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Simple Summary: Triple Negative Breast Cancer (TNBC) comprises approximately 15–20% of all
breast cancer (BC) cases, is often diagnosed at an advanced stage, and is generally associated with
an adverse clinical outcome. This systematic review explores differences in the tumor immune
microenvironment (TIME) across various molecular subtypes of TNBC. Six studies meeting our
inclusion criteria were analyzed, revealing diverse TIMEs with distinct compositions among TNBC
molecular subtypes. The IM subtype shows robust immune infiltration, while LAR and MSL subtypes
display more immunosuppressive milieu. The spatial distribution of immune cells and immune
checkpoint expression varies across TNBC molecular subtypes. TIME heterogeneity reflects genomic
diversity, along with differential signaling pathways and metabolic activation. Understanding TIME
variability offers strategic opportunities for personalized therapeutic interventions in TNBC.

Abstract: Triple Negative Breast Cancer (TNBC) is characterized by distinct molecular subtypes with
unique biological and clinical features. This systematic review aimed to identify articles examining
the differences in the tumor immune microenvironment (TIME) across different TNBC molecular
subtypes. Six studies meeting inclusion criteria were analyzed, utilizing gene expression profiling
and bioinformatic analyses to classify TNBC samples into molecular subtypes, as well as immunohis-
tochemistry and cell deconvolution methods to characterize the TIME. Results revealed significant
heterogeneity in immune cell composition among TNBC subtypes, with the immunomodulatory
(IM) subtype demonstrating robust immune infiltration, composed mainly of adaptive immune cells
along with an increased density of CTLA-4+ and PD-1+ TILs, high PD-L1 tumor cell expression, and
upregulation of FOXP3+ Tregs. A more immunosuppressive TIME with a predominance of innate
immune cells and lower levels of tumor-infiltrating lymphocytes (TILs) was observed in luminal
androgen receptor (LAR) tumors. In mesenchymal stem-like (MSL) tumors, the TIME was mainly
composed of innate immune cells, with a high number of M2 tumor-associated macrophages (TAMs),
while the BL and M tumors displayed poor adaptive and innate immune responses, indicating an
“immune-cold” phenotype. Differential activation of signaling pathways, genomic diversity, and
metabolic reprogramming were identified as contributors to TIME heterogeneity. Understanding this
interplay is crucial for tailoring therapeutic strategies, especially regarding immunotherapy.

Keywords: triple negative breast cancer; TNBC; tumor-suppressive microenvironment; tumor-promoting
microenvironment; immune checkpoint inhibitors; targeted therapy
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1. Introduction

Triple Negative Breast Cancer (TNBC) constitutes around 15–20% of all breast cancer
(BC) cases, typically presents at an advanced stage, and is associated with a relatively poor
prognosis [1–3]. TNBC is considered a diverse group of neoplasms comprising multiple
molecular subtypes. Specifically, in 2011, Lehmann et al. proposed six molecular subtypes
of TNBC: two basal-like subtypes (referred to as BL1 and BL2), along with an immunomod-
ulatory (IM), a mesenchymal (M), a mesenchymal stem-like (MSL), and a luminal androgen
receptor (LAR) subtype [4]. Following Lehmann’s classification, numerous studies have
used gene expression profiling to document concordant molecular classifications of TNBC.
Burstein et al. proposed four molecular TNBC subtypes, including a basal-like immune-
activated (BLIA), a basal-like immunosuppressed (BLIS), a mesenchymal (MES), and a LAR
subtype [5]. Liu et al. suggested the Fudan University Shanghai Cancer Center (FUSCC)
classification system, which comprised four molecular TNBC subtypes, including LAR, IM,
a mesenchymal-like (MES), and a basal-like and immune-suppressed (BLIS) subtype [6].

Notably, each molecular subtype of TNBC exhibits distinct biological characteris-
tics [7,8]. The BL1 subtype is marked by the upregulation of genes related to the cell cycle
and DNA damage response, while the BL2 subtype exhibits enrichment in growth factor
signaling, glycolysis, and gluconeogenesis [9]. A hallmark of both the M and MSL subtypes
is the high expression of genes related to motility and epithelial-mesenchymal transition
(EMT). The MSL subtype additionally exhibits diminished expression of proliferation-
related genes, while also being enriched with genes associated with mesenchymal stem
cells [9]. The IM subtype is characterized by the abundant expression of genes asso-
ciated with immune cell processes, including antigen presentation and immune signal
transduction pathways [9]. The LAR subtype preferentially expresses genes involved in
steroid synthesis, porphyrin metabolism, androgen/estrogen metabolism, and Peroxisome
proliferator-activated receptor (PPAR) signaling [6,10]. This diversity translates into a broad
spectrum of clinical outcomes, and responses to treatment. Importantly, evidence suggests
that TNBC molecular subtypes exhibit variations in their response to standard neoadju-
vant chemotherapy, with the BL1 subtype showing the highest probability of achieving a
pathological complete response (pCR) [11]. In addition, both M and MSL subtypes have
exhibited responsiveness to Phosphoinositide 3-kinase (PI3K)/mammalian target of ra-
pamycin (mTOR) inhibitors and abl/src inhibitors [4], whereas LAR tumors might benefit
from androgen receptor (AR) blockade [12]. This highlights the challenge of establishing
consistently effective treatment regimens [13]. Moreover, the reproducibility of their iden-
tification across different transcriptional methodologies underscores the potential value
of incorporating these molecular subtypes into prognostic stratification and personalized
medicine for TNBC [4–6].

At the same time, emerging insights shed light on the distinct nature of the tumor
immune microenvironment (TIME) in TNBC, which is overall characterized by a higher
number of immune cells, particularly tumor-infiltrating lymphocytes (TILs), compared to
other invasive BC subtypes [14–16]. Additionally, research indicates that the TIME signifi-
cantly impacts the development, expansion, and spread of TNBC [17–20]. However, little
is known regarding the heterogeneity of the TIME between different molecular subtypes
of TNBC. Therefore, gaining a deeper understanding of the TNBC TIME is imperative for
accurately predicting outcomes and devising effective treatments. In this systematic review,
we aimed to identify original articles investigating the differences in the composition of the
TIME between various molecular subtypes of TNBC.

2. Material and Methods
2.1. Search Strategy

This systematic review was conducted according to the Preferred Reporting Items
for Systematic Reviews and Meta-Analyses (PRISMA) guidelines [21] based on a protocol
registered in the OSF database (registration number: https://osf.io/h9f6m/, accessed
on 8 May 2024). A search of the PubMed, Scopus, ClinicalTrials.gov, Cochrane library,

https://osf.io/h9f6m/
ClinicalTrials.gov
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and Trip databases was performed from 2011, when TNBC molecular subtyping was first
published [4], to December 2023. The Medical Subject Headings (MeSH) and search terms that
were used are the following: “TNBC” AND “Molecular subtypes” AND “Microenvironment”.

