component subtypes, 
intracase clustering of GEPs was noted in 14 of the 
27 MpBC cases (Fig.  3A), suggesting that the overall 

intercase tumor heterogeneity was high. PCA indicated 
relatively clustered GEPs in each metaplastic subtype, but 
the NST specimens displayed greater heterogeneity than 
the specimens corresponding to the metaplastic subtypes 
(Fig.  3B). The high intercase heterogeneity among the 
NST components was further demonstrated by the rela-
tively wide range of Euclidean distances between those 
components in the GEPs (Fig. 3C). The distribution of the 
specimens in the PCA further revealed a modest over-
lap between the RHA and SPS components, differentiat-
ing them from the MAT and SQC components (Fig. 3B). 
However, when metaplastic subtype-specific differen-
tiation was considered, GEP differences between NST 
components and paired SPS or RHA components were 

Fig. 1 Distinct histomorphological patterns of MpBC tumors and the workflow of sample collection and gene expression analysis. A Representative 
histomorphology of NST and components conforming to four major metaplastic patterns, namely SPS, RHA, MAT, and SQC. B Workflow of tissue 
collection and gene expression analysis, conducted using the NanoString BC360 Panel (770 genes). H&E, hematoxylin and eosin
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greater than those between NST components and paired 
MAT or SQC components (Fig.  3D). This finding was 
supported by the fact that a larger Euclidean distance 
was observed in the GEPs between NST components and 
paired SPS or RHA components than between paired 
MAT or SQC components in the four MpBC cases with 
multiple metaplastic components (Fig. 3E). These results 
suggest that the GEPs of metaplastic components are 
subtype dependent.

Metaplastic component‑specific expressed genes 
as potential indicators of distinct intrinsic molecular 
characteristics
To investigate the functional difference between NST 
components and metaplastic components, the genes dif-
ferentially expressed between the 59 NST components 
and paired metaplastic components were identified. 
Of these genes, 55 (31 upregulated, 24 downregulated) 
were identified in SPS components, 22 (14 upregulated, 
8 downregulated) were identified in MAT components, 
31 (12 upregulated, 19 downregulated) were identified 
in RHA components, and 7 (4 upregulated and 3 down-
regulated) were identified in SQC components (paired t 
test, p < 0.01). These differentially expressed genes were 
clustered into four groups (G1–G4) according to their 
expression patterns across all samples (Fig. 4A and Addi-
tional file 6: Table S3). To verify the genes that were dif-
ferentially upregulated between the NST components 
and the paired SPS, MAT, RHA, or SQC components, 
we selected a representative gene from each of the four 
metaplastic components for immunohistochemical 
analysis. FBN1, SLC2A1, EPAS1, and IL1RN were dif-
ferentially expressed in the SPS, MAT, RHA, and SQC 
components, respectively, and were subjected to immu-
nohistochemical verification (Fig.  4B). The biological 
processes involving the differentially expressed genes are 
displayed in Fig. 4C. Most genes upregulated in the SPS 

components belonged to G3. These genes were enriched 
in functions such as stem cell, cell adhesion, epithelial–
mesenchymal transition (EMT), extracellular matrix 
organization, and growth factor responses (Fig.  4C). 
Most SPS-specific downregulated genes, which belonged 
to G1 and G2, were associated with nucleosome organ-
ization (e.g., HMGA1, HIST3H2BB, MIS18A, and 
ARID1A) as well as with cell cycle (e.g., PRKAA2, WEE1, 
MDM2, CDC7, and XRCC2) and cell development (e.g., 
EFNA3, CD24, and PIK3R3). The upregulated and down-
regulated genes corresponding to the RHA components 
demonstrated an overall similarity to those of the SPS 
components, which belonged to G3 and G1, respectively. 
Furthermore, despite some overlap in enriched func-
tions, such as cell adhesion, cell development, stem cell 
upregulation (e.g., RHA-specific gene EPAS1 [20]), and 
EMT (e.g., RHA-specific gene BDNF [21]), the specific 
differentially expressed genes differed between the RHA 
and SPS components (Fig.  4A and C). By contrast, cer-
tain RHA-specific upregulated genes were associated 
with vascular endothelial growth factor (VEGF) signal-
ing. Moreover, some RHA-specific downregulated genes 
were linked to cell adhesion and hypoxia. In addition, the 
SPS-specific downregulated genes that were associated 
with nucleosome organization and cell cycle were not 
downregulated in the RHA components. Mainly belong-
ing to G4, the upregulated genes corresponding to the 
MAT components were associated with functions such 
as hypoxia (namely VEGFA, BNIP3, ADM, and SLC2A1) 
and apoptosis (namely BBC3, BNIP3, INHBB, FGFR3, 
and COL2A1) (Fig. 4A, C). The downregulated genes cor-
responding to the MAT components, primarily belonging 
to G2, were associated with cell-cycle control (e.g., BAX, 
SPRY1, PSMB7, and PLCB1). Mainly belonging to G4, 
the upregulated genes in the SQC components, includ-
ing NOD2, IL20RB, BCL2A1, and IL1RN, were linked to 
apoptosis, immune responses, and cell adhesion. Over-
all, despite some overlap between SPS and RHA compo-
nents, the functions of the differentially expressed genes 
in each metaplastic component revealed distinct intrinsic 
molecular characteristics.

