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BACKGROUND: Emerging evidence indicates that immunogenicity plays an important role in intrahepatic cholangiocarcinoma
(ICC). Herein, we systematically evaluated the clinical relevance of immunogenicity in ICC.
METHODS: Highly immunogenic ICCs identified in the public dataset and the Cancer Immunome Atlas (TCIA) were assessed to
determine the prognostic impact of immunogenicity in ICC and key components after curative resection. We also investigated the
clinical relevance of the immune milieu in ICC.
RESULTS: Using the Gene Expression Omnibus dataset 89749 and TCIA, we identified CD8+/forkhead box P3 (FoxP3)+ tumour-
infiltrating lymphocytes (TILs), T-cell immunoglobulin and mucin domain 3 (TIM-3) and human leukocyte antigen-A (HLA-A) in
highly immunogenic ICCs. Immunohistochemical analysis of the in-house cohort showed that intratumoral FoxP3+ TILs correlated
with CD8+ TILs (P= 0.045, Fisher’s exact test) and that high FoxP3+/CD8+ ratio (FCR) was an important marker for poor survival (P <
0.001, log-rank test). Furthermore, the FCR was higher in tumour-free lymph nodes in ICCs with lymph node metastases than in
those without lymph node metastases (P= 0.003, Mann–Whitney U test).
CONCLUSIONS: FCR should be considered an important biomarker that represents the immune environment of ICC based on its
potentially important role in tumour progression, especially lymph node metastasis.
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BACKGROUND
The incidence of intrahepatic cholangiocarcinoma (ICC), which
accounts for 10–20% of all primary liver cancers, is increasing
worldwide [1, 2]. Surgical tumour resection is the only treatment for a
potential cure; however, the prognosis of ICC after surgery remains
dismal, with 5-year overall survival (OS) rates of 30–40%, which is
primarily due to high recurrence rates and lack of systemic
therapeutic options after recurrence [3]. Thus, the development of
novel treatment strategies and clarification of the underlying tumour
biology are urgently needed to improve patient survival.
Uncovering the role of tumour immunogenicity in many

malignancies has led to the development of immunotherapeutic
strategies, which are considered a novel treatment option in ICC
as well [4]. Tumour immunogenicity is defined as the ability of a
tumour to induce an immune response that can prevent its
growth [5]. A tumour harbouring a large number of somatic
mutations, i.e. with a high tumour mutation burden (TMB), tends

to induce an immune response and is considered a highly
immunogenic [4]. Melanoma, lung cancer and mismatch repair-
deficient colorectal cancer possess a high TMB, whereas
pancreatic cancer, myeloma, and mismatch repair-proficient
colorectal cancer harbour a low TMB [4, 6]. However, even in
mismatch repair-proficient colorectal cancer, high densities of
CD3+, CD8+ and CD45RO+ tumour-infiltrating lymphocytes (TILs)
are observed in around 50% of the tumours [7], indicating that
even some tumours harbouring a low TMB can induce an immune
response. Similarly, although ICCs harbour a relatively low TMB
(median, 1.9/Mb; range, 0.5–11.0/Mb) [8], some studies have
reported increased density of CD8+ TILs in ICCs [9–12], and RNA
sequencing analysis have revealed that one of the ICC subtypes
can be characterised by immune-related pathways [13]. However,
the characteristics of highly immunogenic ICCs and the mechan-
ism by which the immune milieu regulates ICC biology remain
unclear.
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Several bioinformatics approaches, including single-cell and
bulk RNA sequencing, have enabled the identification of immune
cell populations within the immune milieu [14, 15]. Aaron et al.
have developed the CIBERSORT method to dissect the tumour
immune milieu, enabling the characterisation of immune cell
fractions based on gene expression analysis of bulk RNA
sequencing data [14]. This method has overcome the disadvan-
tages of single-cell RNA sequencing, which is challenging for its
application in clinical use. Furthermore, Charoentong et al. utilised
advances in bioinformatics and machine learning approaches to
develop an immunophenogram and The Cancer Immunome Atlas
(TCIA) (https://tcia.at/) based on data from The Cancer Genome
Atlas and completed the immunogenic characterisation of 20 solid
tumours [16].
To elucidate the characteristics of highly immunogenic ICCs and

the relationship of tumour immunity with tumour biology, we
performed a comprehensive analysis of the immune milieu in ICC.
First, we characterised highly immunogenic ICCs based on
metagene analysis using a publicly available dataset and TCIA.
Second, we assessed the prognostic impact of tumour immunity
after liver resection in patients with ICCs. Finally, we determined
the clinical relevance of the immune milieu in ICC.

MATERIALS AND METHODS
Samples and study design
A total of 61 consecutive patients who underwent curative hepatic
resection for ICC between January 1, 1999 and December 31, 2015 in
Okayama University Hospital were enrolled in this study. The study
samples comprised primary lesions from 61 patients with ICC and
corresponding lymph nodes from 47 of the 61 patients. The baseline
clinicopathological variables, including age, sex, aetiology, location,
macroscopic morphology, differentiation, tumour size, serosal invasion,
tumour number, preoperative carbohydrate antigen 19-9 and carcinoem-
bryonic antigen levels and tumour stage are summarised in Table 1. The
Tumor-Node-Metastasis staging system from 7th edition of the American
Joint Committee on Cancer was used for the pathological staging of the
cases [17]. During annual hospital visits, all patients underwent extensive
evaluation including blood tests, chest X-ray, abdominal computed
tomography or magnetic resonance imaging studies. The need for
informed consent was waived due to the retrospective study design. The
institutional review boards of all participating institutions approved the
study (no. 1911-032).
The study comprised an initial discovery phase followed by an

independent clinical validation phase. In the discovery phase, we identified
highly immunogenic ICCs and deregulated immune components using the
publicly available Gene Expression Omnibus (GEO) microarray database
(GSE 89749) [13] and the immunophenogram [16]. In the clinical validation
phase, we evaluated the clinical relevance of highly immunogenic ICCs in
the in-house cohort using immunohistochemical analysis.