2.2. Study Selection and Data Collection Process

Two authors (AS, TK) independently performed the search, reviewed the search results,
and assessed them for eligibility according to predetermined inclusion and exclusion
criteria. Specifically, eligible studies were considered to be those (i) providing information
for both the molecular subtypes of TNBC and immune microenvironment, (ii) using one
of Lehmann’s, Burstein’s, or Liu’s TNBC molecular subtypes, (iii) written in the English
language, and (iv) published during 2011–2023. On the other hand, the studies that met
one of the following criteria were excluded: (i) narrative reviews, (ii) case reports.

Each author independently reviewed abstracts and compiled a list of studies for full-
text review. A comparison was made between the lists, and any differences were resolved
through consensus. The screening process of the articles is illustrated in detail in Figure 1.
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Figure 1. Flow diagram of the study selection process.

2.3. Primary and Secondary Outcomes

Primary outcomes of this study were the associations of TNBC molecular subtypes
with specific TIME profiles. Secondary outcomes included differences in the spatial distri-
bution of immune cells in the tumor microenvironment, as well as immune checkpoint (IC)
expression across various molecular subtypes of TNBC.

3. Results

In total, 232 publications were retrieved from the PubMed, Scopus, ClinicalTrials.gov,
Cochrane Library, and Trip databases. Twenty-six duplicate articles were removed. After
screening the remaining 206 titles and the abstracts, 56 reviews, 1 case report, and 14 articles
with no access to the full text were excluded. The remaining 135 articles were retrieved and
underwent full-text screening. Subsequently, 72 studies were ruled out as they included no
molecular subtyping at all, 33 studies harbored no TNBC subtyping, and 20 studies used
alternative TNBC classifications (other than those proposed by Lehmann, Burstein, or Liu
et al.). Of the remaining 10 studies, 4 provided no information for the TIME. Finally, six

ClinicalTrials.gov
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studies were selected for this systematic review. These studies were published in a period
from 2020 to 2022 (Table 1).

Table 1. Summary of studies investigating TIME in relation to TNBC molecular subtypes.

Study (Year) TNBC Molecular Subtypes TIME Cellular Evaluation IC Investigation Main Results

Bareche et al. 2020 [22]

Lehmann’s (BL1 and BL2, IM,
LAR, M, MSL)

Jiang’s-FUSCC (BLIS, IM,
LAR, MES)

Burstein’s (BLIS, BLIA,
LAR, MES)

aDCs, iDCs, B cells, NK cells,
CD4+ helper (Th1 and Th2),
CD8+ T cells, Tcm, Tem, Tfh,

γδ T cells, and Tregs,
neutrophils, eosinophils, mast

cells, macrophages

no

IM subtype: enriched with adaptive
immune cells.

MSL subtype: enriched with innate
immune cells.

LAR subtype: enriched with innate
immune cells (to a lesser extent

than MSL).
BL and M subtype: poor adaptive

and innate immune responses.

Kim et al. 2020 [23] MSL, LAR, IM, SL

DCs, B cells, NK cells, CD4+ T
cells, Tregs, CD8+ T cells, γδ

T cells, plasma cells,
neutrophils, eosinophils, mast

cells, macrophages

PD-L1, CTLA-4
expression

IM subtype: strongly
immune-infiltrated, particularly

adaptive immune cells and activated
NK cells.

MSL subtype: high incidence of
M2 macrophages.

PD-L1, and CTLA4 significantly
enhanced in the IM subtype tumors.

Zhang et al. 2020 [24] BL1, BL2, IM, M, MSL,
and LAR

DCs, Th1 cells, Th2 cells,
Tregs, neutrophils,

macrophages

PD-L1, PD-1, CTLA-4
gene expression

Identification of 8 immune-related
hub-genes as prognostic indicators,

characterized “immune-hot” status in
the TNBC IM subtype.

PD-L1, PD-1, and CTLA-4 genes more
enriched in the IM subtype.

Rodríguez-Bautista et al.
2021 [25] IM vs. non-IM CD4+ T cells, CD8+ T cells,

Tregs
PD-1, PD-L1, CTLA-4

IHC

IM subtype: enriched with CD8+
TILs and FOXP3+ T-cells.

PD-1+ TILs, CTLA-4+ TILs, and
PD-L1+ tumor cells increased in the

IM subtype.

Thompson et al.
2022 [26] LAR vs. non-LAR

B cells, NK cells, T cells, CD4+
T cells, CD8+ T cells,

plasma cells
no

LAR subtype: lower levels of TILs,
increased CD4+ and CD8+ cells, and
decreased cycling and regulatory T

cells, compared to non-LAR.
Non-LAR responders to NAC:

increased NK cells, Th cells, cycling
T-cells, plasma cells, compared to the

non-LAR non-responders.

Suntiparpluacha et al. 2023
[27]

Four subgroups, three of
which corresponded to

Lehmann’s LAR, BL2, and
M subtypes

B cells, CD8+ T cells,
neutrophils, MDSCs

PD-L1, PD-1
gene expression

Group 1 (corresponding to LAR
subtype): lower amount of CD8+ T

cells, MDSCs, B cells, and neutrophils.
Group 2 (corresponding to BL2

subtype): enriched with CD8+ T cells
and high PD-L1 and PD-1

gen expression.
Group 3 (corresponding to M

subtype): increased neutrophils.

Abbreviations TIME: tumor immune microenvironment; TNBC: triple negative breast cancer; IHC: immuno-
histochemistry; IC: immune checkpoint; FUSCC: Fudan University Shanghai Cancer Center; BL: basal-like; IM:
immunomodulatory; LAR: luminal androgen receptor; M: mesenchymal; MSL: mesenchymal stem-like; BLIS:
basal-like immune-suppressed; BLIA: basal-like immune activated; SL: stem-like; aDCs: activated dendritic
cells; iDCs: inactivated dendritic cells; NK: natural killer; Th: T helper cells; Tregs: T regulatory cells; Tfh:
follicular helper T cells; γδ: gamma delta T cells, PD-1: programmed cell death; PD-L1: programmed cell death
ligand; CTLA-4: cytotoxic T-lymphocyte associated protein 4; MDSCs: myeloid-derived suppressor cells; NAC:
neoadjuvant chemotherapy.

3.1. Methodology Used for TNBC and TIME Subtyping

The six selected studies included a total of 3758 TNBC samples. Two of the six stud-
ies [25,27] corresponded to original molecular investigation, whereas the other
four [22–24,26] utilized data from databases. In either case, gene expression profiling
analysis had been conducted utilizing microarray, RNA-sequencing, or whole-exome se-
quencing data. Bioinformatic analysis was subsequently performed to classify the cases
into molecular subtypes.