Differentially expressed signatures in specific metaplastic 
components
To identify the gene expression signatures underly-
ing metaplastic processes in MpBC, the differentially 
expressed signatures defined by the BC360 Panel were 
identified (paired t test, p < 0.05) and visualized as a heat 
map (Fig. 5A and Additional file 7: Table S4). Consistent 
with the findings presented in Fig. 4A, C, we observed the 
expression of some overlapping signatures in the SPS and 
RHA components. The expression of the claudin-low, 
stroma, and macrophage signatures and various genes 

Fig. 2 Comparison of PAM50‑based ROR scores between metaplastic 
tumor components and paired NST components
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Fig. 3 Transcriptomic differences among the NST components and metaplastic components. A Heat map of 758 genes (excluding housekeeping 
genes and probes for internal control) across 59 specimens obtained from 27 patients with MpBC. PID, patient identification. B PCA plot of 
unsupervised clustering among the 59 specimens. C Distribution of between‑sample differences quantified based on the Euclidean distances of 
expression profiles in the NST components and distinct metaplastic components. D PCA plot identical to B but with NST components and paired 
metaplastic component linked by arrows, illustrating subtype‑specific differentiation. E Euclidean distance based on expression profiles among NST 
components and metaplastic components in four patients with MpBC involving multiple metaplastic components



Page 8 of 17Lien et al. Breast Cancer Research           (2023) 25:11 

Fig. 4 Differences in differentially expressed genes between the NST components and paired metaplastic components. A Heat map of differences 
in differentially expressed genes between these components (paired t test, p < 0.01) clustered into four groups. The top panel presents genes 
significantly downregulated (blue) or significantly upregulated (red) in corresponding cell types compared with the corresponding genes in the 
NST components. B Immunohistochemical validation of FBN, SLC2A1, EPAS1, and IL1RN, representative differentially expressed genes in the SPS, 
MAT, RHA, and SQC components, respectively. C Heat map showing gene–function associations. The order of the genes was identical to that in A. 
The top panel presents genes significantly downregulated (blue) or significantly upregulated (red) in corresponding cell types compared with the 
corresponding genes in the NST components
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(including TGF-β and inhibitory immune genes PD-L2 
and B7.H3) was higher in the SPS components than in 
the NST components (Fig. 5A, B). By contrast, differenti-
ation signatures and genes including ESR1, ERBB2, and T 
cell immunoreceptor with Ig and immunoreceptor tyros-
ine-based inhibitory motif domains (TIGIT) were down-
regulated in the SPS components. We further performed 
a GSEA on external gene sets related to EMT, which in 
turn is related to claudin-low signatures and TGF-β 
signaling. The SPS components exhibited high activity 
of EMT and TGF-β signaling (Fig.  5B). Compared with 
the NST components, the RHA components had a more 
distinct claudin-low signature and greater macrophage 
abundance but a less distinct differentiation signature. 
This was further demonstrated at the gene expression 
level of macrophage-related genes (CD84, CD163, and 
CD68) and validated through GSEA on gene sets linked 
to the EMT and cell differentiation (Fig. 5C). TGF-β was 
upregulated in the SQC components; this finding was 
validated through the GSEA of TGF-β-responsive genes 
(Fig.  5A, D). As presented in Fig.  4A, because many 
MAT-specific genes were linked to hypoxia, we exam-
ined the expression of hypoxia-responsive genes col-
lected from MSigDB. These genes were relatively highly 
expressed in the MAT components compared with in the 
NST components (Fig. 5E). Compared with those in the 
NST components, the MHC2 signature and TIGIT in the 
MAT components were downregulated (Fig.  5A). These 
results were consistently obtained for the four cases with 
multiple metaplastic components, with claudin-low, 
macrophage, and TGF-β signatures scores being higher 
and differentiation signature scores being lower in the 
SPS and RHA components than in the paired NST com-
ponents. Two specimens contained MAT components, 
and both had higher hypoxia signature scores than the 
paired NST components. The only case with SQC com-
ponent had a higher TGF-β score than did the paired 
NST component (Additional file 8: Table S5).

Intrinsic gene expression of NST as a determinant 
of metaplastic type
We next investigated whether metaplastic types were 
determined by the intrinsic gene expression of their 
paired NST components. We restricted our analysis 
to the 22 NST components with only one type (n = 19) 

or predominantly one type (> 95%; n = 3) of a paired 
metaplastic component. As displayed in Fig. 6A, 44 dif-
ferentially expressed genes were identified among the 
metaplastic types (ANOVA, p < 0.05). Organized accord-
ing to these 44 genes, the 22 NST components were sepa-
rated into three clusters dominated by two sets of genes, 
namely subgroups S and subgroup M (Additional file  9: 
Table S6). The clusters were highly correlated with types 
of associated paired metaplastic components as follows: 
MAT (M-high/S-low), SQC (M-low/S-high), and SPS/
RHA. We further clustered the 31 metaplastic compo-
nents on the basis of the same 44 genes and identified 
three clusters with reference to the genes in subgroups 
S and M. The analysis achieved an accuracy of 74.2% 
(23/31), although one RHA component and 5 SPS com-
ponents were misclassified into the MAT cluster and 
two MAT components were misclassified into the SPS/
RHA cluster. The differentially expressed genes among 
the 31 metaplastic components were employed in sepa-
rating 31 metaplastic components modestly correlated 
with metaplastic type. However, under these gene sets, 
the 22 NST components could not be clustered with 
their corresponding paired metaplastic types (Additional 
file 1: Fig. S1). The 27 MpBC samples were subjected to 
immunohistochemical analysis for M-subgroup (SOX10, 
NCAM1, HAPLN1, and COL9A3) and S-subgroup 
(PYCARD) proteins (Fig.  6B–G and Additional file  10: 
Table S7). Of the 27 MpBC cases, 22 had only one type 
or predominantly one type of paired metaplastic com-
ponent. In nearly all MpBC cases with the MAT com-
ponent, the coexpression of all four M-subgroup genes 
was observed in the MAT and NST components. In 
MpBC cases with the SQC component, the coexpression 
of the S-subgroup gene was observed in the SQC and 
NST components. However, in MpBC cases with SPS 
or RHA metaplasia, both M-subgroup and S-subgroup 
genes were generally not or less frequently expressed in 
the NST and metaplastic SPS and RHA components. A 
similar trend was observed in MpBC cases with multiple 
metaplastic components. The immunohistochemistry 
results were consistent with those of intrinsic gene clus-
tering. To validate the significance of the intrinsic gene 
sets, 28 frozen samples from GSE57544 [12] were scored 
using gene set variation analysis (GSVA) against the 
M-subgroup and S-subgroup genes. Although no paired 