Sequential double-staining immunohistochemistry and single
staining immunohistochemistry
We performed double-staining immunohistochemistry for evaluation of
the phenotypes of effector and suppressor cells in the immune milieu. In
brief, 4 µm-thick sections of representative blocks were deparaffinised and
dehydrated using gradient solvent washes. Following endogenous
peroxidase blockade using 3% H2O2 for ten minutes, antigen retrieval
was performed with ethylene-diamine-tetraacetic acid buffer (pH 9.0).
Thereafter, the slides were incubated with Protein Block Serum-Free
Ready-to-Use (Agilent Technologies, Santa Clara, CA, USA) for ten minutes
followed by anti-CD8a antibody or anti-FoxP3 antibody (Supplementary
Table 1) at room temperature for one hour. After rinsing with PBS for 5 min
three times, the slides were incubated with EnVision+ System-HRP
Labelled Polymer Anti–mouse (Agilent Technologies, Santa Clara, CA,
USA) for 30min, followed by rinse with phosphate-buffered saline (PBS) for
five minutes three times. Liquid DAB+ Substrate Chromogen System
(Agilent Technologies, Santa Clara, CA, USA) was used as a chromogen.
Then, following antigen retrieval in ethylene-diamine-tetraacetic acid
buffer (pH 9.0), the slides were incubated with Protein Block Serum-Free
Ready-to-Use for 10min and anti-PD1 antibody and anti-CD4 antibody
(Supplementary Table 1) overnight for slides incubated with anti-CD8a

antibody and anti-FoxP3 antibody, respectively. Next, the slides were
incubated with EnVision+ System-HRP Labelled Polymer Anti–Rabbit
(Agilent Technologies, Santa Clara, CA, USA), followed by incubation with
Histogreen, Substrate kit for peroxidase (Takara Bio Inc., Shiga, Japan) and
hematoxylin as a nuclear counterstain.
In addition, to evaluate the immune milieu in ICC, we determined the

numbers and distribution of effector and suppressor cells as well as the
intensity of immune checkpoint molecules and human lymphocyte

Table 1. Patient characteristics.

Variables

Age median, (range) 67 (45–85)

Sex Female (N= 27)

Male (N= 34)

HBs-Ag Positive (N= 7)

Negative (N= 53)

HCV-Ab Positive (N= 5)

Negative (N= 55)

Morphology MF (N= 39)

MF+ PI (N= 22)

Differentiation Well (N= 9)

Moderate (N= 39)

Poor (N= 9)

Others (N= 2)

Tumour location Hilar (N= 36)

Peripheral (N= 25)

Tumour size ≦5 cm (N= 34)

>5 cm (N= 27)

Tumour number Single (N= 44)

Multiple (N= 17)

Vascular invasiona Positive (N= 32)

Negative (N= 16)

Serosal invasion Positive (N= 30)

Negative (N= 31)

Lymph node metastasis Presense (N= 23)

Absense (N= 25)

Undetermined (N= 13)

Distant metastasis Presence (N= 4)

Absence (N= 57)

Preoperative ≦37 U/ml (N= 23)

Serum CA19-9 >37 U/ml (N= 29)

Preoperative ≦5 ng/ml (N= 38)

Serum CEA >5 ng/ml (N= 15)

Hepatectomy (Extended) Segmentectomy
(N= 5)

(Extended) hepatic lotectomy
(N= 48)

Trisegmentectomy (N= 8)

Lymphadenectomy Performed (N= 47)

Unperformed (N= 14)

Curability R0 (N= 58)

R1 (N= 3)

Observation time, (days),
median, (range)

824, (38–5486)

CA19-9 carbohydrate antigen 19-9, CEA carcinoembryonic antigen, MF mass
forming type, PI periductal infiltrating type.
a13 patients records were not available.
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antigens (HLAs) using immunohistochemistry. Manual immunostaining
was performed using formalin-fixed paraffin-embedded tissues. Briefly, 4
µm-thick sections of representative blocks were deparaffinised and
dehydrated using gradient solvent washes. Following endogenous
peroxidase blockade using 3% H2O2 for 10min, antigen retrieval was
performed with ethylene-diamine-tetraacetic acid buffer (pH 9.0). There-
after, the slides were incubated with indicated primary antibodies
(Supplementary Table 1) at room temperature for one hour. Next, the
slides were incubated with appropriate secondary antibodies and the
avidin–biotin–peroxidase complex (Vector Laboratories, Burlingame, CA,
USA), followed by incubation with biotinyl tyramide and streptavidin
peroxidase (Agilent Technologies, Santa Clara, CA, USA). Diaminobenzidine
(Takara Bio Inc., Shiga, Japan) was used as a chromogen and hematoxylin
as a nuclear counterstain.
The slides were evaluated under the guidance of a pathologist without

reference to the patient’s clinical profile. First, we defined intratumoral and
stromal TILs as lymphocytes within the tumour nest or in direct contact
with tumour cells and within the tumour stroma, respectively, following
the recommendations of the International TILs Working Group 2014 [18].
Second, for all ICCs, intratumoral and stromal TIL counts within the borders
of the tumour were calculated in four independent fields visualised at
×400 magnification. Finally, averaged intratumoral or stromal TIL counts in
four independent fields used as representative TILs in a tumour for further
analysis. Cut-off values for effector and suppressor cell counts were
determined using the X-tile analysis (New Haven, CT, USA) of overall
survival (OS) [19]. The expression status of immune checkpoint molecules
and major histocompatibility complex (MHC)-related proteins were
evaluated using the immunoreactive score, which is based on the
percentage of positive lymphocytes or tumour cells and the intensity of
expression [20]. As described previously, the percentage of positive cell
staining was scored as follows: 1, 0–10%; 2, 11–50%; 3, 51–80% and 4,
81–100%. Staining intensity was scored as follows: 1, weak; 2, moderate
and 3, intense. The immunoreactive score was used to categorise the
strength of protein expression into four subsets as follows: 0–1, no
staining; 2–3, weak staining; 4–8, moderate staining and 9–12, strong
staining.

Statistical analysis
All statistical analyses were performed using EZR (Saitama Medical Center,
Jichi Medical University) [21], which is a graphical user interface for R (The
R Foundation for Statistical Computing, version 2.13.0), and plotted using
GraphPad Prism version 9 (GraphPad Software, San Diego, CA, USA).
Categorical variables were compared using Fisher’s exact test. Differences
between continuous variables were determined using the Mann–Whitney
U or Wilcoxon signed-rank test. The correlation was estimated using
Spearman’s rank correlation coefficient. OS was calculated from the date of
surgical resection to the date of death due to ICC or last follow-up for
censored patients. OS was estimated using the Kaplan–Meier method and
compared by the log-rank test. All P-values were calculated using two-
sided tests, and a P-value of < 0.05 was considered to indicate statistical
significance.

