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Abstract

Background: Programmed cell death ligand 1 (PD-L1) is a potential predictive biomarker of the response to anti-
PD-L1/anti- programmed cell death 1 (PD-1) therapy in multiple cancers, including triple negative breast cancer(TNBC).
The purpose of this study was to investigate whether PD-L1 expression is homogenous in primary tumors(PTs) and
synchronous axillary lymph node metastases(LNMs) of TNBC.

Methods: PD-L1 expression was immunohistochemically evaluated in 101 TNBC patients’ PTs and paired LNMs. PD-L1
expression in tumor cells and infiltrating immune cells or node lymphocytes in the PTs and associated LNMs was
scored separately and was correlated with patients’ clinical parameters and prognoses.

Results: PD-L1 expression exhibited spatial heterogeneity in both the tumor cells and the infiltrating immune cells or
node lymphocytes of PTs and LNMs. The PD-L1 expression levels were significantly higher in the lymphocytes and
tumor cells of the LNMs than in the PTs. PD-L1 expression was also more frequent among the LNMs. PD-L1 expression
was associated with high grade and more stromal tumor-infiltrating lymphocytes(TILs). Furthermore, the disease-free
survival and overall survival were similar between the PT- negative/LNM- positive and PT- positive/LNM- positive patients,
both of which exhibited worse disease-free survival(DFS) thanPT -negative/LNM -negative patients.

Conclusions: The differential expression of PD-L1 between the PTs and LNMs suggests that LNMs PD-L1 status may be
used to indicate whether PD-1/PD-L1-targeted therapy would be suitable for a node-positive TNBC patient in the future.
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Background
Programmed cell death ligand 1 (PD-L1, also known as
B7-H1 or CD274) is believed to mediate local immune
evasion in many types of cancer by binding to pro-
grammed cell death 1 (PD-1), its co-stimulatory receptor
on T cells, to induce saturation of activated anti-tumor
T cells [1]. Recently, PD-1 and PD-L1 have been shown
to be promising targets for the treatment of different
tumor types [2]. In particular, triple negative breast can-
cer (TNBC) comprises 10–15% of all breast cancer cases
and usually exhibits a poorer clinical prognosis than
non-TNBC, as it appears to be an aggressive subtype of
breast cancer and lacks therapeutic targets [3]. As

previous studies showed that TNBC had more fre-
quently PD-L1 expression [4, 5], anti-PD-L1/anti-PD-1
therapy has become a promising therapeutic strategy for
TNBC, and several trials have shown that anti-PD-1
therapy was effective for breast cancer, and particularly
TNBC [6, 7].
PD-L1 protein expression in tumor cells and infiltrat-

ing immune cells has been used as a biomarker to pre-
dict the responses of TNBC patients to anti-PD-L1/anti-
PD-1 therapy [8]. However, certain patients with nega-
tive PD-L1 expression have been observed to respond to
PD-1/PD-L1-blockade therapy [9]. The reason for this
finding may be the dynamic nature of PD-L1 expression
during the progression of breast cancer [10], as shown
in a previous study demonstrating PD-L1 status conver-
sion from negative in the primary tumor (PT) to positive
in lung metastasis in 1 of 12 TNBC patients [11].
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Therefore, exclusion of patients whose PTs exhibit nega-
tive PD-L1 expression from anti-PD-L1/anti-PD-1 ther-
apy might omit potential responders.
Lymph nodes are the initial and the most frequent

sites of breast cancer metastasis [12]; thus, lymph node
metastasis (LNM) formation is a crucial step in breast
cancer progression. Half of the primary TNBC exhibit
lymph node involvement, and these patients have poorer
prognoses than patients without lymph node involve-
ment [13]. In terms of the important role of the PD-1/
PD-L1 axis in immune system evasion [14], we hypothe-
sized that PD-L1 expression would be more frequent
and stronger in LNMs than in PTs.
Here, we aimed to elucidate the differences in PD-L1

expression between PTs and paired LNMs by examining
the PD-L1 statuses of 101 node-positive TNBC patients’
PTs and synchronous axillary LNMs. In addition, we
assessed the association between PD-L1 expression and
the clinicopathological features as well as the prognosis
of node-positive TNBC patients.