Fig. 5 Differentially expressed BC360‑defined signatures of the NST components and paired metaplastic components. A Heat map of differences 
in the expression of BC360‑defined signatures in the NST and paired metaplastic components, with signatures exhibiting significant differences 
(paired t test, p < 0.05) labeled with asterisks. Log2 fold‑change indicates log2 fold‑change of the gene signature score of the metaplastic 
component with respect to the NST component. Plotted figures demonstrate the differences in the expression of representative genes and 
the GSEA‑based activity of gene sets in the B SPS, C RHA, D SQC, and E MAT with respect to their paired NST components. A paired t test was 
conducted to evaluate differences in expression. Gene sets were obtained from MSigDB. E Heat map (right panel) of the expression of leading‑edge 
genes from the GSEA results for the NST and MAT components (left panel)

(See figure on next page.)
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Fig. 5 (See legend on previous page.)
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NST components were available for analysis, a high MAT 
and SQC signature score was observed in the chondroid 
and squamous components, respectively (Additional 
file 2: Fig. S2), thereby supporting our finding. Together, 
the observations presented suggest that the intrinsic gene 
expression of NST determines the metaplastic type.

Correlation of EMT activity and stem cell traits in NST 
with lymph node metastasis
Because the carcinomatous component was the pre-
dominant one present in metastatic axillary lymph 
nodes in the MpBC cases, we investigated whether any 
specific GEP in the NST was linked to nodal metasta-
sis. The comparisons of GSEA of hallmark gene sets of 
NST components between cases with and without nodal 
metastasis revealed that cell cycle-related and cell pro-
liferation-related pathways were negatively enriched in 
tumors with nodal metastasis (Fig. 7A). However, genes 
linked to the EMT and stem cells tended to be upregu-
lated in tumors with nodal metastasis (Fig.  7A, B and 
Additional file 11: Table S8). Among these genes, CAV1, 
which is functionally associated with stem cell upregu-
lation, and PDGFRA, which is functionally associated 
with EMT and stem cell upregulation, were selected for 
immunohistochemical verification in the 27 MpBC tis-
sues. PDGFRA and CAV1 expression were both signifi-
cantly more frequent in the NST components of MpBC 
cases with lymph node metastasis than in the NST 
components of those without metastasis (Fig.  7C, D), 
supporting the GSEA results. Because most NST compo-
nents of MpBC are negative for ER, PR, and HER2, we 
validated the biological significance of the metastasis-
associated genes by using data on triple-negative breast 
cancers from the Cancer Genome Atlas (TCGA). The 
results indicated a worse progression-free and overall 
survival in cases with high expression of the metastasis-
associated genes (Additional file 3: Fig. S3). This finding 
supports the biological significance of the metastasis-
associated genes.

Discussion
Herein, we employed a hybridization-based method by 
using the NanoString BC360 Panel to examine the tran-
scriptomic features of 59 microdissected samples of NST 

components and paired metaplastic components on 
specimens obtained from 27 patients with MpBC. We 
observed that distinct transcriptomic alterations may 
underlie metaplasia into histologically distinct metaplas-
tic components. The heterogeneity of the intercase gene 
expression in the NST components, as highlighted by the 
PCA plots and the hierarchical clustering heat map, sub-
stantiates the need for a comparison of paired samples 
when exploring transcriptomic features underlying dis-
tinct metaplastic processes. The consistency rate of 94.9% 
(56/59) between the classification of molecular intrinsic 
subtypes of PAM50 and the immunohistochemistry/
FISH results of the 59 NST and metaplastic components 
supports the validity of the analysis (Table 1).

Compared with the paired NST components, the SPS 
components demonstrated the upregulation of genes 
related to stem cells, and the EMT, and displayed enrich-
ment in claudin-low, and TGF-β signatures. The claudin-
low subtype was characterized by the high expression 
of EMT-related and stem cell-like genes and the low 
expression of cell–cell adhesion genes [22–24]. Further-
more, TGF-β signaling was found to play a critical role 
in the EMT [25]. A comparison of the GEPs of the SPS 
components and paired NST components confirmed the 
contributions of the EMT and claudin-low signatures to 
spindle cell metaplasia in MpBCs [11–13]. In addition, 
we observed the enrichment of macrophage signatures 
and the immune inhibitory genes PD-L2 and B3-H3 in 
the SPS components as well as the downregulation of 
the immune-related gene TIGIT. Immune microenvi-
ronments were reported as being distinct within differ-
ent histological components. For example, the number 
of tumor-infiltrating lymphocytes (TILs) in sarcoma-
tous components is generally lower than that in paired 
carcinomatous components [26]. Whether the differen-
tially expressed signatures and genes herein explain the 
difference in the microenvironments between the car-
cinomatous and sarcomatous components warrants fur-
ther study. Notably, the SPS components exhibited the 
downregulation of various genes involved in nucleosome 
organization and the cell cycle. The perturbation of chro-
matin remodeling complexes in malignant progression 
has been documented [27, 28]. Our findings suggest that 
such perturbations are involved in spindle metaplasia 

(See figure on next page.)
Fig. 6 Ability of the intrinsic gene expression of NST to predict metaplastic components. A Unsupervised clustering of 22 NST components (left) 
and 31 metaplastic components (right) using 44 differentially expressed genes (ANOVA, p < 0.01). The clustering of NST components was according 
to NST samples categorized by corresponding metaplastic components. Genes majorly expressed in the MAT and SQC components are highlighted 
as subgroups M and S. DEGs, differentially expressed genes. B Bar plots of the immunohistochemical analysis of M‑subgroup genes (SOX10, HAPLN1, 
NCAM1, and COL9A3) and S‑subgroup gene (PYCARD) in the 22 MpBC cases with only one type or predominantly one type of paired metaplastic 
component. Representative pictures of immunohistochemical staining for C SOX10, D NCAM1, E HAPLN1, F COL9A3, and G PYCARD in the 27 MpBC 
cases. The NST and paired metaplastic components are marked with a black circle. The inset displays a low‑power view. Positive PYCARD staining in 
some infiltrating mononuclear cells in the stroma
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Fig. 6 (See legend on previous page.)
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and are coordinating with EMT-related and stem cell-
upregulated genes to contribute to an aggressive tumor 
phenotype.