RESULTS
Identification of immune components associated with highly
immunogenic ICC
To characterise the immune milieu in ICC, we first performed a
comprehensive analysis of the ICC immunogenicity using the RNA
sequencing data from the publicly available GSE 89749 dataset
[13], which comprised the RNA sequencing results of bulk tissue
samples from 92 fluke-positive and 48 fluke-negative ICCs. Fluke-
negative ICCs are more frequent in developed countries, and all
cases examined in subsequent analyses in the current cohort were
fluke-negative ICCs [22]. Therefore, we assessed the immune
milieu of 48 fluke-negative ICCs using the TCIA calculator (https://
tcia.at/) and determined the immunophenoscore of each ICC as an
indicator of immunogenicity based on the z-score of four immune
components, namely effector cells, suppressor cells, immune
checkpoint molecules, and MHC-related proteins. Figure 1a shows
representative immunophenoscores of ICCs with high and low
immunogenicity. According to the immunophenoscore, we
classified the ICCs into high and low immunogenicity groups

(Fig. 1b). Highly immunogenic ICCs were characterised by high
numbers of effector and suppressor cells within the entire tumour.
Additionally, the highly immunogenic ICCs expressed high levels
of MHC-related molecules compared to the weakly immunogenic
ICCs and expressed low levels of immune checkpoint molecules
except for T-cell immunoglobulin and mucin domain 3 (TIM-3).
These findings suggested that suppressor cells induced immune
tolerance in highly immunogenic ICCs by suppressing the activity
of effector cells. To further analyse the suppressive immune milieu
in highly immunogenic ICCs, we focused on activated CD8+

tumour-infiltrating lymphocytes (TILs) as effector cells, tumour-
infiltrating regulatory T cells (Treg) as suppressor cells, TIM-3 as an
immune checkpoint molecule and HLA-A, based on the immuno-
phenoscore analysis.

CD8+/FoxP3+ TILs and TIM-3 and HLA- A protein expression in
the local immune milieu of highly immunogenic ICCs
Not only the immunogenicity of the entire tumour but also the
local immune response to the tumour can impact tumour biology
such as that observed in breast cancer [23]. To elucidate the local
immune milieu in ICC, we first evaluated the phenotypes of
stromal and intratumoral TILs in ICCs. Using enzymatic double-
staining immunohistochemistry, we analysed CD8 + PD-1+ TILs
and CD4 + FoxP3+ TIL counts in the stroma and intra-tumour in
nine ICC patients selected based on high TILs in hematoxylin and
eosin staining (Supplementary Fig 1). Median stromal and
intratumoral CD8+ PD-1+ TILs in ICC accounted for 1.1% (IQR
0.4–3.3%) and 2.0% (IQR 0.3–3.6%) of CD8+ TILs, respectively.
Because CD8+ PD-1+ TILs, exhausted CD8 TILs, were much less
observed compared to CD8+ PD-1− TILs, CD8 could be used as a
marker of activated CD8+ TILs in ICC. In addition, stromal and
intratumoral FoxP3+ CD4+ TILs in ICC accounted for almost 100%
of FoxP3+ TILs, indicating that FoxP3 could be used as a marker of
Treg TILs. Based on these results, for further analysis, we used CD8
and FoxP3 as a marker of activated CD8+ and Treg TILs in ICCs,
respectively.
Then, we determined the number of stromal and intratumoral

CD8+ and FoxP3+ TILs in the same flied using immunohistochem-
istry in the clinical validation cohort. The median number of CD8+

TILs was significantly higher in the stroma than in the intratumoral
area in the same section (132/slide [range, 1.25–321.75] versus
76.25/slide [range, 0–411.75], P < 0.001, Wilcoxon signed-rank test;
Fig. 2a and b). Similarly, the median number of infiltrating FoxP3+

TILs was higher in the stroma than in the intratumoral area in the
same section (10.7/slide [range, 0–147.5] versus 5.5/slide [range,
0–197.5], P < 0.001, Wilcoxon signed-rank test; Fig. 2c and d).
Next, we determined the optimal cut-off for CD8+/FoxP3+ TIL

counts in intratumoral and stromal areas of highly immunogenic ICCs
using the X-tile analysis of OS: intratumoral CD8+ TILs, 53.8; stromal
CD8+ TILs, 80.25; intratumoral Foxp3+ TILs, 11.75; stromal Foxp3+

TILs, 5.75. We found no significant differences in OS between ICCs
with high and low CD8+ TIL counts in the intratumoral and stromal
areas (P= 0.171 and 0.133, respectively, log-rank test; Fig. 3a and
Supplementary Fig. 2A). The OS rate of ICCs with high intratumoral
FoxP3+ TIL counts was significantly worse than that of ICCs with low
intratumoral FoxP3+ TIL counts (P= 0.02, log-rank test, Fig. 3b);
however, there was no significant difference in the OS between ICCs
with high and low intrastromal FoxP3+ TIL counts (P= 0.254, log-
rank test, Supplementary Fig. 2B). While there was no correlation
between the number of CD8+ TILs and that of FoxP3+ TILs in the
stroma (P= 1, Fisher’s exact test), CD8+ TIL counts were significantly
correlated with FoxP3+ TIL counts in the intratumoral area (P= 0.046,
Fisher’s exact test, Supplementary Table 2). These results indicated
that the immune milieu might be suppressed by the accumulation of
FoxP3+ TILs in the intra-tumour but not in the stroma of highly
immunogenic ICCs.
Finally, we assessed the intratumoral expression levels of TIM-3

and HLA-A in ICC using immunohistochemistry. While moderate or
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intense HLA-A expression was observed in ~66% of the ICCs, 54% of
the examined ICCs exhibited absent or weak TIM-3 expression
(Supplementary Fig. 3 and Supplementary Table 2). There was no
correlation between CD8+ TIL counts and TIM-3 expression (P=
0.356, Fisher’s exact test); however, there was a trend of correlation
between CD8+ TIL counts and HLA-A expression (P= 0.075, Fisher’s
exact test). These results indicated that FoxP3+ TILs might mainly
function as suppressors within the tumour, which is a characteristic of
highly immunogenic ICCs.