Methods
Sample selection
A total of 101 lymph node-positive TNBC patients who
had received surgical treatment at Fudan University
Shanghai Cancer Center from February 1, 2007 to De-
cember 31, 2011 and for whom resected PT and syn-
chronous LNM tissues were available were consecutively
retrieved from a pathology database. The patients were
recruited according to the following criteria: (i) female
gender; (ii) histologically confirmed invasive ductal
carcinoma (IDC) with an ER-/PR-/HER2-negative
phenotype, (iii) no evidence of distant metastasis at diag-
nosis, (iv) no receipt of any type of treatment prior to
surgery, and (v) at least one tumor-positive axillary
lymph node. The clinicopathological features of all pa-
tients were reviewed. The stromal tumor-infiltrating
lymphocytes(TILs) was evaluated referred to the Inter-
national TILs Working Group 2014 [15].

Immunohistochemistry (IHC)
IHC was performed using 4-μm-thick sections of repre-
sentative formalin-fixed PT and synchronous axillary
LNM tissue blocks. Briefly, the slides were dewaxed in
xylene, passed through graded alcohols, and placed into
0.01 mol/L phosphate-buffered saline (PBS; pH = 7.4).
The slides were then pretreated with 1.0 mM citrate,
pH 6.0 (Invitrogen), in a steam pressure cooker for epi-
tope retrieval and were washed in PBS. Next, they were
incubated with 3% hydrogen peroxide for 15 min to
block endogenous peroxidase activity and were subse-
quently incubated with a monoclonal rabbit anti–human
PD-L1 antibody (CST, 13,684, 1:150) at 4 °C overnight.
The antibody was previously reported to have been used

by Ali et al. for breast cancer tissue staining [16].On the
following day, the slides were washed with PBS and in-
cubated with an anti-rabbit secondary antibody (Dako)
for 60 mins at room temperature. After being washed in
PBS, the slides were stained with DAB+ (Dako) and then
counterstained for 1 min with Harris hematoxylin
(BASO), differentiated in 1% hydrochloric acid in alco-
hol, dehydrated, and mounted. A negative control was
prepared by replacing the primary antibody with 0.1%
bovine serum albumin (BSA). All PT and LNM speci-
mens were stained using the same protocol. To validate
the antibody, MDA-MB-231 cell line was treated with
siRNA against PD-L1, and then assessed by western blot
analysis (Additional file 1: Figure S1A).

Evaluation of PD-L1 expression
PD-L1 expression was independently assessed by two ex-
perienced breast pathologists, AQL and YX, who had no
prior knowledge of the patients’ clinical information.
Tumor cells and infiltrating immune cells or nodal lym-
phocytes were scored separately in the PTs and the asso-
ciated LNMs. Considering the spatial heterogeneity of
PD-L1 expression [9, 17], we decided to focus on the
hot spots in which PD-L1 staining was particularly
prevalent. The percentage of PD-L1 expression was cal-
culated by quantifying the total number of positive cells,
as previously demonstrated in a recommendation evalu-
ating Ki67 expression [18], with mandatory inclusion of
all hot spots and the invasive edge of the tumor in the
sections. The percentage of membranous PD-L1 expres-
sion was scored in 5% increments ranging from 0 to
100%, and a score of over 5% was considered to indicate
PD-L1 positivity [19].

Statistical analysis
Statistical analyses were performed using SPSS 20 statis-
tical software. Correlations between PD-L1 expression in
tumor cells and lymphocytes in the PTs and LNMs were
examined using the Wilcoxon matched-pairs signed-
rank test and Spearman’s rank correlation. Correlations
between PD-L1 expression and the clinicopathological
features of the TNBC patients were evaluated using the
chi-squared test and Fisher’s exact test. Survival curves
were plotted using the Kaplan-Meier method within
GraphPad Prism 5.0. A p-value of less than 0.05 was
considered statistically significant.

Results
Spatial heterogeneity of PD-L1
PD-L1 is expressed in tumor cells and associated infil-
trating immune cells or nodal lymphocytes, and its ex-
pression showed spatial heterogeneity in the PTs and
LNMs in this study. PD-L1 expression was observed in
the lymph node germinal centers, providing an internal
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positive control for staining (Additional file 1: Figure
S1B). The expression displayed a multifocal distribution
and was limited to the tumor-stroma interface in most
PTs (Fig. 1a). Similar to what was observed in the PTs,
PD-L1 was also expressed at the interface between lym-
phocytes and tumor cells in the LNMs (Fig. 1b).