RHA morphology, which features round to polygonal 
cells with eccentric nuclei and abundant eosinophilic 
cytoplasm, is occasionally observed as a metaplastic 
component in MpBCs [2]. Compared with those of other 
types of metaplasia, the gene expression of RHA meta-
plasia is less well understood. Herein, the enriched gene 
functions and signatures of the RHA components were 
somewhat similar to those of the SPS components. Spe-
cifically, they exhibited the upregulation of genes func-
tionally related to cell adhesion, cell development, stem 

cells, and the EMT as well as the upregulation of claudin-
low and macrophage signatures and the downregula-
tion of differentiation signatures. Notably, despite some 
overlap between the RHA and SPS components in the 
enriched functions and signatures, the specific differen-
tially expressed genes differed between these two types 
of metaplastic components (Fig. 4C). In the RHA compo-
nents, we noted the RHA-specific upregulation of genes 
associated with VEGF signaling and the downregulation 
of genes enriched in cell adhesion. Moreover, a lack of 
alteration in genes related to nucleosome organization 
and the cell cycle, which were downregulated in the SPS 
components, was detected. These findings suggest that 

Fig. 7 Functions associated with nodal metastasis. A Bar graph of significant MSigDB hallmark gene sets associated with NST with nodal metastasis, 
obtained through GSEA (p < 0.05). Bar colors indicate positive (pink) or negative (blue) values of normalized enrichment scores. B GSEA of gene 
sets related to the EMT and stem cells in NST specimens with and without nodal metastasis. C Bar plots representing the immunohistochemical 
verification of PDGFRA and CAV1 expression in the 27 MpBC cases with or without lymph node metastasis (chi‑square test). D Representative 
pictures of immunohistochemical staining for PDGFRA and CAV1. Positive staining in ≥ 5% of tumor cells is considered positive. PDGFRA staining 
in the myoepithelial (star) cells surrounding the nonneoplastic mammary ducts, which serves as an internal positive staining control. CAV1 staining 
is also observed in vessels. In cases BT15, CAV1 staining is completely negative in the NST component, in contrast to the intense staining in the SPS 
component
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the GEPs of the RHA and SPS components are distinct 
yet overlapping. Our finding of the enrichment of EMT 
and claudin-low signatures in cases of MpBC with spin-
dle and RHA components, but not in those featuring 
other metaplasia, may have clinical implications. A prior 
study using multiple independent datasets of patients 
who received neoadjuvant chemotherapy demonstrated 
that the pathological complete response rate was lower 
in claudin-low subtype than in basal-like subtypes [22]. 
Furthermore, MpBCs with spindle metaplasia in particu-
lar have an aggressive behavior [5]. The shared transcrip-
tomic features of RHA and spindle metaplasia suggest 
that MpBC with RHA metaplasia has relative chemore-
sistance and a poor prognosis.

Several MAT-specific upregulated genes were related 
to hypoxia. Furthermore, the expression of hypoxia-
responsive genes was relatively high in the MAT compo-
nents compared to that in the NST components. Hypoxia 
is essential for extracellular matrix synthesis in cartilage, 
a highly hypoxic tissue [29]. Consistent with this evi-
dence, all nine MAT components had chondroid meta-
plasia. Several MAT-upregulated genes were related to 
apoptosis, which was shown to be linked to hypoxia [30]. 
By contrast, genes related to the cell cycle were down-
regulated in the MAT components. For example, SPRY1 
facilitates cell cycle progression and suppresses cell apop-
tosis [31]. Moreover, hypoxia has been demonstrated 
to induce cell cycle arrest. Taken together, the evidence 
indicates that hypoxia contributes to matrix metaplasia 
in MpBCs. Compared with those in the paired NST com-
ponents, the immune-related MHC2 signature, which 
measures the levels of human leukocyte antigen involved 
in the presentation of MHC class II antigens, was sig-
nificantly downregulated in the MAT components. Also 
significantly downregulated was TIGIT, which encodes 
an immune receptor present in some T cells and natu-
ral killer cells. These observations echo those of a recent 
proteomic study reporting that inflammatory responses 
in MAT components are less active than those in spin-
dle and squamous MpBCs [13]. In line with this finding, 
the proportion of high- or intermediate-level TILs was 
lower in MAT components than in paired NST compo-
nents [26]. Taken together, the evidence indicates that 
the microenvironment in MAT components is relatively 
immune cold.

Herein, compared with genes linked to other types of 
metaplasia, fewer SQC differentially expressed genes 
(four upregulated, three downregulated) were observed. 
This may be partially explained by the small number 
of SQC components (n = 4). Alternatively, despite the 
histomorphological differences between SQC and NST 
components, differences in the gene expression of carci-
nomatous (SQC vs. NST) components might be smaller 

than those between sarcomatous and carcinomatous 
components. This is supported by the fact that GEP dif-
ferences between NST components and paired SPS, 
RHA, or MAT components were greater than those 
between NST components and paired SQC compo-
nents, as revealed in the PCA (Fig.  3D). Nevertheless, 
the SQC components demonstrated the upregulation 
of genes related to apoptosis, immune responses, and 
cell adhesion (Fig.  4C). The finding that SQC-specific 
upregulation genes were functionally associated with cell 
adhesion is consistent with the prior proteomic study 
demonstrating the upregulation of cell adhesion mark-
ers in squamous MpBCs [13]. The SQC components 
displayed upregulation of the TGF-β signature (Fig.  5A, 
D), which modulates processes such as immune regula-
tion and microenvironment modification in cancers. 
These findings suggest that the upregulation of apoptosis, 
immune responses, and cell adhesion, along with micro-
environment modification, are potential GEPs underlying 
squamous metaplasia in MpBCs.