Role of the FoxP3+/CD8+ ratio in the OS of ICC
We elucidated the prognostic impact of ICC immune milieu by
comparing OS among ICCs classified into four groups based on
the number of intratumoral CD8+ and FoxP3+ TILs. As expected,
the patients with ICC harbouring high CD8+ TIL and low FoxP3+

TIL counts in the intra-tumour exhibited the most favourable OS
whereas those with low CD8+ TIL and high FoxP3+ TIL counts in
the intra-tumour exhibited the worst OS (P < 0.001, log-rank test;
Fig. 3c). In addition, we investigated whether the balance
between intratumoral effector and suppressor cells had an
impact on the OS of patients with ICC. To that end, we used the
FoxP3+/CD8+ TIL ratio (FCR) to classify patients into low and
high-FCR groups using the cut-off value generated using X-tile
analysis: the cut-off value of FCR was 0.22. Interestingly, the OS of
high-FCR ICCs was worse than that of low-FCR ICCs (P < 0.001,
log-rank test; Fig. 3d). While high-FCR ICCs significantly
associated with pathological lymph node metastasis (P= 0.045,
Fisher’s exact test; Table 2), they did not have a correlation with
other clinicopathological factors, such as tumour location and
the tumour makers.

Case: SG-50

Immunophenoscore: 6 Immunophenoscore: 0

HLA-A 

Act CD8 

TregPD-1

PD-L2

Case: SG-14

HLA-A

Act CD8 

TregPD-1

PD-L2

a

b

HLA-A

Act CD8 

EC
SC
CP
MHC
Act CD4

Tem CD4
Tem CD8
MDSC
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PDCD1
CTLA4
LAG3
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CD274
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Fig. 1 Immunophenogram analysis reveals the characteristics of highly immunogenic ICCs. a Representative immunophenograms of
highly or weakly immunogenic ICCs based on metagene analysis using the TCIA. Immunophenoscore ranges from 0 to 10 scale based on the
sum of the weighted average z-score of the four categories. Act CD4/CD8 activated CD4 + /CD8 +T cells, B2M beta-2 microglobulin, CP
checkpoints/immunomodulators, CTLA4 cytotoxic T-lymphocyte-associated protein 4, EC effector cells, HLA human leukocyte antigen, IOCS
induced T-cell co-stimulator, LAG3 lymphocyte activation gene 3, MDSC myeloid-derived suppressor cells, MHC major histocompatibility
complex, PDCD1 programmed cell death 1, PDCD1LG2 programmed cell death 1 ligand 2, SC suppressor cells, TAP1/2 transporter associated
with antigen processing 1/2, Tem CD4/CD8 cells effector memory CD4+/CD8+ T cells, TIM-3 T-cell immunoglobulin and mucin domain-
containing protein 3, Treg regulatory T cells. b Heatmap of 48 fluke-negative ICCs. Highly immunogenic ICCs were characterised based on
effector cells, suppressor cells and MHC-related molecules. ICC intrahepatic cholangiocarcinoma.
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Suppressed immune milieu in ICC is associated with that of
tumour-draining lymph nodes
The association of high FCR with pathological lymph node
metastasis raised the possibility that the suppressed immune milieu
in the primary lesion might promote lymph node metastasis. To
clarify the biological role of FCR in lymph node metastasis in patients
with ICC, we determined the FCR of lymph node specimens
obtained from 47 patients with ICC who underwent lymphadenect-
omy in the same clinical validation cohort. First, we compared the
FoxP3+ TILs, CD8+ TILs and FCR of metastatic lymph nodes with
those of the corresponding primary lesions. Foxp3+ TILs were more
and CD8+ TILs were less accumulated in metastatic lymph nodes
than in the primary tumour (P < 0.01 and P < 0.01, respectively,
Wilcoxon signed-rank test, Supplementary Fig. 4A and 4B). As
expected, the FCR of metastatic lymph nodes was significantly
higher than that of the primary lesions (P < 0.001, Wilcoxon signed-
rank test; Fig. 4a), implicating a more advanced suppression of the
immune milieu of metastatic lymph nodes compared with that of
the primary lesion. Next, we determined whether the immune milieu
of regional lymph nodes was suppressed prior to metastatic
involvement by ICC by comparing the FCR of tumour-free lymph
nodes (TFLN) of patients with and without lymph node metastasis.
Intriguingly, the FCR of the TFLN in patients with lymph node

metastasis was significantly higher than that of the TFLN in the
patients without lymph node metastasis (P= 0.003, Mann–Whitney
U test; Fig. 4b). Additionally, there was a strong correlation between
the FCR of the TFLN and that of the primary lesion (P= 0.01, rho=
0.478, Spearman’s rank correlation coefficient; Fig. 4c). Moreover,
there was a relatively strong correlation between the FCR of the
TFLN and the number of metastatic lymph nodes (P= 0.001, rho=
0.571, Spearman’s correlation test; Fig. 4d). These results suggested
that the suppressive immune milieu in ICC promoted lymph node
metastasis by forming a premetastatic niche in TFLN.

DISCUSSION
In the present study, we utilised comprehensive approaches based
on gene and protein expression analyses to demonstrate the
clinical relevance of FCR in ICC. Our analyses revealed several key
findings. First, we identified the characteristics of highly immuno-
genic ICCs based on immunophenoscore analysis. Second, among
the effector and suppressor cells and immune checkpoint and
MHC-related molecules, intratumoral CD8+ and FoxP3+ TIL counts
were the best indicators of local response in highly immunogenic
ICCs; these markers tended to have a prognostic impact. Third, a
high FCR might be considered a predictor of poor OS in patients
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with ICC. Finally, a suppressed immune milieu in ICC might
promote lymph node metastasis by facilitating the formation of a
premetastatic niche.
We found that FoxP3+ TILs induced a suppressive local immune