Discordance of PD-L1 expression between tumor cells
and lymphocytes in the PTs and LNMs
Specimens in which PD-L1 expression was detected
in tumor cells and/or lymphocytes were defined as
PD-L1 positive. PD-L1 expression was identified in
the PTs of 39 patients (38.61%). Among these 39 pa-
tients, 31 (30.69%) possessed PD-L1-positive infiltrat-
ing immune cells (range, 5–60%; median = 10%), and
26 (25.74%) had positive tumor cells (range, 5–70%;
median = 15%). PD-L1 expression was more frequently

observed in the LNMs (p < 0.0001),as it was detected
in the LNMs of 60 patients (59.41%). Among these
patients, 54 (53.46%) possessed positive nodal lym-
phocytes (range, 5–80%; median = 20%), and 41
(40.59%) had positive tumor cells (range, 5–80%; me-
dian = 10%). In summary, 21/101 (20.79%) exhibited
negative PD-L1 expression in PTs but positive in the
paired LNMs (Fig. 2).
To determine the relationship between PD-L1

expression in PTs and LNMs, we examined the
correlation between its expression in the matched
specimens using Spearman’s rank correlation test. A
moderate association between lymphocytes PD-L1
expression in the matched PT and LNM specimens
was detected (R = 0.564, p < 0.001) (Fig. 3a), similar to
what was observed in tumor cells (R = 0.582, p <
0.001) (Fig. 3b). Next, to investigate PD-L1

Fig. 1 Heterogeneous staining of PD-L1. The two circled areas are shown at a higher magnification to illustrate PD-L1 heterogeneity and intra-
tumoral expression in tumor infiltrating immune cells (a) and tumor cells (b). Scale bar = 100 μm, and scale bar of inset = 50 μm

Fig. 2 Differences in PD-L1 expression between PTs and LNMs. Case 1 showed negative PD-L1 expression in a PT (a) and positive expression in
an LNM (b). Case 2 showed a PT exhibiting a low level of PD-L1 expression (c), and an LNM showing a moderate level of PD-L1 expression (d).
Scale bar = 50 μm
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heterogeneity, we assessed the differences in PD-L1
expression between the primary and metastatic tissues
using the Wilcoxon matched-pairs signed-rank test.
The heterogeneity of lymphocyte PD-L1 expression
significantly differed between the PTs and the LNMs
(p < 0.001), as observed in tumor cells (p = 0.0051).
These data suggested that PD-L1 expression in LNMs
was stronger than in PTs.
PD-L1 expression between tumor cells and lympho-

cytes was significantly positively correlated in both the
PTs (Spearman’s rank correlation = 0.504; p < 0.001)
(Fig. 3c) and the LNMs (Spearman’s rank correlation =
0.525; p < 0.001) (Fig. 3d). In addition, the differences in
PD-L1 expression between the lymphocytes and tumor
cells in the PTs and LNMs were independently assessed
using the Wilcoxon matched-pairs signed-rank test, and
no significant differences were observed in either the
PTs (p = 0.8192) or the LNMs (p = 0.1458).

PD-L1 expression and clinicopathological features in
matched PTs and LNMs
The associations of PD-L1 positivity with the variable
clinicopathological features of PT-tumor cells, PT-
infiltrating lymphocytes, LNM-tumor cells and LNM-
lymphocytes are summarized in Table 1. The presence
of PD-L1-positive infiltrating immune cells in the PTs
was significantly associated with high histological gra-
de(p = 0.031). The presence of PD-L1-positive infiltrating
immune cells (p = 0.020) and tumor cells (p = 0.001) in
the PTs was significantly associated with high TIL score.
In addition, tumor cell PD-L1 expression in the LNMs
was significantly associated with increased recurrence (p
= 0.013). Lymphocytes PD-L1 expression in the LNMs
was significantly associated with increased distant me-
tastasis (p = 0.033). No significant relationships were ob-
served between PD-L1 expression and patient age,
menopausal status, the number of positive lymph nodes,

Fig. 3 Comparison of the heterogeneity of PD-L1 expression between PTs and LNMs. The box plot shows the correlation between PD-L1 expression in
tumor cells and infiltrating lymphocytes. The Wilcoxon signed-rank test for paired samples was performed to assess statistical significance. a Association
between lymphocyte PD-L1 expression in matched PT and LNM specimens. Significantly higher expression was detected in the LNMs. b Association between
tumor cell PD-L1 expression in matched PT and LNM specimens. Significantly higher expression was detected in the LNMs. c Correlation between PD-L1
expression in tumor cells and lymphocytes in PTs. No significant differences were observed. d Correlation between PD-L1 expression in tumor cells and
lymphocytes in LNMs. No significant differences were observed
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or tumor size in the PT-tumor cells, PT-infiltrating lym-
phocytes, LNM-tumor cells or LNM-lymphocytes.
To evaluate the relationship between PD-L1 expres-

sion in PTs and LNMs, we combined the PT and LNM
PD-L1 expression data and stratified all cases into three
groups (PT negative/LNM negative (PT-/LNM-), PT
negative/LNM positive (PT-/LNM+), and PT positive/
LNM positive (PT+/LNM+)). In contrast, no significant
clinicpathological differences were found among the
three groups, except for differences in TIL score(p =
0.028) (Additional file 2: Table S1).