Whether the intrinsic GEP of NST determines the 
type of metaplasia occurring in MpBCs remains unclear. 
In the present study, the differentially expressed genes 
among the metaplastic components obtained from the 
22 MpBC cases with only one or predominantly one 
type of metaplastic component could separate the paired 
22 NST samples with correlation with their associated 
metaplastic types. Notably, these genes were employed 
in separating the 31 metaplastic components according 
to their respective metaplastic types, and the accuracy 
rate obtained was 74.2%. These results were consistent 
with those of immunohistochemical analysis, thereby 
strengthening the link between NST and paired meta-
plastic components and indicating that the intrinsic gene 
expression of NST may determine the metaplastic type.

We also evaluated PAM50 ROR scores derived from 
the BC360 Panel in the NST components and metaplas-
tic components. The ROR scores varied with histological 
components, with the majority of cases demonstrating 
scores higher than those of the paired NST components 
in the SPS and RHA components. Moreover, in the 
majority of cases, the scores in the MAT and SQC com-
ponents were lower than those in the paired NST compo-
nents. These findings may have prognostic implications. 
Specifically, the ROR scores for patients with MpBC may 
vary with the histological components from which the 
tumor specimens were collected. These findings high-
light the effects of histology-related heterogeneity on 
transcriptomic signatures and prognostic information 
in MpBCs. In addition, the enrichment of claudin-low 
signature in the SPS and RHA components in our study, 
along with the EMT-like transcriptomic profiles and the 
high prevalence of the claudin-low subtype in MpBC with 
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spindle cell metaplasia demonstrated in previous studies 
[11–13], support the assumption that the enrichment of 
EMT or claudin-low signatures in MpBCs stems from the 
analyzed SPS or RHA components [11–13, 32–34].

Although MpBCs have been shown to reveal genetic 
heterogeneity that broadly correlates with histologic 
subtype [7], nearly identical landscapes of somatic 
mutation of paired invasive ductal carcinoma and 
metaplastic tumor component suggests epigenetic or 
noncoding changes may mediate the metaplastic phe-
notype of MpBCs [10]. Our finding of the distinct tran-
scriptomic alterations underlying metaplasia into specific 
metaplastic components in MpBCs is in line with this 
notion. One limitation of our study is that only 770 genes 
relevant to the well-known critical biology of breast can-
cer were analyzed. Nevertheless, the expression of several 
essential signatures defined in the BC360 panel, includ-
ing p53, proliferation, and homologous recombination 
repair signatures, did not significantly differ between the 
NST and metaplastic components. This indicates that, 
although certain transcriptomic alterations may cor-
relate with metaplasia, some tumor-intrinsic key traits 
may persist in NST components and metaplastic com-
ponents. In addition, the metaplasia-related transcrip-
tomic alterations do not seem to involve TP53, PI3K, and 
MAPK pathways where genes of these pathways are fre-
quently mutated in MBpCs [7]. This suggests that drivers 
of initiators of MpBC may not involve in the metaplas-
tic process. Identification of potential mechanisms such 
as epigenetic or noncoding changes that result in these 
transcriptomic alterations will be critical for understand-
ing the pathogenesis underlying the metaplastic pro-
cesses of MBpCs.

The majority of MpBCs are triple-negative; however, 
they demonstrate axillary lymph node metastasis less fre-
quently than conventional TNBC [35]. In addition, when 
metastatic foci in the lymph nodes are present in MpBCs, 
they tend to consist of carcinomatous rather than sar-
comatous components [1, 36]. Similar findings were 
observed in uterine carcinosarcoma [37]. Consistent with 
this evidence, 10 cases of MpBC with mixed carcinoma-
tous and sarcomatous components in the present study 
exhibited lymph node metastasis. Seven of these cases 
featured only carcinomatous deposits in the lymph nodes, 
whereas the remaining three cases featured both carcino-
matous and sarcomatous components, with the carcino-
matous components being predominant. Notably, none 
of the 10 cases exhibited only sarcomatous components 
in the metastatic lymph nodes. To elucidate the patho-
genesis associated with nodal metastasis in the carcino-
matous components, we conducted a GSEA of hallmark 
gene sets from MSigDB, observing that genes related to 
the EMT and stem cells tended to be upregulated in NST 

with nodal metastasis. Among these genes, PDGFRA 
and CAV1 expression were significantly more frequent 
in the NST components of the MpBC cases with lymph 
node metastasis than in the NST components of those 
without metastasis, thereby supporting the GSEA results. 
In line with findings on the role of EMT and the nature 
of stem cells in cancer dissemination, including lymph 
node metastasis, our finding indicates that EMT activ-
ity and stem cell traits in NST are correlated with lymph 
node metastasis in MpBCs [38–40]. Alternatively, the 
EMT signature, which was enriched in the SPS and RHA 
components, may be associated with the hematogenous 
(but not nodal) metastasis most often observed in these 
metaplastic components [35, 37]. This suggests that EMT 
activity can play roles in distinct dissemination patterns 
among different histologic components in MpBCs.

In summary, we presented distinct yet overlapping 
transcriptomic alterations underlying metaplasia into 
histologically distinct metaplastic components. Moreo-
ver, we provided evidence suggesting that the intrinsic 
signatures of NST may determine paired metaplastic 
types. The findings provide insight into the pathogenesis 
underlying the histologically distinct metaplasia observed 
in MpBCs.