milieu in highly immunogenic ICCs. In our initial metagene analysis,
CD8+ and FoxP3+ TILs, TIM-3 and HLA-A emerged as key
components of highly immunogenic ICCs. TIM-3, which is expressed
on the surface of CD4+ and CD8+ T cells, is involved in enforcing
T-cell exhaustion by interaction with tumour cells [24]; therefore, TIM-
3 is considered as an exhaustion marker of lymphocytes similar to
programmed cell death 1 (PD-1). On the other hand, FoxP3 is
primarily expressed in regulatory T cells (Treg), which induce a
suppressive immune milieu [25]. Interestingly, single-cell transcrip-
tomic analysis in ICCs has revealed that CD8+ T cells express TIM-3
and that FoxP3+ T cells display highly immunosuppressive character-
istics [26], consistent with our metagene analysis. In contrast, in the
current study the CD8+ TIL count, which did not correlate with TIM-3
expression, tended to associate with FoxP3+ TIL, suggesting that
FoxP3+ TILs induce a suppressive local immune milieu in highly
immunogenic ICCs. Recently, it is appreciated that Tregs not only
suppress cells intratumorally via direct engagement but also serve as
key interactors in the peritumour, stroma, vasculature and lymphatics
to limit anti-tumour immune responses prior to tumour infiltration
[27]. Scott et al. indicated that Tregs in intra-tumour inhibit the
cytotoxic function of CD8+ TILs through dendritic cells or cytokines
and that Tregs in tumour stroma blocks the infiltration of CD8+ TILs
by inhibiting the formation of high endothelial venules (HEV). In this
study, both TILs counts were higher in stroma than those in intra-
tumour. These results suggest that ICC inhibits CD8+ TILs infiltrating
to intra-tumour by inducing Tregs in the stroma.

In the current study, we also found that the ratio between FoxP3+

and CD8+ TILs, i.e. the FCR, was associated with poor prognosis and
lymph node metastasis in ICC. To date, not only the CD8+ and
FoxP3+ TIL counts but also the FCR has been reported as prognostic
predictors in several malignancies, such as non-small cell lung
carcinoma, breast cancer, and gastroenterological malignancies
[28–30]. In addition, the utility of FCR as a predictor of response to
chemotherapy has been shown in breast cancer [23, 31]. In these
studies, a higher number of FoxP3+ TILs in the tumour immune
milieu compared with the number of CD8+ TILs was shown to
contribute to poor OS and refractoriness to chemotherapy [23, 31].
Additionally, Jing et al. demonstrated that the recurrence-free
survival and OS were worse in ICCs with a higher FCR compared
to those with a lower FCR [12] in agreement with our findings,
supporting the hypothesis that FCR is a prognostic marker for poor
OS in ICC.　In this study, patients with high FoxP3+ TIL count in
intra-tumour of ICC have poor survival. These results suggest that
inhibition of cytotoxicity of CD8+ TILs through FoxP3+ TILs in intra-
tumour could more affect the tumour biology than blockade of
CD8+ infiltrating to intra-tumour by Treg in the stroma.
To the best of our knowledge, this is the first study showing that

FCR is associated with lymph node metastasis in ICC. While there have
been no reports concerning about immunogenic meaning of FCR in
the metastatic lesion and primary tumours, several studies focusing
on CD8+ TILs in the metastatic lesion and the corresponding primary
tumour in breast cancer have been reported [32, 33]. Ogiya et al.
demonstrated that CD8+ TILs were less accumulated in metastatic
sites than in the corresponding primary tumour, and concluded that
immune escape could accelerate tumour progression [32]. In this
study, CD8+ TILs were also less observed in metastatic lymph nodes

a b

c

p = 0.02

0

0.0

0.2

0.4

0.6

0.8

1.0

High Foxp3+ TILs

Low Foxp3+ TILs 

0 50 100 150

0.0

0.2

0.4

0.6

0.8

1.0

O
ve

ra
ll 

su
rv

iv
al

 r
at

e
O

ve
ra

ll 
su

rv
iv

al
 r

at
e

High CD8+ TILs

Low CD8+ TILs 

p = 0.171

42 12 5 0
19 5 2 1

High
Low

Number at risk

Survival time (months)
0 50 100 150

0.0

0.2

0.4

0.6

0.8

1.0

O
ve

ra
ll 

su
rv

iv
al

 r
at

e

21 1 0 0
40 16 7 1

High
Low

Number at risk

Survival time (months)

0 50 100 150

0.0

0.2

0.4

0.6

0.8

1.0

16 5 2 1
3 0 0 0

Low CD8+ Low Foxp3+
Low CD8+ High Foxp3+

Number at risk

Survival time (months)

24 11 5 0
18 1 0 0

High CD8+ Low Foxp3+
High CD8+ High Foxp3+

Low CD8+ Low Foxp3+

Low CD8+ High Foxp3+

High CD8+ Low Foxp3+

High CD8+ High Foxp3+
p < 0.001

d

50 100 150

17 2 0 0
44 15 7 1

High
Low

Number at risk

Survival time (months)

p < 0.001

High FCR

Low FCR 

O
ve

ra
ll 

su
rv

iv
al

 r
at

e

Fig. 3 Prognostic analysis with tumour-infiltrating lymphocytes (TILs) in intra-tumour of ICCs. a CD8+ TILs, b FoxP3+ TILs, c combination of
CD8+ and FoxP3+ TILs and d FoxP3+/CD8+ TIL ratio.

D. Konishi et al.

762

British Journal of Cancer (2022) 127:757 – 765



than in the primary tumour (P< 0.01, Wilcoxon rank-sum test). This
result was concordant with the previous reports, and indicated that
the tumour cells escape from immune surveillance. In addition, Zhou
et al. illustrated that tumour-infiltrating Tregs selectively migrate to
tumour-draining lymph nodes [34]. Indeed, in the current study,
FoxP3+ TILs were more accumulated in metastatic lymph nodes than
in the primary tumour (P< 0.01, Wilcoxon rank-sum test). High
FoxP3+ TIL counts were reported in metastatic lymph nodes in other
malignancies such as non-small cell lung carcinoma, breast cancer
and cervical cancer [35–38]. Intriguingly, Heeren et al. revealed that
cervical cancers with lymph node metastases harboured a high FCR
not only in tumour-positive lymph nodes but also in adjacent tumour-
negative lymph nodes [37] and suggested that the delineated fields
of regulatory T lymphocyte-associated immune suppression in
anatomically co-localised lymph nodes receiving tumour drainage
enabled metastasis by creating metastatic niches [37]. Similarly, our
analyses revealed that the FCR was higher in the TFLN of patients
with lymph node metastasis compared to those without lymph node

metastasis, suggesting that the FCR was involved in niche formation
in tumour regional lymph nodes close to the tumour. Lymph node
metastasis is considered one of the strongest prognostic factors of ICC
[39], and ICC with lymph node metastasis is considered a systemic
disease according to the guidelines for the diagnosis and manage-
ment of ICCs [40]. Our findings suggest that lymph node metastasis in
ICC reflects a high metastatic potential mediated through immune
suppression induced by FoxP3+ TILs.
Recent efforts to improve prognosis and OS rates in patients

with malignancies have been devoted to the development of
therapeutic approaches targeting FoxP3+ TILs with immune
checkpoint blockade [41]. Although these approaches remain
challenging, FoxP3+ TILs could be a target for therapy in the
future.
In the present study, the small sample size due to the rarity of

ICC was a major limitation. Additionally, this was a single-centre
study. However, the analysis of the immune milieu in the primary
tumour as well as in the corresponding lymph nodes was a

Table 2. Correlation between clinicopathological variables and FCR.