Prognostic significance of PD-L1 expression in PTs and LNMs
We compared disease-free survival (DFS) and overall sur-
vival (OS) separately according to PD-L1 expression in

tumor cells and infiltrating immune cells in the PTs and as-
sociated LNMs (Fig. 4 and Additional file 3: Figure S2). The
median age at diagnosis was 51 years (range, 27–74 years),
and the median follow-up time was 49.03 months (range,
10.97–94.27 months). Patients with PD-L1 expression in
lymphocytes of LNM exhibited significantly worse DFS (HR
= 2.598; 95% CI: 1.236–5.460; p= 0.0118). There was no sig-
nificant association between DFS and PD-L1 expression in
the PTs and tumor cell in the LNM. No significant associ-
ation between PD-L1 expression and OS was observed.
The disease-free survival (DFS) rates significantly differed

among the three groups of patients (PT-/LNM-, PT-/LNM
+, and PT+/LNM+) (p = 0.0439) (Fig. 5). We also compared
the DFS rates between pairs of groups and found that the
PT-/LNM+ (HR= 3.824; 95% CI: 1.282–11.41; p = 0.0161)

Table 1 Clinical characteristics in patients with tumor cell or lymphocyte PD-L1 expression

Variable Overall PD-L1

PT-Infiltrating immune cell(+) PT-tumor cell (+) LNM-lymphocyte(+) LNM-tumor cell(+)

N % N % p N % p N % p N % p

101 31 30.69 26 25.74 54 53.46 41 40.59

Age, years 0.667 0.823 0.841 0.543

≤ 50 45 44.55 15 48.39 11 42.31 25 46.30 20 48.78

> 50 56 55.46 16 51.61 15 57.69 29 53.70 21 51.22

Menopausal Status 0.661 1 0.689 0.410

Post 60 59.41 17 54.84 15 57.69 31 57.41 22 53.66

Pre 41 40.59 14 45.16 11 42.31 23 42.59 19 46.34

Tumor size 1 0.816 0.541 0.149

≤ 2 cm 38 37.62 12 38.71 9 34.62 22 40.74 19 46.34

> 2 cm 63 62.38 19 61.29 17 65.38 32 59.26 22 53.66

Histological grade 0.031 0.130 1 0.175

II 28 27.72 4 12.90 4 15.38 15 27.78 8 19.51

III 73 72.28 27 87.10 22 84.62 39 72.22 33 80.49

Node status 0.198 0.545 0.623 0.280

pN1 (1–3 LNs) 52 51.49 19 61.29 16 61.54 30 55.55 25 61.98

pN2 (4–9 LNs) 29 28.71 9 29.03 6 23.08 15 27.78 10 24.39

pN3 (≥10 LNs) 20 19.80 3 9.68 4 15.38 9 16.67 6 14.63

TIL score(%) 0.020 0.001 0.399 0.042

0–10 60 59.41 12 38.71 7 26.92 32 59.26 21 51.22

11–20 22 21.78 10 32.26 10 38.46 14 25.93 14 34.15

≥ 21 19 18.81 9 29.03 9 34.62 8 14.81 6 14.63

Local recurrence 0.506 0.072 0.134 0.013

absence 89 88.12 26 83.87 20 76.92 45 83.33 32 78.05

presence 12 11.88 5 16.13 6 23.08 9 16.67 9 21.95

Distant metastasis 0.797 0.592 0.033 0.094

absence 78 77.23 23 74.19 19 73.08 37 68.52 28 68.29

Presence 23 22.77 8 25.81 7 26.92 17 31.48 13 31.71

Abbreviations: PD-L1 programmed cell death ligand 1, PT primary tumor, LNM lymph node metastasis, TIL tumor infiltrating lymphocyte
p-value of less than 0.05 was considered statistically significant
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and PT+/LNM+ (HR= 2.487, 95% CI: 1.007–6.145; p =
0.0483) groups showed worse DFS than the PT-/LNM-
group. Overall survival (OS) was also analyzed and was not
found to significantly differ among the three groups (p =
0.5168) (Fig. 5, Additional file 4: Table S2). The multivariate
prognostic analysis also indicated that PD-L1 expression in
LNMs (HR= 2.92; 95% CI: 1.18–7.22; p = 0.02) and LN sta-
tus (HR = 1.60; 95% CI: 1.02–2.52; p = 0.04) were independ-
ent factors for DFS (Additional file 5: Table S3).