Specifically, Bareche et al. [22] categorized a portion of the samples according to
Lehmann’s molecular classification, encompassing BL1 and BL2, IM, LAR, M, and MSL
subtypes, another subset of the samples based on Jiang’s molecular classification [28],
which corresponded to the FUSCC classification system, including BLIS, IM, LAR, and MES
subtypes, and a third portion of the samples according to Burstein’s molecular classification,
encompassing BLIS, BLIA, LAR, and MES subtypes. In Kim et al.’ study [23], the molecular
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subtypes assigned encompassed stem-like (SL), MSL, LAR, and IM TNBCs. Both Rodríguez-
Bautista and Zhang et al. [24,25] contrasted the IM subtype with non-IM TNBC, including
BL1, BL2, M, MSL, LAR, and unspecified (UNS) subtypes. Thompson et al. [26] developed
a LAR-gene signature and contrasted the LAR from non-LAR TNBC subtypes. Finally,
Suntiparpluacha et al. [27] categorized the samples into four subgroups, with three of them
aligning with the LAR, BL2, and M subtypes as defined by Lehmann’s TNBC classification.

For TIME analysis, five of the six studies [22–24,26,27] employed various cell decon-
volution methodologies, such as CIBERSORT and Tumor IMmune Estimation Resource
(TIMER) Database Analysis. These approaches leverage established gene expression signa-
tures linked to distinct cell types, enabling the characterization and quantification of the
relative abundance of these cells within the sampled tissues. In contrast, Rodríguez-Bautista
et al. [25] utilized immunohistochemistry (IHC) to delineate the composition of immune
cells within the microenvironment. Overall, the immune cells investigated included B-cells,
Natural killer (NK) cells, T-cells [Central memory (Tcm), Effector memory (Tem), Follicular
helper (Tfh), CD4+ Helper (Th1 and Th2), CD8+, gamma delta (γδ), and regulatory T-cells
(Tregs)], plasma cells, activated and inactivated dendritic cells (aDCs and iDCs, respec-
tively), neutrophils, eosinophils, mast cells, M1 and M2 tumor-associated macrophages
(TAMs), and myeloid-derived suppressor cells (MDSCs).

In addition, four studies [23–25,27] examined differences in IC expression across vari-
ous molecular subtypes of TNBC. Among these, Rodríguez-Bautista et al. [25] utilized IHC
for PD-L1, and CTLA-4, while Kim et al. [23], Zhang et al. [24], and Suntiparpluacha et al. [27]
relied on gene expression analysis data for PD-L1, PD-1, and/or CTLA-4 immune checkpoints.

3.2. Associations of TNBC Molecular Subtypes with Specific TIME Profiles

Three out of the six studies [22,23,25] concluded that the IM subtype exhibited an
immune-rich microenvironment characterized mainly by an increased number of adap-
tive immune cells, such as CD8+, CD4+ T-cells, and B-cells, as well as γδ T-cells, NK
cells [22,23,25], and FOXP3+ cells [25]. In addition, the “immune-hot” status in the IM
subtype was affirmed by the upregulation of eight immune-related hub genes, including
BIRC3, BTN3A1, CSF2RB, GIMAP7, GZMB, HCLS1, LCP2, and SELL [24].

On the other hand, LAR tumors exhibited a more immunosuppressive microenviron-
ment represented predominantly by innate immune cells, such as mast cells, and iDCs [22],
lower levels of TILs with comparatively increased numbers of CD4+ and CD8+ T-cells,
and reduced Tregs and cycling T-cells [26]. Activation of MDSCs, as well as diminished
priming and activation of immune cells and IFN-γ signaling, were also observed among
LAR samples [26].

The immune contexture in the MSL subtype presented mainly cells of innate immunity,
including neutrophils, eosinophils, mast cells, iDCs, and NK cells [22], along with a high
number of M2 TAMs [23].

Both BL and M subtypes demonstrated poor adaptive and innate immune responses,
suggesting an “immune-cold” phenotype [22]. In contrast, Suntiparpluacha et al. men-
tioned high CD8+ T-cells in BL2 and M subtypes [27]. It is emphasized that they utilized
an indirect methodology for TNBC categorization in Lehmann’s subtypes, possibly ex-
plaining the inconsistent results. However, they also implied an immunosuppressive
microenvironment of LAR, M, and BL2 TNBCs.

3.3. Spatial Distribution of Immune Cells and IC Expression

As regards the spatial distribution of immune cells in the tumor microenvironment,
there were differences between TNBC subtypes. The IM subtype displayed a fully inflamed
(FI) pattern, indicative of “immune-hot” TIME, whereas immune cells in the MSL and LAR
subtypes exhibited a margin-restricted (MR) spatial distribution pattern. A predominantly
stroma-restricted (SR) pattern was observed in the BL subtype [22]. Finally, regarding the
IC expression, the IM subtype exhibited an increased density of CTLA-4+ and PD-1+ TILs
and an enrichment of PD-L1, PD-1, and CTLA-4 genes, along with high PD-L1 expression
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by tumor cells [22,23]. In contrast, Suntiparpluacha et al. described an elevated expression
of PD-1 and PD-L1 in the BL2 subgroup [27].

3.4. Differences in Signaling Pathways, Metabolic Activity and Genomic and
Transcriptomic Diversity

Interestingly, IM and LAR tumors were observed to exhibit an upregulation in the
interferon-alpha (IFNα), interferon-gamma (IFNγ), IL6–JAK–STAT3, and IL2–STAT5 sig-
naling pathways [23], while an enrichment of the Wnt/β-catenin pathway was reported
among IM tumors [25]. Several long non-coding RNAs (lncRNAs), including LINC00173,
LINC00854, LINC00869, LINC00426, LINC00861, LINC01550, and LINC00312, were also
differentially expressed in IM vs. non-IM tumors [25]. Furthermore, BL and M tumors were
found to exhibit high chromosomal instability (CIN) and copy number loss in the 5q and
15q chromosomal regions, encompassing major histocompatibility complex (MHC)-related
genes [22]. Concurrently, Kim et al., and Bareche et al., highlighted an upregulation in
glycolysis, and lipid metabolism, respectively, among LAR tumors [22,23]. Nevertheless, it
is worth noting that in the study conducted by Thompson et al., LAR tumors displayed a
downregulation of glycolysis [26].

4. Discussion

The systematic review presented herein sheds light on the intricate relationship be-
tween TNBC and its TIME, focusing on the variability across different molecular subtypes.
Overall, our results show significant heterogeneity in the immune cell composition char-
acterizing each TNBC molecular subtype. Specifically, the IM subtype exhibited a robust
immune infiltration, along with a FI spatial distribution pattern, an increased density
of CTLA-4+ and PD-1+ TILs, and high PD-L1 expression by tumor cells, indicative of
“immune-hot” tumors. MSL and LAR subtypes showed a more immunosuppressive mi-
lieu, whereas BL and M could be considered as “immune cold” tumors demonstrating
a protumorigenic TIME with poor adaptive and innate immune responses, along with a
predominantly SR and MR pattern, respectively.

Of note, IM showed elevated levels of TILs including increased FOXP3+ Tregs com-
pared to non-IM tumors. Traditionally, Tregs have been associated with unfavorable clinical
outcomes in invasive BC, potentially due to the immunosuppressive microenvironment
fostered by transforming growth factor (TGF-β) and interleukin (IL)-2 stimuli [29,30]. How-
ever, more recent research has shown contradictory results in various types of tumors,
including TNBC [31,32], possibly due to their abundance in robust immune responses. In
this context, Tregs may act as a favorable prognosticator in the IM subtype, particularly
when accompanied by increased CD8+ T-cells and CD20+ B-cells [32].