Variables FCR low FCR high P-value

(N= 44, 72.1%) (N= 17, 27.9%)

Age median, (range) 67 (45–85) 67.5 (45–85) 67.0 (51–83) 0.750b

Sex Female (N= 27) 19 (70.4) 8 (29.6) 1

Male (N= 34) 25 (73.5) 9 (26.5)

HBs-Ag Positive (N= 7) 4 (57.1) 3 (42.9) 0.393

Negative (N= 53) 39 (73.6) 14 (26.4)

HCV-Ab Positive (N= 5) 4 (80.0) 1 (20.0) 1

Negative (N= 55) 39 (70.9) 16 (29.1)

Morphology MF (N= 39) 29 (74.4) 10 (25.6) 0.767

MF+ PI (N= 22) 15 (68.2) 7 (31.8)

Differentiation Well (N= 9) 8 (88.9) 1 (11.1) 0.423

Moderate (N= 39) 25 (64.1) 14 (35.9)

Poor (N= 9) 7 (77.8) 2 (22.2)

Others (N= 2) 2 (100.0) 0 (0.0)

Tumour location Hilar (N= 36) 27 (75.0) 9 (25.0) 0.574

Peripheral (N= 25) 17 (68.0) 8 (32.0)

Tumour size ≦5 cm (N= 34) 26 (76.5) 8 (23.5) 0.566

>5 cm (N= 27) 18 (66.7) 9 (33.3)

Tumour number Single (N= 44) 32 (72.7) 12 (27.3) 1

Multiple (N= 17) 12 (70.6) 5 (29.4)

Vascular invasiona Positive (N= 32) 22 (68.7) 10 (31.3) 0.746

Negative (N= 16) 12 (66.7) 4 (33.3)

Serosal invasion Positive (N= 30) 20 (77.4) 7 (22.6) 0.402

Negative (N= 31) 24 (66.7) 10 (33.3)

Lymph node metastasis Presense (N= 23) 14 (60.9) 9 (39.1) 0.045

Absense (N= 25) 22 (88.0) 3 (12.0)

Undetermined (N= 13)

Distant metastasis Presense (N= 4) 4 (100.0) 0 (0.0) 0.569

Absense (N= 57) 40 (70.2) 17 (29.8)

Preoperative ≦37 U/ml (N= 23) 18 (78.3) 5 (21.7) 0.539

Serum CA19-9 >37 U/ml (N= 29) 20 (69.0) 9 (31.0)

Preoperative ≦5 ng/ml (N= 38) 30 (78.9) 8 (21.1) 0.182

Serum CEA >5 ng/ml (N= 15) 9 (60.0) 6 (40.0)

CA19-9 carbohydrate antigen 19-9, CEA carcinoembryonic antigen MF mass forming type, PI periductal infiltrating type.
a13 patients records were not available.
bDifferences between continuous variables were determined using the Mann–Whitney U test. Categorical variables were compared by Fisher’s exact test.
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strength of our study. We also acknowledge that the cut-off CD8+

and FoxP3+ TIL counts remain to be determined similarly to an
issue with previous studies. Further studies in larger cohorts are
needed to validate the utility of CD8+ and FoxP3+ TIL counts as
prognostic and predictive biomarkers in ICC.
In conclusion, we used complementary analyses to demonstrate

the potential utility of intratumoral FCR as a prognostic marker in ICC.
Furthermore, this is the first study to reveal that the balance of CD8+

and FoxP3+ TILs might contribute to ICC progression by forming a
premetastatic niche in lymph nodes. These data highlight the critical
role the FCR might play in cancer biology and suggest that CD8+ and
FoxP3+ TILs might be considered therapeutic targets in ICC.

DATA AVAILABILITY
The datasets used and/or analysed during the current study are available from the
corresponding author on reasonable request.

REFERENCES
1. Wu L, Tsilimigras DI, Paredes AZ, Mehta R, Hyer JM, Merath K, et al. Trends in the

incidence, treatment and outcomes of patients with intrahepatic cholangio-
carcinoma in the USA: facility type is associated with margin status, use of
lymphadenectomy and overall survival. World J Surg. 2019;43:1777–87.

2. Banales JM, Marin JJG, Lamarca A, Rodrigues PM, Khan SA, Roberts LR, et al.
Cholangiocarcinoma 2020: the next horizon in mechanisms and management.
Nat Rev Gastroenterol Hepatol. 2020;17:557–88.

3. Spolverato G, Kim Y, Alexandrescu S, Marques HP, Lamelas J, Aldrighetti L, et al.
Management and outcomes of patients with recurrent intrahepatic cholangio-
carcinoma following previous curative-intent surgical resection. Ann Surg Oncol.
2016;23:235–43.

4. Schumacher TN, Schreiber RD. Neoantigens in cancer immunotherapy. Science.
2015;348:69–74.

5. Blankenstein T, Coulie PG, Gilboa E, Jaffee EM. The determinants of tumour
immunogenicity. Nat Rev Cancer. 2012;12:307–13.

6. Le DT, Durham JN, Smith KN, Wang H, Bartlett BR, Aulakh LK, et al. Mismatch
repair deficiency predicts response of solid tumors to PD-1 blockade. Science.
2017;357:409–13.

7. Mlecnik B, Bindea G, Angell HK, Maby P, Angelova M, Tougeron D, et al. Inte-
grative Analyses of colorectal cancer show immunoscore is a stronger predictor
of patient survival than microsatellite instability. Immunity. 2016;44:698–711.

8. Zou S, Li J, Zhou H, Frech C, Jiang X, Chu JS, et al. Mutational landscape of
intrahepatic cholangiocarcinoma. Nat Commun. 2014;5:5696.