Discussion
This study revealed differences in PD-L1 expression be-
tween LNMs and paired PTs in both tumor cells and infil-
trating immune cells or nodal lymphocytes in node-positive

TNBC. Furthermore, the presence of PD-L1-positive tumor
cells was significantly associated with a high score of TIL.
PD-L1 expression was also associated with worse DFS, and
the PT-/LNM+ and PT+/LNM+ groups had similar DFS
rates. The results of this study suggest that testing of only
PT specimens might result in exclusion of a potentially re-
sponsive subgroup of PT-/LNM+ patients from receiving
anti-PD-L1/anti-PD-1 therapy.
PD-L1 expression in breast cancer has been frequently

evaluated in recent studies, most of which have used tis-
sue microarrays (TMAs) due to their large sample sizes
and including a variety of breast cancer subtypes [4, 20].
Considering the spatial heterogeneity [9] of PD-L1 ex-
pression, we selected representative slides for evaluation

Fig. 4 Kaplan–Meier survival curve for disease-free survival according to PD-L1 expression in PTs and LNMs. DFS was not significantly worse in patients with
PD-L1 expression in the PT and tumor cells in the LNM (a, b, d). DFS was significantly worse in patients with PD-L1 expression in the nodal lymphocytes (c)

Fig. 5 Kaplan–Meier survival curve for disease-free survival and overall survival according to PD-L1 expression. a DFS was significantly worse in
PD-L1 PT-/LNM+ and PT+/LNM+ patients. b OS was not significantly different among three groups
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by IHC, rather than using TMAs, and scored tumor cells
and lymphocytes separately in PTs and paired LNMs. In
our study, PD-L1 expression was detected in 38.61%
(39/101) of the PTs of node-positive TNBC patients,
with 31 (30.69%) exhibiting PD-L1-positive infiltrating
lymphocytes, and 26 (25.74%) possessing positive tumor
cells. PD-L1 expression was significantly associated with
poorer survival. These results are relatively consistent
with those of two recent studies showing that PD-L1 ex-
pression is a poor prognostic marker in breast cancer
patients [4, 20]. One of these studies specifically re-
ported the detection of PD-L1 expression in 59% of all
TNBC cells; this rate was higher than that observed in
the current study. However, another large-scale study
using TMAs has shown that PD-L1 is expressed in 19%
of basal-like tumors in association with improved
disease-specific survival [16]. Other methods have also
been used to evaluate PD-L1 expression. For example,
one study measured PD-L1 expression using DNA mi-
croarrays, which revealed positive expression in 38% of
basal tumors [5]. Another study using in situ mRNA
hybridization coupled with TMAs detected PD-L1
mRNA expression in nearly 60% of breast cancer cells
[21]. These two studies both demonstrated that PD-L1
expression is a good prognostic indicator. To date, how-
ever, no standardized assays have been developed for
evaluation of tumor PD-L1 expression, as there are no
specific anti-PD-L1 monoclonal antibodies available for
use in IHC, no set criterion for a PD-L1 “positive”
tumor, and no standard methods.
Differences in the levels of molecular markers, in-

cluding ER, PR, HER2 [22] and epithelial-to-
mesenchymal transition-related markers [23], between
primary breast cancers and both lymph nodes and
distant metastases have been frequently demonstrated
in previous studies. These results suggest that making
treatment decisions solely based on the expression of
these molecular markers in PTs may result in the in-
appropriate use of hormone and targeted therapies in
cancer patients. The heterogeneity of PD-L1 status
has also been reported in clear cell renal cell carcin-
oma [24] and bladder cancer [25]. Our findings dem-
onstrated that the paired LNMs (59.41%) more
commonly and strongly exhibited PD-L1 expression
than the PTs (38.61%) did, with 20.79% of the node-
positive TNBC patients demonstrating negative-to-
positive conversion of their PD-L1 status. Moreover,
our results revealed that PT-/LNM+ patients showed
worse DFS than the PT-/LNM- group and showed
similar DFS with the PT+/LNM+ group. Thus, PD-L1
negativity in a PT may be not sufficient to exclude a
node-positive TNBC patient from receiving anti-PD-
L1 therapy. We postulate that measurement of PD-L1
expression in LNMs could improve the selection of

patients for treatment by identifying an increased
number of potential responders.
The discordance detected in PD-L1 expression between