Abbreviations
ADM  Adrenomedullin
ANOVA  Analysis of variance
ARID1A  AT‑rich interactive domain‑containing protein 1A
BAX  Bcl‑2‑associated X protein
BBC3  Bcl‑2‑binding component 3
BCL2A1  Bcl‑2‑related protein A1
BDNF  Brain‑derived neurotrophic factor
BNIP3  Bcl‑2‑interacting protein 3
CAV1  Coveolin‑1
CDC7  Cell division cycle 7
COL2A1  Collagen type II alpha 1 chain
COL9A3  Collagen Type IX Alpha 3 Chain
EFNA3  Ephrin A3
ERBB2  Erb‑B2 receptor tyrosine kinase 2
EMT  Epithelial–mesenchymal transition
EPAS1  Endothelial PAS domain protein 1
ER  Estrogen receptor
FBN1  Fibrillin‑1
FFPE  Formalin‑fixed, paraffin‑embedded
FGFR3  Fibroblast growth factor receptor 3
FISH  Fluorescence in situ hybridization
GEP  Gene expression profile
GSEA  Gene set enrichment analysis
HAPLN1  Hyaluronan and proteoglycan link protein 1
HER2  Human epidermal growth factor receptor 2
HIST1H1C  Histone H1.2
HIST3H2BB  Histone H2B type 3‑B
HMGA1  High‑mobility group AT‑hook 1
IL1RA  Interleukin 1 receptor antagonist
IL20RB  Interleukin 20 receptor subunit beta
INHBB  Inhibin subunit beta B
MAT  Chondroid matrix‑producing
MDM2  Mouse double minute 2 homolog
MHC2  Major histocompatibility complex 2
MIS18A  MIS18 Kinetochore Protein A
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MpBC  Metaplastic breast carcinoma
MSigDB  Molecular signatures database
NCAM1  Neural cell adhesion molecule 1
NOD2  Nucleotide binding oligomerization domain containing 2
NST  Invasive carcinoma of no special type
OGS  Osteoid matrix‑producing
PCA  Principal component analysis
PDGFRA  Platelet‑derived growth factor receptor alpha
PIK3R3  Phosphoinositide‑3‑Kinase Regulatory Subunit 3
PLCB1  1‑Phosphatidylinositol‑4,5‑bisphosphate phospholipase beta‑1
PR  Progesterone receptor
PRKAA2  Protein kinase AMP‑activated catalytic subunit alpha 2
PSMB7  Proteasome 20S subunit beta 7
PYCARD  PYD and CARD Domain Containing
RHA  Rhabdoid
ROR  Risk of recurrence
SLC2A1  Solute carrier family 2 member 1
SPRY1  Sprouty RTK signaling antagonist 1
SOX10  SRY‑related HMG‑box 10
SPS  Spindle carcinomatous
SQC  Squamous carcinomatous
TGF‑β  Transforming growth factor‑beta
TIL  Tumor‑infiltrating lymphocyte
TIGIT  T cell immunoreceptor with Ig and immunoreceptor tyrosine‑

based inhibitory motif domains
TNBC  Triple‑negative breast cancers
VEGF  Vascular endothelial growth factor
WEE1  WEE1 G2 checkpoint kinase
XRCC2  X‑ray repair cross‑complementing 2

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13058‑ 023‑ 01608‑5.

Additional file 1. Fig. S1: Unsupervised clustering of 31 metaplastic 
components (left) and 22 NST components (right) using the set of 126 
differentially expressed genes among the 31 distinct metaplastic compo‑
nents (ANOVA, p < 0.01).

Additional file 2. Fig. S2: Validation of M‑subgroup and S‑subgroup gene 
sets in MpBC samples from GSE57544 (Weigelt B, Ng CK, Shen R et al. Mod 
Pathol 2015, 28(3), 340–351).

Additional file 3. Fig. S3: Differentially expressed genes between NST 
components with and without nodal metastasis and their impact on 
survival.

Additional file 4. Table S1: The treatment and outcome of the patients.

Additional file 5. Table S2: GEPs of the 59 samples of NST components 
and paired metaplastic components.

Additional file 6. Table S3: Differences in differentially expressed genes 
and gene sets between the NST components and paired metaplastic 
components (see also Fig. 4).

Additional file 7. Table S4: List of log2 fold changes of the BC360‑defined 
signatures and genes of the NST versus paired metaplastic components.

Additional file 8. Table S5: Scores of BC360‑defined signatures and 
genes in four cases of MpBC with multiple metaplastic components.

Additional file 9. Table S6. Gene lists of subgroups M and S.

Additional file 10. Table S7: Immunohistochemical staining for M‑sub‑
group and S‑subgroup proteins in the 27 MpBC samples.

Additional file 11. Table S8: Genes linked to nodal metastasis (p < 0.05) in 
the NST components and their functional relation to EMT and stem cells.

Acknowledgements
We thank the personnel at the High‑Throughput Genomics and Big Data 
Analysis Core Laboratory of the Department of Medical Research at National 

Taiwan University Hospital and the National Center for High‑Performance 
Computing for their technical assistance.

Author contributions
H‑C.L. and C‑L.H. contributed equally to this article. H‑C.L., C‑L.H., Y‑S.L., 
and C‑H.L conceived the study, and H‑C.L., Y‑C.L, and C‑S.H. participated in 
the sample collection. H‑C.L., T‑WW.C., I‑C.C., and C‑H.L contributed to the 
experiments and data acquisition. C‑L.H. performed the bioinformatics and 
statistical analyses. H‑C.L., C‑L.H., Y‑S.L., A‑L.C., and C‑H.L provided resources 
and interpreted the data. All authors were involved in the drafting and critical 
revision of the manuscript for important intellectual content, and they have all 
read and approved the submitted version of the manuscript.

Funding
This work was supported by the Yonglin Foundation, the Taiwan Ministry of 
Education (grant no. NTU‑109L901403), and the Taiwan Ministry of Science 
and Technology (grant nos. MOST 109‑2320‑B‑002‑036‑MY2, 110‑2314‑B‑
002–167, and 110‑2314‑B‑002‑214).

Availability of data and materials
The raw data are available from the corresponding author upon reasonable 
request.