Various factors could potentially contribute to the TIME heterogeneity between dif-
ferent TNBC molecular subtypes, including differential activation of signaling pathways,
genomic and transcriptomic diversity, as well as differences in metabolic reprogramming.
For example, the upregulation of interferon-alpha (IFNα), interferon-gamma (IFNγ), IL6–
JAK–STAT3, and IL2–STAT5 signaling pathways in IM and LAR tumors could contribute to
enhanced immune cell infiltration [23]. Interestingly, though, the Wnt/β-catenin pathway,
which was also enriched among IM tumors [11], has been found to interfere with tumor
T-cell infiltration [33,34]. Additionally, some of the lncRNAs associated with IM tumors [25]
have been implicated in immune response modulation, either by facilitating CD8+ TILs’
infiltration or by regulating the expression of PD-1 and CTLA-4 [35–37]. Furthermore,
the high CIN, along with the copy number loss in the 5q and 15q chromosomal regions
encompassing MHC-related genes, in BL and M tumors [22] may contribute to diminished
cytotoxic activity, as well as reduced tumor antigenicity, potentially facilitating immune
evasion [38]. Differences in metabolic activity may also play a role in the diversity of
the TIME across various molecular subtypes. Specifically, the metabolic reprogramming
observed in LAR tumors, with the upregulation in glycolysis and lipid metabolism [22,23],
aligns with recent research showing that the accumulation of lactic acid and other lipid-
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derived metabolites inhibits the function of various pro-inflammatory immune cells, such
as cytotoxic T-cells, while also promoting the expansion of immunosuppressive cell pop-
ulations like MDSCs and M2 TAMs [39,40]. Nonetheless, the contrasting findings in the
study by Thompson et al., which reported a downregulation of glycolysis in LAR tumors,
emphasize the complexity of metabolic reprogramming in TNBC and suggest that further
investigation is necessary to fully understand these dynamics [26].

Furthermore, it is crucial to highlight recent evidence indicating that TNBC TIME
may vary among different populations, including those with African ancestry, where
TNBC is more prevalent and associated with a higher mortality rate [41,42]. In a study
by Martini et al., where RNA sequencing was conducted on a cohort comprising African
Americans (AA) and West and East Africans with TNBC, a significantly higher number of
intratumoral CD8+ memory T cells and Tregs, along with significantly elevated levels of
stromal plasma cells, CD4+ and CD8+ memory T cells, and Tregs, was noted among AA
individuals. Importantly, racial differences in gene expression were linked with distinct
immune response signatures, implicating TIME variability as a potential contributor to
clinical outcome disparities [41].

In recent years, it has been evident that the literature demonstrates a growing interest
in the interactions between neoplastic cells and the microenvironment, with a recognition
of tumors as complex ecosystems. Tumor immune contexture proved to be of clinical rele-
vance [43,44], and the terms “hot” and “cold” tumors are widely used [22,44] with potential
therapeutic implications. Cancer treatment can be optimized by taking into account both
the characteristics of the neoplastic cells and TIME. Along this line of reasoning, the IM and
BLIA TNBC subtypes have an “immune-hot” microenvironment and demonstrate high
expression of immune-related genes, suggesting a potential for favorable response to IC
blockade therapy, including agents targeting PD-1, PD-L1, and CTLA-4 [22,44–47]. Several
clinical trials have investigated responses to IC blockade therapy in relation to various
TNBC subtypes in a retrospective manner. The BLIA and LAR subtypes have been shown
to benefit the most from atezolizumab in the phase I PCD4989 g trial, which included a
metastatic TNBC (mTNBC) cohort treated with atezolizumab monotherapy. These subtypes
were distinguished from M and BLIS tumors by higher levels of immune biomarkers (TILs,
PD-L1, and IHC CD8 expression) [48]. Notably, Xiao et al. conducted a thorough multi-
omics analysis of TNBC, with a primary focus on the delineation of three distinct TIME
clusters, in an effort to personalize immunotherapy for TNBC patients, and then they iden-
tified the predominant molecular subtype in each TIME cluster. Specifically, they proposed
TNBC classification into an “immune-desert” cluster, primarily constituted by BLIS subtype
tumors with limited immune cell infiltration, an “innate immune-inactivated” cluster, pre-
dominantly composed of tumors with MSL features showcasing quiescent innate immune
cells, and an “immune-inflamed” cluster, primarily featuring IM subtype tumors marked
by prominent adaptive and innate immune cell infiltration, along with high IC expression.
Their findings also suggested that individuals within the ‘immune-inflamed’ cluster may
derive greater benefit from IC blockade therapies [49]. In addition, FUSCC has recently
launched the Fudan University Shanghai Cancer Center TNBC Umbrella (FUTURE) trial for
precision treatment of refractory mTNBC. In this prospective phase II umbrella clinical trial,
based on the combination of FUSCC genomic sequencing and surrogate IHC-based sub-
typing, sustained effectiveness of anti-PD-1 blockade treatment along with nab-paclitaxel
was observed among patients with IM tumors, taking into consideration PD-L1 and CD8
positivity (CD8-positive T-cells > 20%) [50,51]. This was further demonstrated in the phase
II FUTURE-C-PLUS clinical trial [52], while a subsequent randomized controlled phase
III FUTURE-SUPER trial (NCT05134194) is ongoing to validate these findings. In another
trial, LAR and M tumors were linked to a considerably reduced pCR rate compared to BL1
tumors, regardless of the amounts of stromal TILs and PD-L1 expression [53]. This aligns
with previous findings indicating that PD-L1 status is not entirely reliable as a biomarker
for predicting response to immunotherapy [54,55]. Moreover, the impact of heterogeneity
in the spatial distribution of immune cells in the TIME on therapeutic response is also
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gaining attention in clinical trials evaluating IC blockade treatment in TNBC. Specifically,
in the IMpassion130 trial, FI tumors treated with atezolizumab demonstrated significantly
extended overall survival (OS) [48].