PTs and paired LNMs reflects the dynamic nature of this
protein. Many hypotheses could explain this expression
difference. First, many studies have demonstrated that
PD-L1 expression is upregulated in tumor cells stimulated
by inflammatory cytokines, and particularly interferons
(IFNs) produced by infiltrating immune cells [1, 26]. In
addition, one study has indicated that basal-like breast
cancer cells have the capacity to evade the immune system
via upregulation of PD-1 ligands adapted to IFN-c, which
is secreted by T helper cells [10]. Thus, the enriched infil-
trating T cells in lymph nodes may drive PD-L1 expression
to induce adaptive immune resistance during infiltration
of tumor cells [27]. Second, loss of PTEN expression is a
mechanism that could regulate PD-L1 expression in
TNBC patients [19], as has previously been described in
glioma patients [28]. Clonal selection may be an additional
mechanism that promotes discordance in PD-L1 expres-
sion between PTs and LNMs [29].
Further studies using a larger cohort of patients are

warranted to confirm the differences in PD-L1 expres-
sion between PTs and LNMs in node-positive TNBC pa-
tients. Factors associated with the induction of local PD-
L1 expression and conversion in LNMs should also be
identified. Furthermore, tumor infiltrating immune cells
and nodal lymphocyte subsets within tumor microenvi-
ronments in PTs and LNMs should be analyzed.

Conclusion
In conclusion, we have demonstrated that LNMs have
stronger and more frequent PD-L1 expression than paired
PTs, suggesting that PTs are not adequate surrogates for
determining PD-L1 expression in LNMs. We thus postu-
late that the measurement of PD-L1 expression in LNMs
could increase the accuracy of predicting patient progno-
sis and better allow for optimal treatment selection.
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groups: PT-/LNM-, PT-/LNM+ and PT+/LNM+ (DOCX 19 kb)

Additional file 3: Figure S2. Kaplan–Meier survival curve for overall
survival (OS) according to PD-L1 expression in PTs and LNMs.
(TIFF 5345 kb)

Additional file 4: Table S2. Cox regression analysis of PD-L1 expression
and clinicopathological factors predicting OS. (DOCX 15 kb)

Additional file 5: Table S3. Cox regression analysis of PD-L1 expression
and clinicopathological factors predicting DFS. (DOCX 15 kb)

Li et al. BMC Cancer  (2018) 18:4 Page 7 of 9

dx.doi.org/10.1186/s12885-017-3916-y
dx.doi.org/10.1186/s12885-017-3916-y
dx.doi.org/10.1186/s12885-017-3916-y
dx.doi.org/10.1186/s12885-017-3916-y
dx.doi.org/10.1186/s12885-017-3916-y


Abbreviations
BSA: Bovine serum albumin; DFS: Disease-free survival; IDC: Invasive ductal
carcinoma; IHC: Immunohistochemistry; LNM: Lymph node metastasis;
OS: Overall survival; PBS: Phosphate-buffered saline; PD-1: Programmed cell
death 1; PD-L1: Programmed cell death ligand 1; PT: Primary tumor;
TIL: Tumor-infiltrating lymphocyte; TMA: Tissue microarray; TNBC: Triple
negative breast cancer

Acknowledgments
We thank Lei Dong, and Weige Wang for their excellent technical assistance.

Funding
This work was supported by the Shanghai Municipal Science and
Technology commission (Project No. 124119a4300, for Wentao Yang). The
funding body had no role in the design of the study and collection, analysis,
and interpretation of data and in writing the manuscript.

Availability of data and materials
The datasets used and/or analyzed during the current study are available
from the corresponding author on reasonable request.

Authors’ contributions
Conceived and designed the experiments: ML and WY. Performed the
experiments: ML, SZ, and RB. Analyzed the data: ML, YXu, YXiao. Wrote the
paper: ML and WY. All authors read and approved the final manuscript.

Ethics approval and consent to participate
Experiments and data generation were in accordance with the ethical
standards of relevant national and international rules and regulations (GCP,
Declaration of Helsinki). This study was approved by the Ethics Committee of
Fudan University Shanghai Cancer Center, and each participant signed an
informed consent document.

Consent for publication
Not applicable.

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

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

Received: 25 January 2017 Accepted: 14 December 2017

References
1. Dong H, Strome SE, Salomao DR, Tamura H, Hirano F, Flies DB, Roche PC, Lu

J, Zhu G, Tamada K, et al. Tumor-associated B7-H1 promotes T-cell
apoptosis: a potential mechanism of immune evasion. Nat Med. 2002;8(8):
793–800.

2. Swaika A, Hammond WA, Joseph RW. Current state of anti-PD-L1 and anti-
PD-1 agents in cancer therapy. Mol Immunol. 2015;67(2):4–17.