Declarations

Ethics approval and consent to participate
The study protocol was approved by the Institutional Review Board of 
National Taiwan University Hospital (Approval No. 201711051RINC).

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Department of Pathology, National Taiwan University Hospital, Taipei, Taiwan. 
2 Graduate Institute of Pathology, National Taiwan University, Taipei, Taiwan. 
3 Graduate Institute of Oncology, National Taiwan University, Taipei, Taiwan. 
4 Graduate Institute of Medical Genomics and Proteomics, National Taiwan 
University, Taipei, Taiwan. 5 Department of Medical Research, National Taiwan 
University Hospital, Taipei, Taiwan. 6 Department of Oncology, National Taiwan 
University Hospital, Taipei, Taiwan. 7 Department of Internal Medicine, National 
Taiwan University, Taipei, Taiwan. 8 Department of Medical Oncology, Cancer 
Center Branch, National Taiwan University Hospital, Taipei, Taiwan. 9 Depart‑
ment of Surgery, National Taiwan University Hospital, Taipei, Taiwan. 

Received: 1 September 2022   Accepted: 19 January 2023

References
 1. Pezzi CM, Patel‑Parekh L, Cole K, et al. Characteristics and treatment of 

metaplastic breast cancer: analysis of 892 cases from the National Cancer 
Data Base. Ann Surg Oncol. 2007;14(1):166–73.

 2. Allison KH BE EI, Fox SB, LakhaniSR, Lax SF, Sahin A, Salgado R, Sapino 
A, Sasano H, Schnitt SJ, Tan PH, Thompson LDR, van Diest PJ: Epithelial 
tumours of the breast. . WHO Classification of Tumours Breast Tumours, 
5th edn IRAC, Lyon, France 2019:136.

 3. Aydiner A, Sen F, Tambas M, et al. Metaplastic breast carcinoma versus 
triple‑negative breast cancer: survival and response to treatment. Medi‑
cine (Baltimore). 2015;94(52):e2341.

 4. Rayson D, Adjei AA, Suman VJ, et al. Metaplastic breast cancer: prognosis 
and response to systemic therapy. Ann Oncol. 1999;10(4):413–9.

 5. Rakha EA, Tan PH, Varga Z, et al. Prognostic factors in metaplastic 
carcinoma of the breast: a multi‑institutional study. Br J Cancer. 
2015;112(2):283–9.

 6. Lien HC, Lin CW, Mao TL, et al. p53 overexpression and mutation in 
metaplastic carcinoma of the breast: genetic evidence for a monoclonal 

https://doi.org/10.1186/s13058-023-01608-5
https://doi.org/10.1186/s13058-023-01608-5


Page 17 of 17Lien et al. Breast Cancer Research           (2023) 25:11  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

origin of both the carcinomatous and the heterogeneous sarcomatous 
components. J Pathol. 2004;204(2):131–9.

 7. Krings G, Chen YY. Genomic profiling of metaplastic breast carcinomas 
reveals genetic heterogeneity and relationship to ductal carcinoma. Mod 
Pathol. 2018;31(11):1661–74.

 8. Wang X, Mori I, Tang W, et al. Metaplastic carcinoma of the breast: p53 
analysis identified the same point mutation in the three histologic com‑
ponents. Mod Pathol. 2001;14(11):1183–6.

 9. Geyer FC, Weigelt B, Natrajan R, et al. Molecular analysis reveals a genetic 
basis for the phenotypic diversity of metaplastic breast carcinomas. J 
Pathol. 2010;220(5):562–73.

 10. Avigdor BE, Beierl K, Gocke CD, et al. Whole‑exome sequencing of meta‑
plastic breast carcinoma indicates monoclonality with associated ductal 
carcinoma component. Clin Cancer Res. 2017;23(16):4875–84.

 11. Piscuoglio S, Ng CKY, Geyer FC, et al. Genomic and transcriptomic 
heterogeneity in metaplastic carcinomas of the breast. NPJ Breast Cancer. 
2017;3:48.

 12. Weigelt B, Ng CK, Shen R, et al. Metaplastic breast carcinomas display 
genomic and transcriptomic heterogeneity [corrected]. Mod Pathol. 
2015;28(3):340–51.

 13. Djomehri SI, Gonzalez ME, da Veiga LF, et al. Quantitative proteomic land‑
scape of metaplastic breast carcinoma pathological subtypes and their 
relationship to triple‑negative tumors. Nat Commun. 2020;11(1):1723.

 14. Swain SM, Tang G, Brauer HA, et al. NSABP B‑41, a randomized neoad‑
juvant trial: genes and signatures associated with pathologic complete 
response. Clin Cancer Res. 2020;26(16):4233–41.

 15. NanoString Technologies InbcTpw: Available from: https:// www. nanos 
tring. com/ produ cts/ ncoun ter‑ assays‑ panels/ oncol ogy/ breast‑ cancer‑ 
360/. Accessed date: 02 Nov 2021.

 16. Filipits M, Nielsen TO, Rudas M, et al. The PAM50 risk‑of‑recurrence score 
predicts risk for late distant recurrence after endocrine therapy in post‑
menopausal women with endocrine‑responsive early breast cancer. Clin 
Cancer Res. 2014;20(5):1298–305.

 17. Sestak I, Cuzick J, Dowsett M, et al. Prediction of late distant recurrence 
after 5 years of endocrine treatment: a combined analysis of patients 
from the Austrian breast and colorectal cancer study group 8 and 
arimidex, tamoxifen alone or in combination randomized trials using the 
PAM50 risk of recurrence score. J Clin Oncol. 2015;33(8):916–22.

 18. Nielsen TO, Parker JS, Leung S, et al. A comparison of PAM50 intrinsic 
subtyping with immunohistochemistry and clinical prognostic factors in 
tamoxifen‑treated estrogen receptor‑positive breast cancer. Clin Cancer 
Res. 2010;16(21):5222–32.