Delving further, there are prospective avenues yet to be explored, suggesting potential
interventions based on the observed TIME heterogeneity across different molecular sub-
types of TNBC. In the case of LAR tumors, MDSC-targeted therapies could be of potential
value, including inhibition of MDSC function or recruitment into the TIME, inducing their
differentiation or mediating their depletion [56,57]. In patients with the MSL subtype,
featuring a high number of M2 TAMs, inhibition of the chemokine (C-C motif) ligand 2
(CCL2)/circulating chemokine-receptor-type 2 (CCR2) axis could decrease the recruitment
of bone marrow mononuclear cells, subsequently reducing macrophage infiltration in the
breast [58,59]. At the same time, activation of the Nuclear factor-κB (NF-κB) pathway
could promote the polarization of TAMs to the M1 type, thus impeding the progression of
TNBC [60]. Furthermore, by incorporating the aforementioned factors responsible for TIME
heterogeneity across TNBC molecular subtypes into clinical practice, we may overcome
therapeutic hurdles. A potential resistance to immunotherapy in patients with IM tumors
could be addressed by targeting the Wnt/β-catenin pathway [34]. In patients with LAR
tumors, targeting metabolic pathways, such as glycolysis or fatty acid metabolism, could
also enhance immunotherapy response [61–64]. In patients with the “immune-cold” M or
BL subtypes, targeting immunosuppressive or even immune escape mechanisms could be
promising therapeutic options. For instance, potential treatment strategies could include
demethylating agents or oncolytic viruses to induce MHC recovery, as well as employing
NK cell therapy potentiated by the lack of MHC-I on tumor cells [65,66]. Of note, recent
findings reveal that apart from TIME modifications [67,68], TNBC molecular subtypes
can change, as well, in a post-treatment manner or over time. For instance, the Lehmann
et al. categorization shows that the most common alteration following the neoadjuvant
treatment was from BL1 to M subtype [69], with prognostic and therapeutic implications.
Thus, in the current era of immunotherapy, integrating insights into molecular pathways
offers a strategic approach to optimize therapeutic interventions and improve outcomes for
TNBC patients.

Strengths and Limitations

Strengths of this systematic review include the comprehensive search strategy adher-
ing to PRISMA guidelines, which ensured a rigorous selection process of relevant studies.
By focusing on original articles published from 2011, when TNBC molecular subtyping
was first introduced [4], we captured the evolving landscape of research in this field over
the past decade. Moreover, the inclusion of studies utilizing diverse methodologies for
TNBC molecular subtyping and TIME characterization allowed for a more comprehensive
analysis of the topic.

The main limitation of the present systematic review is the limited number of studies
meeting our inclusion criteria. This may impact the robustness of our findings but also
emphasizes the need for further investigation. In addition, due to the limited number
of studies included in our analysis, a formal assessment of publication bias was not fea-
sible. Finally, a further limitation is the lack of information on the ethnic origin of the
patients in the eligible studies, indicating a critical gap in the existing landscape of TNBC
TIME research.

5. Conclusions

In conclusion, this systematic review highlights the heterogeneity within TNBC and its
complex interplay with TIME. TNBC can be categorized into molecular subtypes that are
reproducible albeit different transcriptional methodologies. Each of the TNBC molecular
subtypes is characterized by distinct biological features and TIME composition. From
“immune-hot” tumors with robust immune infiltration to “immune-cold” tumors with
poor immune responses, the variability reflects differential signaling pathway activation,



Cancers 2024, 16, 2094 9 of 12

genomic profiles, and metabolic activities across subtypes. Understanding these mecha-
nisms is crucial for tailoring therapeutic strategies, particularly in regard to immunother-
apy. Targeting specific pathways responsible for TIME heterogeneity between different
TNBC subtypes presents opportunities to optimize treatment and overcome resistance to
immunotherapy. Further research into the molecular and immune landscape of TNBC
subtypes is warranted to advance personalized therapeutic interventions and improve
patient outcomes, possibly taking into consideration the TIME variability of TNBC across
diverse populations.
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11. Lehmann, B.D.; Jovanović, B.; Chen, X.; Estrada, M.V.; Johnson, K.N.; Shyr, Y.; Moses, H.L.; Sanders, M.E.; Pietenpol, J.A.
Refinement of Triple-Negative Breast Cancer Molecular Subtypes: Implications for Neoadjuvant Chemotherapy Selection. PLoS
ONE 2016, 11, e0157368. [CrossRef] [PubMed]

12. Anestis, A.; Zoi, I.; Papavassiliou, A.G.; Karamouzis, M.V. Androgen Receptor in Breast Cancer-Clinical and Preclinical Research
Insights. Molecules 2020, 25, 358. [CrossRef] [PubMed]

13. Zhao, S.; Zuo, W.-J.; Shao, Z.-M.; Jiang, Y.-Z. Molecular Subtypes and Precision Treatment of Triple-Negative Breast Cancer. Ann.
Transl. Med. 2020, 8, 499. [CrossRef] [PubMed]

14. Koletsa, T.; Kotoula, V.; Koliou, G.-A.; Manousou, K.; Chrisafi, S.; Zagouri, F.; Sotiropoulou, M.; Pentheroudakis, G.; Papoudou-Bai,
A.; Christodoulou, C.; et al. Prognostic Impact of Stromal and Intratumoral CD3, CD8 and FOXP3 in Adjuvantly Treated Breast

https://doi.org/10.3389/fmolb.2022.836417
https://www.ncbi.nlm.nih.gov/pubmed/35145999
https://doi.org/10.1634/theoncologist.2016-0067
https://www.ncbi.nlm.nih.gov/pubmed/27401886
https://doi.org/10.3390/cancers14051253
https://www.ncbi.nlm.nih.gov/pubmed/35267561
https://doi.org/10.1172/JCI45014
https://doi.org/10.1158/1078-0432.CCR-14-0432
https://doi.org/10.1186/s13058-016-0690-8
https://www.ncbi.nlm.nih.gov/pubmed/26975198
https://doi.org/10.1007/s13258-020-01014-7
https://www.ncbi.nlm.nih.gov/pubmed/33145728
https://doi.org/10.3390/ijms232314937
https://doi.org/10.1002/path.4280
https://doi.org/10.1093/annonc/mdy024
https://doi.org/10.1371/journal.pone.0157368
https://www.ncbi.nlm.nih.gov/pubmed/27310713
https://doi.org/10.3390/molecules25020358
https://www.ncbi.nlm.nih.gov/pubmed/31952272
https://doi.org/10.21037/atm.2020.03.194
https://www.ncbi.nlm.nih.gov/pubmed/32395543


Cancers 2024, 16, 2094 10 of 12

Cancer: Do They Add Information over Stromal Tumor-Infiltrating Lymphocyte Density? Cancer Immunol. Immunother. 2020,
69, 1549–1564. [CrossRef] [PubMed]

15. Loi, S.; Drubay, D.; Adams, S.; Pruneri, G.; Francis, P.A.; Lacroix-Triki, M.; Joensuu, H.; Dieci, M.V.; Badve, S.; Demaria, S.; et al.
Tumor-Infiltrating Lymphocytes and Prognosis: A Pooled Individual Patient Analysis of Early-Stage Triple-Negative Breast
Cancers. J. Clin. Oncol. 2019, 37, 559–569. [CrossRef]

16. Angelico, G.; Broggi, G.; Tinnirello, G.; Puzzo, L.; Vecchio, G.M.; Salvatorelli, L.; Memeo, L.; Santoro, A.; Farina, J.; Mulé, A.; et al.
Tumor Infiltrating Lymphocytes (TILS) and PD-L1 Expression in Breast Cancer: A Review of Current Evidence and Prognostic
Implications from Pathologist’s Perspective. Cancers 2023, 15, 4479. [CrossRef]

17. Fan, Y.; He, S. The Characteristics of Tumor Microenvironment in Triple Negative Breast Cancer. Cancer Manag. Res. 2022,
14, 1–17. [CrossRef] [PubMed]