9. Asahi Y, Hatanaka KC, Hatanaka Y, Kamiyama T, Orimo T, Shimada S, et al. Prognostic
impact of CD8+ T cell distribution and its association with the HLA class I expression
in intrahepatic cholangiocarcinoma. Surg Today. 2020;50:931–40.

10. Yugawa K, Itoh S, Yoshizumi T, Iseda N, Tomiyama T, Toshima T, et al. Prognostic
impact of tumor microvessels in intrahepatic cholangiocarcinoma: association
with tumor-infiltrating lymphocytes. Mod Pathol. 2021;34:798–807.

11. Jing CY, Fu YP, Huang JL, Zhang MX, Yi Y, Gan W, et al. Prognostic nomogram
based on histological characteristics of fibrotic tumor stroma in patients who
underwent curative resection for intrahepatic cholangiocarcinoma. Oncologist.
2018;23:1482–93.

12. Jing CY, Fu YP, Yi Y, Zhang MX, Zheng SS, Huang JL, et al. HHLA2 in intrahepatic
cholangiocarcinoma: an immune checkpoint with prognostic significance and
wider expression compared with PD-L1. J Immunother Cancer. 2019;7:77.

13. Jusakul A, Cutcutache I, Yong CH, Lim JQ, Huang MN, Padmanabhan N, et al.
Whole-Genome and epigenomic landscapes of etiologically distinct subtypes of
cholangiocarcinoma. Cancer Discov. 2017;7:1116–35.

14. Newman AM, Liu CL, Green MR, Gentles AJ, Feng W, Xu Y, et al. Robust enumeration
of cell subsets from tissue expression profiles. Nat Methods. 2015;12:453–7.

15. Newman AM, Steen CB, Liu CL, Gentles AJ, Chaudhuri AA, Scherer F, et al.
Determining cell type abundance and expression from bulk tissues with digital
cytometry. Nat Biotechnol. 2019;37:773–82.

a

c d

Primary
lesion

LN
metastasis

The number of LN metastasis

F
C

R
 in

 T
F

LN

15 p = 0.001, �=0.571 

b

0 15

4 p = 0.01, �=0.478 

FCR in TFLN

F
C

R
 in

 p
rim

ar
y 

le
si

on

0.5 1.0 1.5

0.0

0.2

0.4

0.6

0 1 2 3 4 5
0.0

0.5

1.0

1.5

2.0

2.0

0

1

2

3

4

5

0.0

0.5

1.0

1.5

2.0

2.5

F
C

R
 in

  F
LN

Without LN
metastasis

With LN
metastasis

*** **

Fig. 4 FoxP3+/CD8+ TIL ratio of primary lesions and lymph nodes. a Dot plot showing that the FoxP3+/CD8+ TIL ratio (FCR) is higher in
metastatic lymph nodes than in primary lesions. ***P < 0.001. b Dot plot showing that the FCR in TFLN is higher in patients with ICC and
lymph node metastasis than in those without lymph node metastasis. One FCR value in patients with ICC and lymph node metastasis was not
shown in this figure because of outlier. TFLN tumour-free lymph node, **P < 0.01. c Dot plot showing the relatively strong correlation between
the FCR in TFLN and that in the primary lesions (P= 0.01, rho= 0.478, Spearman’s rank correlation coefficient). d Dot plot showing the
relatively strong correlation between the FCR in TFLN and the number of metastatic lymph nodes (P= 0.001, rho= 0.571, Spearman’s rank
correlation coefficient).

D. Konishi et al.

764

British Journal of Cancer (2022) 127:757 – 765



16. Charoentong P, Finotello F, Angelova M, Mayer C, Efremova M, Rieder D, et al. Pan-
cancer immunogenomic analyses reveal genotype-immunophenotype relationships
and predictors of response to checkpoint blockade. Cell Rep. 2017;18:248–62.

17. Nathan H, Pawlik TM. Staging of intrahepatic cholangiocarcinoma. Curr Opin
Gastroenterol. 2010;26:269–73.

18. Salgado R, Denkert C, Demaria S, Sirtaine N, Klauschen F, Pruneri G, et al. The
evaluation of tumor-infiltrating lymphocytes (TILs) in breast cancer: recommenda-
tions by an International TILs Working Group 2014. Ann Oncol. 2015;26:259–71.

19. Camp RL, Dolled-Filhart M, Rimm DL. X-tile: a new bio-informatics tool for bio-
marker assessment and outcome-based cut-point optimization. Clin Cancer Res.
2004;10:7252–9.

20. Remmele W, Stegner HE. Recommendation for uniform definition of an immu-
noreactive score (IRS) for immunohistochemical estrogen receptor detection (ER-
ICA) in breast cancer tissue. Pathologe. 1987;8:138–40.

21. Kanda Y. Investigation of the freely available easy-to-use software ‘EZR’ for
medical statistics. Bone Marrow Transpl. 2013;48:452–8.

22. Prueksapanich P, Piyachaturawat P, Aumpansub P, Ridtitid W, Chaiteerakij R,
Rerknimitr R. Liver fluke-associated biliary tract cancer. Gut Liver. 2018;12:236–45.

23. Asano Y, Kashiwagi S, Goto W, Takada K, Takahashi K, Hatano T, et al. Prediction
of treatment response to neoadjuvant chemotherapy in breast cancer by subtype
using tumor-infiltrating lymphocytes. Anticancer Res. 2018;38:2311–21.

24. Gorman JV, Colgan JD. Regulation of T cell responses by the receptor molecule
Tim-3. Immunol Res. 2014;59:56–65.

25. Gavin MA, Rasmussen JP, Fontenot JD, Vasta V, Manganiello VC, Beavo JA, et al.
Foxp3-dependent programme of regulatory T-cell differentiation. Nature.
2007;445:771–5.

26. Zhang M, Yang H, Wan L, Wang Z, Wang H, Ge C, et al. Single-cell transcriptomic
architecture and intercellular crosstalk of human intrahepatic cholangiocarci-
noma. J Hepatol. 2020;73:1118–30.

27. Scott EN, Gocher AM, Workman CJ, Vignali DAA. Regulatory T cells: barriers of
immune infiltration into the tumor microenvironment. Front Immunol.
2021;12:702726.

28. Kim H, Kwon HJ, Han YB, Park SY, Kim ES, Kim SH, et al. Increased CD3+ T cells
with a low FOXP3+/CD8+ T cell ratio can predict anti-PD-1 therapeutic response
in non-small cell lung cancer patients. Mod Pathol. 2019;32:367–75.