3. Coates AS, Winer EP, Goldhirsch A, Gelber RD, Gnant M, Piccart-Gebhart M,
Thurlimann B, Senn HJ. Tailoring therapies - improving the management of
early breast cancer: St Gallen international expert consensus on the primary
therapy of early breast cancer 2015. Ann Oncol. 26(8):2015, 1533–46.

4. Qin T, Zeng YD, Qin G, Xu F, Lu JB, Fang WF, Xue C, Zhan JH, Zhang
XK, Zheng QF, et al. High PD-L1 expression was associated with poor
prognosis in 870 Chinese patients with breast cancer. Oncotarget. 2015;
6(32):33972–81.

5. Sabatier R, Finetti P, Mamessier E, Adelaide J, Chaffanet M, Ali HR, Viens P,
Caldas C, Birnbaum D, Bertucci F. Prognostic and predictive value of PDL1
expression in breast cancer. Oncotarget. 2015;6(7):5449–64.

6. Herbst RS, Soria J, Kowanetz M, Fine GD, Hamid O, Gordon MS, Sosman JA,
McDermott DF, Powderly JD, Gettinger SN, et al. Predictive correlates of
response to the anti-PD-L1 antibody MPDL3280A in cancer patients. Nature.
2014;515(7528):563–7.

7. Nanda R, Chow LQ, Dees EC, Berger R, Gupta S, Geva R, Pusztai L, Pathiraja
K, Aktan G, Cheng JD, et al. Pembrolizumab in patients with advanced

triple-negative breast cancer: phase Ib KEYNOTE-012 study. J Clin Oncol.
2016;34(21):2460–7.

8. Tang H, Qiao J, Fu Y. Immunotherapy and tumor microenvironment. Cancer
Lett. 2016;370(1):85–90.

9. Taube JM, Klein A, Brahmer JR, Xu H, Pan X, Kim JH, Chen L, Pardoll DM,
Topalian SL, Anders RA. Association of PD-1, PD-1 Ligands, and other features
of the tumor immune microenvironment with response to anti-PD-1 therapy.
Clin Cancer Res. 2014;20(19):5064–74.

10. Karasar P, Esendagli G. T helper responses are maintained by basal-like
breast cancer cells and confer to immune modulation via upregulation of
PD-1 ligands. Breast Cancer Res Tr. 2014;145(3):605–14.

11. Cimino-Mathews A, Thompson E, Taube JM, Ye X, Lu Y, Meeker A, Xu H,
Sharma R, Lecksell K, Cornish TC, et al. PD-L1 (B7-H1) expression and the
immune tumor microenvironment in primary and metastatic breast
carcinomas. Hum Pathol. 2016;47(1):52–63.

12. Pereira ER, Jones D, Jung K, Padera TP. The lymph node microenvironment
and its role in the progression of metastatic cancer. Semin Cell Dev Biol.
2015;38:98–105.

13. Hernandez-Aya LF, Chavez-Macgregor M, Lei X, Meric-Bernstam F, Buchholz
TA, Hsu L, Sahin AA, Do KA, Valero V, Hortobagyi GN, et al. Nodal status and
clinical outcomes in a large cohort of patients with triple-negative breast
cancer. J Clin Oncol. 2011;29(19):2628–34.

14. Sleeman JP. The lymph node pre-metastatic niche. J Mol Med. 2015;93(11):
1173–84.

15. Salgado R, Denkert C, Demaria S, Sirtaine N, Klauschen F, Pruneri G, Wienert
S, Van den Eynden G, Baehner FL, Penault-Llorca F, et al. The evaluation of
tumor-infiltrating lymphocytes (TILs) in breast cancer: recommendations by
an international TILs working group 2014. Ann Oncol. 2015;26(2):259–71.

16. Ali HR, Glont SE, Blows FM, Provenzano E, Dawson SJ, Liu B, Hiller L, Dunn J,
Poole CJ, Bowden S, et al. PD-L1 protein expression in breast cancer is rare,
enriched in basal-like tumours and associated with infiltrating lymphocytes.
Ann Oncol. 2015;26(7):1488–93.

17. Nawaz S, Heindl A, Koelble K, Yuan Y. Beyond immune density: critical role
of spatial heterogeneity in estrogen receptor-negative breast cancer. Mod
Pathol. 2015;28(12):1621.

18. Dowsett M, Nielsen TO, A'Hern R, Bartlett J, Coombes RC, Cuzick J, Ellis M,
Henry NL, Hugh JC, Lively T, et al. Assessment of Ki67 in breast cancer:
recommendations from the international Ki67 in breast cancer working
group. JNCI Journal of the National Cancer Institute. 2011;103(22):1656–64.