18. Loizides, S.; Constantinidou, A. Triple Negative Breast Cancer: Immunogenicity, Tumor Microenvironment, and Immunotherapy.
Front. Genet. 2023, 13, 1095839. [CrossRef]

19. Deepak, K.G.K.; Vempati, R.; Nagaraju, G.P.; Dasari, V.R.; Nagini, S.; Rao, D.N.; Malla, R.R. Tumor Microenvironment: Challenges
and Opportunities in Targeting Metastasis of Triple Negative Breast Cancer. Pharmacol. Res. 2020, 153, 104683. [CrossRef]

20. Keren, L.; Bosse, M.; Marquez, D.; Angoshtari, R.; Jain, S.; Varma, S.; Yang, S.-R.; Kurian, A.; Valen, D.V.; West, R.; et al. A
Structured Tumor-Immune Microenvironment in Triple Negative Breast Cancer Revealed by Multiplexed Ion Beam Imaging. Cell
2018, 174, 1373–1387.e19. [CrossRef]

21. Liberati, A.; Altman, D.G.; Tetzlaff, J.; Mulrow, C.; Gøtzsche, P.C.; Ioannidis, J.P.A.; Clarke, M.; Devereaux, P.J.; Kleijnen, J.;
Moher, D. The PRISMA Statement for Reporting Systematic Reviews and Meta-Analyses of Studies That Evaluate Health Care
Interventions: Explanation and Elaboration. J. Clin. Epidemiol. 2009, 62, e1–e34. [CrossRef]

22. Bareche, Y.; Buisseret, L.; Gruosso, T.; Girard, E.; Venet, D.; Dupont, F.; Desmedt, C.; Larsimont, D.; Park, M.; Rothé, F.; et al.
Unraveling Triple-Negative Breast Cancer Tumor Microenvironment Heterogeneity: Towards an Optimized Treatment Approach.
J. Natl. Cancer Inst. 2020, 112, 708–719. [CrossRef] [PubMed]

23. Kim, J.; Yu, D.; Kwon, Y.; Lee, K.S.; Sim, S.H.; Kong, S.-Y.; Lee, E.S.; Park, I.H.; Park, C. Genomic Characteristics of Triple-Negative
Breast Cancer Nominate Molecular Subtypes That Predict Chemotherapy Response. Mol. Cancer Res. 2020, 18, 253–263. [CrossRef]

24. Zhang, J.; Wang, L.; Xu, X.; Li, X.; Guan, W.; Meng, T.; Xu, G. Transcriptome-Based Network Analysis Unveils Eight Immune-
Related Genes as Molecular Signatures in the Immunomodulatory Subtype of Triple-Negative Breast Cancer. Front. Oncol. 2020,
10, 1787. [CrossRef]

25. Rodríguez-Bautista, R.; Caro-Sánchez, C.H.; Cabrera-Galeana, P.; Alanis-Funes, G.J.; Gutierrez-Millán, E.; Ávila-Ríos, S.; Matías-
Florentino, M.; Reyes-Terán, G.; Díaz-Chávez, J.; Villarreal-Garza, C.; et al. Immune Milieu and Genomic Alterations Set the
Triple-Negative Breast Cancer Immunomodulatory Subtype Tumor Behavior. Cancers 2021, 13, 6256. [CrossRef] [PubMed]

26. Thompson, K.J.; Leon-Ferre, R.A.; Sinnwell, J.P.; Zahrieh, D.M.; Suman, V.J.; Metzger, F.O.; Asad, S.; Stover, D.G.; Carey, L.; Sikov,
W.M.; et al. Luminal Androgen Receptor Breast Cancer Subtype and Investigation of the Microenvironment and Neoadjuvant
Chemotherapy Response. NAR Cancer 2022, 4, zcac018. [CrossRef] [PubMed]

27. Suntiparpluacha, M.; Chanthercrob, J.; Sa-Nguanraksa, D.; Sitthikornpaiboon, J.; Chaiboonchoe, A.; Kueanjinda, P.; Jinawath, N.;
Sampattavanich, S. Retrospective Study of Transcriptomic Profiling Identifies Thai Triple-Negative Breast Cancer Patients Who
May Benefit from Immune Checkpoint and PARP Inhibitors. PeerJ 2023, 11, e15350. [CrossRef]

28. Jiang, Y.-Z.; Ma, D.; Suo, C.; Shi, J.; Xue, M.; Hu, X.; Xiao, Y.; Yu, K.-D.; Liu, Y.-R.; Yu, Y.; et al. Genomic and Transcriptomic
Landscape of Triple-Negative Breast Cancers: Subtypes and Treatment Strategies. Cancer Cell 2019, 35, 428–440.e5. [CrossRef]

29. Bates, G.J.; Fox, S.B.; Han, C.; Leek, R.D.; Garcia, J.F.; Harris, A.L.; Banham, A.H. Quantification of Regulatory T Cells Enables
the Identification of High-Risk Breast Cancer Patients and Those at Risk of Late Relapse. J. Clin. Oncol. 2006, 24, 5373–5380.
[CrossRef]

30. Merlo, A.; Casalini, P.; Carcangiu, M.L.; Malventano, C.; Triulzi, T.; Mènard, S.; Tagliabue, E.; Balsari, A. FOXP3 Expression and
Overall Survival in Breast Cancer. J. Clin. Oncol. 2009, 27, 1746–1752. [CrossRef]

31. Lee, S.; Cho, E.Y.; Park, Y.H.; Ahn, J.S.; Im, Y.-H. Prognostic Impact of FOXP3 Expression in Triple-Negative Breast Cancer. Acta
Oncol. 2013, 52, 73–81. [CrossRef] [PubMed]

32. Yeong, J.; Thike, A.A.; Lim, J.C.T.; Lee, B.; Li, H.; Wong, S.-C.; Hue, S.S.S.; Tan, P.H.; Iqbal, J. Higher Densities of Foxp3+ Regulatory
T Cells Are Associated with Better Prognosis in Triple-Negative Breast Cancer. Breast Cancer Res. Treat. 2017, 163, 21–35. [CrossRef]
[PubMed]

33. Li, X.; Xiang, Y.; Li, F.; Yin, C.; Li, B.; Ke, X. WNT/β-Catenin Signaling Pathway Regulating T Cell-Inflammation in the Tumor
Microenvironment. Front. Immunol. 2019, 10, 2293. [CrossRef] [PubMed]

34. Wang, B.; Tian, T.; Kalland, K.-H.; Ke, X.; Qu, Y. Targeting Wnt/β-Catenin Signaling for Cancer Immunotherapy. Trends Pharmacol.
Sci. 2018, 39, 648–658. [CrossRef] [PubMed]

35. Li, W.; Xu, C.; Guo, J.; Liu, K.; Hu, Y.; Wu, D.; Fang, H.; Zou, Y.; Wei, Z.; Wang, Z.; et al. Cis- and Trans-Acting Expression
Quantitative Trait Loci of Long Non-Coding RNA in 2,549 Cancers With Potential Clinical and Therapeutic Implications. Front.
Oncol. 2020, 10, 602104. [CrossRef] [PubMed]