 19. Wallden B, Storhoff J, Nielsen T, et al. Development and verification of 
the PAM50‑based Prosigna breast cancer gene signature assay. BMC Med 
Genomics. 2015;8:54.

 20. Heddleston JM, Li Z, Lathia JD, et al. Hypoxia inducible factors in cancer 
stem cells. Br J Cancer. 2010;102(5):789–95.

 21. Kupferman ME, Jiffar T, El‑Naggar A, et al. TrkB induces EMT and has a key 
role in invasion of head and neck squamous cell carcinoma. Oncogene. 
2010;29(14):2047–59.

 22. Prat A, Parker JS, Karginova O, et al. Phenotypic and molecular characteri‑
zation of the claudin‑low intrinsic subtype of breast cancer. Breast Cancer 
Res. 2010;12(5):R68.

 23. Dias K, Dvorkin‑Gheva A, Hallett RM, et al. Claudin‑low breast cancer; 
clinical and pathological characteristics. PLoS ONE. 2017;12(1):e0168669.

 24. Fougner C, Bergholtz H, Norum JH, et al. Re‑definition of claudin‑low as a 
breast cancer phenotype. Nat Commun. 2020;11(1):1787.

 25. Xu J, Lamouille S, Derynck R. TGF‑beta‑induced epithelial to mesenchy‑
mal transition. Cell Res. 2009;19(2):156–72.

 26. Lien HC, Lee YH, Chen IC, et al. Tumor‑infiltrating lymphocyte abundance 
and programmed death‑ligand 1 expression in metaplastic breast carci‑
noma: implications for distinct immune microenvironments in different 
metaplastic components. Virchows Arch. 2021;478(4):669–78.

 27. Wang GG, Allis CD, Chi P. Chromatin remodeling and cancer, Part II: ATP‑
dependent chromatin remodeling. Trends Mol Med. 2007;13(9):373–80.

 28. Sun L, Fang J. Epigenetic regulation of epithelial‑mesenchymal transition. 
Cell Mol Life Sci. 2016;73(23):4493–515.

 29. Labrousse‑Arias D, Martinez‑Ruiz A, Calzada MJ. Hypoxia and redox 
signaling on extracellular matrix remodeling: from mechanisms to patho‑
logical implications. Antioxid Redox Signal. 2017;27(12):802–22.

 30. Gruber G, Greiner RH, Hlushchuk R, et al. Hypoxia‑inducible factor 1 alpha 
in high‑risk breast cancer: an independent prognostic parameter? Breast 
Cancer Res. 2004;6(3):R191‑198.

 31. Lv G, Wang Y, Ji C, et al. SPRY1 promotes cell proliferation and inhibits 
apoptosis by activating Hedgehog pathway in acute myeloid leukemia. 
Hematology. 2022;27(1):1–10.

 32. Taube JH, Herschkowitz JI, Komurov K, et al. Core epithelial‑to‑mesenchy‑
mal transition interactome gene‑expression signature is associated with 
claudin‑low and metaplastic breast cancer subtypes. Proc Natl Acad Sci 
USA. 2010;107(35):15449–54.

 33. Hennessy BT, Gonzalez‑Angulo AM, Stemke‑Hale K, et al. Characteriza‑
tion of a naturally occurring breast cancer subset enriched in epithelial‑
to‑mesenchymal transition and stem cell characteristics. Cancer Res. 
2009;69(10):4116–24.

 34. Lien HC, Hsiao YH, Lin YS, et al. Molecular signatures of metaplastic 
carcinoma of the breast by large‑scale transcriptional profiling: identifica‑
tion of genes potentially related to epithelial‑mesenchymal transition. 
Oncogene. 2007;26(57):7859–71.

 35. Carter MR, Hornick JL, Lester S, et al. Spindle cell (sarcomatoid) carcinoma 
of the breast: a clinicopathologic and immunohistochemical analysis of 
29 cases. Am J Surg Pathol. 2006;30(3):300–9.

 36. Wargotz ES, Norris HJ. Metaplastic carcinomas of the breast. III. Carcino‑
sarcoma. Cancer. 1989;64(7):1490–9.

 37. Matsuo K, Takazawa Y, Ross MS, et al. Significance of histologic pattern of 
carcinoma and sarcoma components on survival outcomes of uterine 
carcinosarcoma. Ann Oncol. 2016;27(7):1257–66.

 38. Seyfried TN, Huysentruyt LC. On the origin of cancer metastasis. Crit Rev 
Oncog. 2013;18(1–2):43–73.

 39. Karlsson MC, Gonzalez SF, Welin J, et al. Epithelial‑mesenchymal transi‑
tion in cancer metastasis through the lymphatic system. Mol Oncol. 
2017;11(7):781–91.

 40. Li S, Li Q. Cancer stem cells and tumor metastasis (Review). Int J Oncol. 
2014;44(6):1806–12.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.

https://www.nanostring.com/products/ncounter-assays-panels/oncology/breast-cancer-360/
https://www.nanostring.com/products/ncounter-assays-panels/oncology/breast-cancer-360/
https://www.nanostring.com/products/ncounter-assays-panels/oncology/breast-cancer-360/

	Transcriptomic alterations underlying metaplasia into specific metaplastic components in metaplastic breast carcinoma
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Introduction
	Materials and methods
	Tumor samples and needle-assisted microdissection
	Immunohistochemistry
	Tumor RNA isolation and gene expression assay
	Gene set enrichment analysis
	Data availability
	Statistical analysis

	Results
	Clinicopathological characteristics of the tumor samples
	Gene expression of metaplastic components revealing subtype dependence
	Metaplastic component-specific expressed genes as potential indicators of distinct intrinsic molecular characteristics
	Differentially expressed signatures in specific metaplastic components
	Intrinsic gene expression of NST as a determinant of metaplastic type
	Correlation of EMT activity and stem cell traits in NST with lymph node metastasis

	Discussion
	Acknowledgements
	References