29. Sideras K, Galjart B, Vasaturo A, Pedroza-Gonzalez A, Biermann K, Mancham S, et al.
Prognostic value of intra-tumoral CD8(+) /FoxP3(+) lymphocyte ratio in patients
with resected colorectal cancer liver metastasis. J Surg Oncol. 2018;118:68–76.

30. Peng GL, Li L, Guo YW, Yu P, Yin XJ, Wang S, et al. CD8(+) cytotoxic and FoxP3(+)
regulatory T lymphocytes serve as prognostic factors in breast cancer. Am J
Transl Res. 2019;11:5039–53.

31. Miyashita M, Sasano H, Tamaki K, Chan M, Hirakawa H, Suzuki A, et al. Tumor-
infiltrating CD8+ and FOXP3+ lymphocytes in triple-negative breast cancer: its
correlation with pathological complete response to neoadjuvant chemotherapy.
Breast Cancer Res Treat. 2014;148:525–34.

32. Ogiya R, Niikura N, Kumaki N, Bianchini G, Kitano S, Iwamoto T, et al. Comparison
of tumor-infiltrating lymphocytes between primary and metastatic tumors in
breast cancer patients. Cancer Sci. 2016;107:1730–5.

33. Takada K, Kashiwagi S, Goto W, Asano Y, Takahashi K, Hatano T, et al. Significance
of re-biopsy for recurrent breast cancer in the immune tumour microenviron-
ment. Br J Cancer. 2018;119:572–9.

34. Zhou X, Zhao S, He Y, Geng S, Shi Y, Wang B. Precise spatiotemporal interruption
of regulatory T-cell-mediated CD8(+) T-cell suppression leads to tumor immunity.
Cancer Res. 2019;79:585–97.

35. Schneider T, Kimpfler S, Warth A, Schnabel PA, Dienemann H, Schadendorf D, et al.
Foxp3(+) regulatory T cells and natural killer cells distinctly infiltrate primary tumors
and draining lymph nodes in pulmonary adenocarcinoma. J Thorac Oncol.
2011;6:432–8.

36. Krausz LT, Fischer-Fodor E, Major ZZ, Fetica B. GITR-expressing regulatory T-cell
subsets are increased in tumor-positive lymph nodes from advanced breast
cancer patients as compared to tumor-negative lymph nodes. Int J Immuno-
pathol Pharmacol. 2012;25:59–66.

37. Heeren AM, de Boer E, Bleeker MC, Musters RJ, Buist MR, Kenter GG, et al. Nodal
metastasis in cervical cancer occurs in clearly delineated fields of immune sup-
pression in the pelvic lymph catchment area. Oncotarget. 2015;6:32484–93.

38. Battaglia A, Buzzonetti A, Baranello C, Ferrandina G, Martinelli E, Fanfani F, et al.
Metastatic tumour cells favour the generation of a tolerogenic milieu in tumour
draining lymph node in patients with early cervical cancer. Cancer Immunol
Immunother. 2009;58:1363–73.

39. de Jong MC, Nathan H, Sotiropoulos GC, Paul A, Alexandrescu S, Marques H,
et al. Intrahepatic cholangiocarcinoma: an international multi-institutional ana-
lysis of prognostic factors and lymph node assessment. J Clin Oncol.
2011;29:3140–5.

40. Bridgewater J, Galle PR, Khan SA, Llovet JM, Park JW, Patel T, et al. Guidelines for the
diagnosis and management of intrahepatic cholangiocarcinoma. J Hepatol.
2014;60:1268–89.

41. Saleh R, Elkord E. FoxP3(+) T regulatory cells in cancer: prognostic biomarkers
and therapeutic targets. Cancer Lett. 2020;490:174–85.

ACKNOWLEDGEMENTS
We would like to acknowledge the valuable samples prepared and technical
assistance by Ms. Tae Yamanishi. We also acknowledge Dr. Takeshi Nagasaka and
Enago (www.enago.jp) for English language editing.

AUTHOR CONTRIBUTIONS
Study concept and design: DK, K. Yoshida, YU, TY and T. Fujiwara; provision of
samples: DK, K. Yoshida, YU, TY, TT and HY; acquisition of data: DK, K. Yoshida, ST,
K. Yasui and T. Fuji; analysis and interpretation of data: DK, K. Yoshida, YU, KS, SY, RY,
H. Kishimoto, HM and FT; statistical analysis: DK, K. Yoshida, KS, SY, HT and AG;
drafting of the manuscript and editing: DK, K. Yoshida, YU, KS, KM, H. Kato, AG and
T. Fujiwara.

FUNDING INFORMATION
The present work was supported by Japan Society for the Promotion of Science
(JSPS) KAKENHI 19K18121 to KY and JSPS KAKENHI 19K09217 to YU.

COMPETING INTERESTS
The authors declare no competing interests.

ETHICAL APPROVAL AND CONSENT TO PARTICIPATE
All procedures were performed in accordance with the ethical standards of the
institutional and/or national research committee and with the 1964 Declaration of
Helsinki and its later amendments or comparable ethical standards.

CONSENT FOR PUBLICATION
The opt-out method was used to obtain consent from all patients in the study.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41416-022-01838-y.

Correspondence and requests for materials should be addressed to Kazuhiro
Yoshida.

Reprints and permission information is available at http://www.nature.com/
reprints

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2022

D. Konishi et al.

765

British Journal of Cancer (2022) 127:757 – 765

http://www.enago.jp
https://doi.org/10.1038/s41416-022-01838-y
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Regulatory T�cells induce a suppressive immune milieu and�promote lymph node metastasis in intrahepatic cholangiocarcinoma
	Background
	Materials and methods
	Samples and study design
	Sequential double-staining immunohistochemistry and single staining immunohistochemistry
	Statistical analysis

	Results
	Identification of immune components associated with highly immunogenic ICC
	CD8+/FoxP3+ TILs and TIM-3 and HLA- A protein expression in the local immune milieu of highly immunogenic ICCs
	Role of the FoxP3+/CD8+ ratio in the OS of ICC
	Suppressed immune milieu in ICC is associated with that of tumour-draining lymph nodes

	Discussion
	References
	Acknowledgements
	Author contributions
	Funding information
	Competing interests
	Ethical approval and consent to participate
	Consent for publication
	ADDITIONAL INFORMATION