36. Yang, Q.; Tang, Y.; Tang, C.; Cong, H.; Wang, X.; Shen, X.; Ju, S. Diminished LINC00173 Expression Induced miR-182-5p
Accumulation Promotes Cell Proliferation, Migration and Apoptosis Inhibition via AGER/NF-κB Pathway in Non-Small-Cell
Lung Cancer. Am. J. Transl. Res. 2019, 11, 4248–4262. [PubMed]

https://doi.org/10.1007/s00262-020-02557-0
https://www.ncbi.nlm.nih.gov/pubmed/32303794
https://doi.org/10.1200/JCO.18.01010
https://doi.org/10.3390/cancers15184479
https://doi.org/10.2147/CMAR.S316700
https://www.ncbi.nlm.nih.gov/pubmed/35018117
https://doi.org/10.3389/fgene.2022.1095839
https://doi.org/10.1016/j.phrs.2020.104683
https://doi.org/10.1016/j.cell.2018.08.039
https://doi.org/10.1016/j.jclinepi.2009.06.006
https://doi.org/10.1093/jnci/djz208
https://www.ncbi.nlm.nih.gov/pubmed/31665482
https://doi.org/10.1158/1541-7786.MCR-19-0453
https://doi.org/10.3389/fonc.2020.01787
https://doi.org/10.3390/cancers13246256
https://www.ncbi.nlm.nih.gov/pubmed/34944876
https://doi.org/10.1093/narcan/zcac018
https://www.ncbi.nlm.nih.gov/pubmed/35734391
https://doi.org/10.7717/peerj.15350
https://doi.org/10.1016/j.ccell.2019.02.001
https://doi.org/10.1200/JCO.2006.05.9584
https://doi.org/10.1200/JCO.2008.17.9036
https://doi.org/10.3109/0284186X.2012.731520
https://www.ncbi.nlm.nih.gov/pubmed/23075422
https://doi.org/10.1007/s10549-017-4161-4
https://www.ncbi.nlm.nih.gov/pubmed/28233108
https://doi.org/10.3389/fimmu.2019.02293
https://www.ncbi.nlm.nih.gov/pubmed/31616443
https://doi.org/10.1016/j.tips.2018.03.008
https://www.ncbi.nlm.nih.gov/pubmed/29678298
https://doi.org/10.3389/fonc.2020.602104
https://www.ncbi.nlm.nih.gov/pubmed/33194770
https://www.ncbi.nlm.nih.gov/pubmed/31396332


Cancers 2024, 16, 2094 11 of 12

37. Hu, W.; Wang, Y.; Fang, Z.; He, W.; Li, S. Integrated Characterization of lncRNA-Immune Interactions in Prostate Cancer. Front.
Cell Dev. Biol. 2021, 9, 641891. [CrossRef] [PubMed]

38. Allard, B.; Aspeslagh, S.; Garaud, S.; Dupont, F.A.; Solinas, C.; Kok, M.; Routy, B.; Sotiriou, C.; Stagg, J.; Buisseret, L. Immuno-
Oncology-101: Overview of Major Concepts and Translational Perspectives. Semin. Cancer Biol. 2018, 52, 1–11. [CrossRef]
[PubMed]

39. Wang, D.; Ye, Q.; Gu, H.; Chen, Z. The Role of Lipid Metabolism in Tumor Immune Microenvironment and Potential Therapeutic
Strategies. Front. Oncol. 2022, 12, 984560. [CrossRef]

40. Zhang, Y.; Zhang, X.; Meng, Y.; Xu, X.; Zuo, D. The Role of Glycolysis and Lactate in the Induction of Tumor-Associated
Macrophages Immunosuppressive Phenotype. Int. Immunopharmacol. 2022, 110, 108994. [CrossRef]

41. Martini, R.; Delpe, P.; Chu, T.R.; Arora, K.; Lord, B.; Verma, A.; Bedi, D.; Karanam, B.; Elhussin, I.; Chen, Y.; et al. African
Ancestry-Associated Gene Expression Profiles in Triple-Negative Breast Cancer Underlie Altered Tumor Biology and Clinical
Outcome in Women of African Descent. Cancer Discov. 2022, 12, 2530–2551. [CrossRef] [PubMed]

42. Newman, L.A.; Kaljee, L.M. Health Disparities and Triple-Negative Breast Cancer in African American Women: A Review. JAMA
Surg. 2017, 152, 485–493. [CrossRef] [PubMed]

43. Fridman, W.-H.; Dieu-Nosjean, M.-C.; Pagès, F.; Cremer, I.; Damotte, D.; Sautès-Fridman, C.; Galon, J. The Immune Microen-
vironment of Human Tumors: General Significance and Clinical Impact. Cancer Microenviron. 2012, 6, 117–122. [CrossRef]
[PubMed]

44. Galon, J.; Bruni, D. Approaches to Treat Immune Hot, Altered and Cold Tumours with Combination Immunotherapies. Nat. Rev.
Drug Discov. 2019, 18, 197–218. [CrossRef] [PubMed]

45. Wu, S.-Y.; Xu, Y.; Chen, L.; Fan, L.; Ma, X.-Y.; Zhao, S.; Song, X.-Q.; Hu, X.; Yang, W.-T.; Chai, W.-J.; et al. Combined Angiogenesis
and PD-1 Inhibition for Immunomodulatory TNBC: Concept Exploration and Biomarker Analysis in the FUTURE-C-Plus Trial.
Mol. Cancer 2022, 21, 84. [CrossRef]

46. Qin, S.; Xu, L.; Yi, M.; Yu, S.; Wu, K.; Luo, S. Novel Immune Checkpoint Targets: Moving beyond PD-1 and CTLA-4. Mol. Cancer
2019, 18, 155. [CrossRef] [PubMed]

47. Asleh, K.; Riaz, N.; Nielsen, T.O. Heterogeneity of Triple Negative Breast Cancer: Current Advances in Subtyping and Treatment
Implications. J. Exp. Clin. Cancer Res. CR 2022, 41, 265. [CrossRef] [PubMed]

48. Loi, S.; Adams, S.; Schmid, P.; Cortés, J.; Cescon, D.W.; Winer, E.P.; Toppmeyer, D.L.; Rugo, H.S.; Laurentiis, M.D.; Nanda, R.;
et al. Relationship between Tumor Infiltrating Lymphocyte (TIL) Levels and Response to Pembrolizumab (Pembro) in Metastatic
Triple-Negative Breast Cancer (mTNBC): Results from KEYNOTE-086. Ann. Oncol. 2017, 28, v608. [CrossRef]

49. Xiao, Y.; Ma, D.; Zhao, S.; Suo, C.; Shi, J.; Xue, M.-Z.; Ruan, M.; Wang, H.; Zhao, J.; Li, Q.; et al. Multi-Omics Profiling Reveals
Distinct Microenvironment Characterization and Suggests Immune Escape Mechanisms of Triple-Negative Breast Cancer. Clin.
Cancer Res. 2019, 25, 5002–5014. [CrossRef]