19. Mittendorf EA, Philips AV, Meric-Bernstam F, Qiao N, Wu Y, Harrington S, Su X,
Wang Y, Gonzalez-Angulo AM, Akcakanat A, et al. PD-L1 expression in triple-
negative breast cancer. Cancer Immunology Research. 2014;2(4):361–70.

20. Muenst S, Schaerli AR, Gao F, Däster S, Trella E, Droeser RA, Muraro MG,
Zajac P, Zanetti R, Gillanders WE, et al. Expression of programmed death
ligand 1 (PD-L1) is associated with poor prognosis in human breast cancer.
Breast Cancer Res Tr. 2014;146(1):15–24.

21. Schalper KA, Velcheti V, Carvajal D, Wimberly H, Brown J, Pusztai L, Rimm
DL. In situ tumor PD-L1 mRNA expression is associated with increased TILs
and better outcome in breast carcinomas. Clin Cancer Res. 2014;20(10):
2773–82.

22. Yao ZX, Lu LJ, Wang RJ, Jin LB, Liu SC, Li HY, Ren GS, Wu KN, Wang DL,
Kong LQ. Discordance and clinical significance of ER, PR, and HER2 status
between primary breast cancer and synchronous axillary lymph node
metastasis. Med Oncol. 2014;31(1):798.

23. Markiewicz A, Ahrends T, Welnicka-Jaskiewicz M, Seroczynska B, Skokowski J,
Jaskiewicz J, Szade J, Biernat W, Zaczek AJ. Expression of epithelial to
mesenchymal transition-related markers in lymph node metastases as a
surrogate for primary tumor metastatic potential in breast cancer. J Transl
Med. 2012;10:226.

24. Jilaveanu LB, Shuch B, Zito CR, Parisi F, Barr M, Kluger Y, Chen L, Kluger HM.
PD-L1 expression in clear cell renal cell carcinoma: an analysis of
Nephrectomy and sites of metastases. J Cancer. 2014;5(3):166–72.

25. Mukherji D, Jabbour MN, Saroufim M, Temraz S, Nasr R, Charafeddine M,
Assi R, Shamseddine A, Tawil AN. Programmed death-Ligand 1 expression
in muscle-invasive bladder cancer Cystectomy specimens and lymph node
metastasis: a reliable treatment selection biomarker? Clinical Genitourinary
Cancer. 2015;

26. Muenst S, Soysal SD, Gao F, Obermann EC, Oertli D, Gillanders WE. The
presence of programmed death 1 (PD-1)-positive tumor-infiltrating
lymphocytes is associated with poor prognosis in human breast cancer.
Breast Cancer Res Tr. 2013;139(3):667–76.

Li et al. BMC Cancer  (2018) 18:4 Page 8 of 9



27. Kakavand H, Vilain RE, Wilmott JS, Burke H, Yearley JH, Thompson JF, Hersey
P, Long GV, Scolyer RA. Tumor PD-L1 expression, immune cell correlates
and PD-1+ lymphocytes in sentinel lymph node melanoma metastases.
Mod Pathol. 2015;28(12):1535–44.

28. Parsa AT, Waldron JS, Panner A, Crane CA, Parney IF, Barry JJ, Cachola KE,
Murray JC, Tihan T, Jensen MC, et al. Loss of tumor suppressor PTEN
function increases B7-H1 expression and immunoresistance in glioma. Nat
Med. 2006;13(1):84–8.

29. Kurbasic E, Sjöström M, Krogh M, Folkesson E, Grabau D, Hansson K, Rydén
L, Waldemarson S, James P, Niméus E. Changes in glycoprotein expression
between primary breast tumour and synchronous lymph node metastases
or asynchronous distant metastases. Clin Proteomics. 2015;12(1):13.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Li et al. BMC Cancer  (2018) 18:4 Page 9 of 9


	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Sample selection
	Immunohistochemistry (IHC)
	Evaluation of PD-L1 expression
	Statistical analysis

	Results
	Spatial heterogeneity of PD-L1
	Discordance of PD-L1 expression between tumor cells and lymphocytes in the PTs and LNMs
	PD-L1 expression and clinicopathological features in matched PTs and LNMs
	Prognostic significance of PD-L1 expression in PTs and LNMs

	Discussion
	Conclusion
	Additional files
	Abbreviations
	Funding
	Availability of data and materials
	Authors’ contributions
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Publisher’s Note
	References