50. Jiang, Y.-Z.; Liu, Y.; Xiao, Y.; Hu, X.; Jiang, L.; Zuo, W.-J.; Ma, D.; Ding, J.; Zhu, X.; Zou, J.; et al. Molecular Subtyping and Genomic
Profiling Expand Precision Medicine in Refractory Metastatic Triple-Negative Breast Cancer: The FUTURE Trial. Cell Res. 2021,
31, 178–186. [CrossRef]

51. Liu, Y.; Zhu, X.-Z.; Xiao, Y.; Wu, S.-Y.; Zuo, W.-J.; Yu, Q.; Cao, A.-Y.; Li, J.-J.; Yu, K.-D.; Liu, G.-Y.; et al. Subtyping-Based Platform
Guides Precision Medicine for Heavily Pretreated Metastatic Triple-Negative Breast Cancer: The FUTURE Phase II Umbrella
Clinical Trial. Cell Res. 2023, 33, 389. [CrossRef] [PubMed]

52. Chen, L.; Jiang, Y.-Z.; Wu, S.-Y.; Wu, J.; Di, G.-H.; Liu, G.-Y.; Yu, K.-D.; Fan, L.; Li, J.-J.; Hou, Y.-F.; et al. Famitinib with
Camrelizumab and Nab-Paclitaxel for Advanced Immunomodulatory Triple-Negative Breast Cancer (FUTURE-C-Plus): An
Open-Label, Single-Arm, Phase II Trial. Clin. Cancer Res. 2022, 28, 2807–2817. [CrossRef] [PubMed]

53. Dugo, M.; Huang, C.-S.; Egle, D.; Bermejo, B.; Zamagni, C.; Seitz, R.S.; Nielsen, T.J.; Thill, M.; Anton, A.; Russo, S.; et al. Abstract
P2-07-12: Triple Negative Breast Cancer Subtypes and Early Dynamics of the 27-Gene IO Score Predict pCR in the NeoTRIPaPDL1
Trial. Cancer Res. 2022, 82, P2-07-12. [CrossRef]

54. Schmid, P.; Cortes, J.; Pusztai, L.; McArthur, H.; Kümmel, S.; Bergh, J.; Denkert, C.; Park, Y.H.; Hui, R.; Harbeck, N.; et al.
Pembrolizumab for Early Triple-Negative Breast Cancer. N. Engl. J. Med. 2020, 382, 810–821. [CrossRef] [PubMed]

55. Mittendorf, E.A.; Zhang, H.; Barrios, C.H.; Saji, S.; Jung, K.H.; Hegg, R.; Koehler, A.; Sohn, J.; Iwata, H.; Telli, M.L.; et al.
Neoadjuvant Atezolizumab in Combination with Sequential Nab-Paclitaxel and Anthracycline-Based Chemotherapy versus
Placebo and Chemotherapy in Patients with Early-Stage Triple-Negative Breast Cancer (IMpassion031): A Randomised, Double-
Blind, Phase 3 Trial. Lancet 2020, 396, 1090–1100. [CrossRef] [PubMed]

56. Ren, R.; Xiong, C.; Ma, R.; Wang, Y.; Yue, T.; Yu, J.; Shao, B. The Recent Progress of Myeloid-Derived Suppressor Cell and Its
Targeted Therapies in Cancers. MedComm 2023, 4, e323. [CrossRef] [PubMed]

57. Mehdizadeh, R.; Shariatpanahi, S.P.; Goliaei, B.; Rüegg, C. Targeting Myeloid-Derived Suppressor Cells in Combination with
Tumor Cell Vaccination Predicts Anti-Tumor Immunity and Breast Cancer Dormancy: An in Silico Experiment. Sci. Rep. 2023,
13, 5875. [CrossRef]

58. Gambardella, V.; Castillo, J.; Tarazona, N.; Gimeno-Valiente, F.; Martínez-Ciarpaglini, C.; Cabeza-Segura, M.; Roselló, S.; Roda, D.;
Huerta, M.; Cervantes, A.; et al. The Role of Tumor-Associated Macrophages in Gastric Cancer Development and Their Potential
as a Therapeutic Target. Cancer Treat. Rev. 2020, 86, 102015. [CrossRef] [PubMed]

https://doi.org/10.3389/fcell.2021.641891
https://www.ncbi.nlm.nih.gov/pubmed/33665192
https://doi.org/10.1016/j.semcancer.2018.02.005
https://www.ncbi.nlm.nih.gov/pubmed/29428479
https://doi.org/10.3389/fonc.2022.984560
https://doi.org/10.1016/j.intimp.2022.108994
https://doi.org/10.1158/2159-8290.CD-22-0138
https://www.ncbi.nlm.nih.gov/pubmed/36121736
https://doi.org/10.1001/jamasurg.2017.0005
https://www.ncbi.nlm.nih.gov/pubmed/28355428
https://doi.org/10.1007/s12307-012-0124-9
https://www.ncbi.nlm.nih.gov/pubmed/23108700
https://doi.org/10.1038/s41573-018-0007-y
https://www.ncbi.nlm.nih.gov/pubmed/30610226
https://doi.org/10.1186/s12943-022-01536-6
https://doi.org/10.1186/s12943-019-1091-2
https://www.ncbi.nlm.nih.gov/pubmed/31690319
https://doi.org/10.1186/s13046-022-02476-1
https://www.ncbi.nlm.nih.gov/pubmed/36050786
https://doi.org/10.1093/annonc/mdx440.005
https://doi.org/10.1158/1078-0432.CCR-18-3524
https://doi.org/10.1038/s41422-020-0375-9
https://doi.org/10.1038/s41422-023-00795-2
https://www.ncbi.nlm.nih.gov/pubmed/36973538
https://doi.org/10.1158/1078-0432.CCR-21-4313
https://www.ncbi.nlm.nih.gov/pubmed/35247906
https://doi.org/10.1158/1538-7445.SABCS21-P2-07-12
https://doi.org/10.1056/NEJMoa1910549
https://www.ncbi.nlm.nih.gov/pubmed/32101663
https://doi.org/10.1016/S0140-6736(20)31953-X
https://www.ncbi.nlm.nih.gov/pubmed/32966830
https://doi.org/10.1002/mco2.323
https://www.ncbi.nlm.nih.gov/pubmed/37547175
https://doi.org/10.1038/s41598-023-32554-z
https://doi.org/10.1016/j.ctrv.2020.102015
https://www.ncbi.nlm.nih.gov/pubmed/32248000


Cancers 2024, 16, 2094 12 of 12

59. Li, F.; Kitajima, S.; Kohno, S.; Yoshida, A.; Tange, S.; Sasaki, S.; Okada, N.; Nishimoto, Y.; Muranaka, H.; Nagatani, N.;
et al. Retinoblastoma Inactivation Induces a Protumoral Microenvironment via Enhanced CCL2 Secretion. Cancer Res. 2019,
79, 3903–3915. [CrossRef]
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