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Abstract
Immune checkpoint inhibitors have modified the treatment algorithm in a variety of cancer types, including breast cancer. 
Nevertheless, optimal selection of ideal candidates to these drugs remains an unmet need. Although PD-L1 expression by 
immunohistochemistry seems to be the most promising biomarker to date, its predictive ability is far from ideal. Thus, the 
development of new predictive biomarkers is essential for a better selection of patients. Here, we discuss potential biomark-
ers beyond PD-L1 that could play an important role in precision cancer immunotherapy.
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Introduction

In the last decade, immune checkpoint inhibitors (ICI) have 
demonstrated significant clinical activity in more than 15 
cancer types [1]. Even though breast cancer has been con-
sidered poorly immunogenic, anti-programmed death 1 (PD-
1)/programmed death-ligand 1 (PD-L1) drugs have started 
to make progress in triple-negative breast cancer (TNBC) 
with promising outcomes both in the early [2, 3] and the 
metastatic setting [4, 5]. These have led to the food and drug 
administration (FDA) approval, in 2020, of the anti-PD-1 
pembrolizumab in combination with chemotherapy (nab-
paclitaxel, paclitaxel, or gemcitabine–carboplatin) for first-
line metastatic TNBC [6] and for patients diagnosed with 
high-risk early-stage TNBC in combination with chemo-
therapy (anthracyclines plus cyclophosphamide followed 

by paclitaxel plus carboplatin) as a neoadjuvant treatment 
and then continued as an adjuvant treatment after surgery. 
The European Medicine Agency (EMA) approved the anti-
PD-L1, atezolizumab, in combination with nab-paclitaxel 
for first-line metastatic TNBC expressing PD-L1.

Although detection of PD-L1 by immunohistochemistry 
(IHC) has been validated and widely used as a biomarker 
for patient’s selection, several issues have hampered the 
generalization of PD-L1 as the biomarker that guides the 
use of ICI in oncology. One important issue is the deter-
mination of this biomarker, each sponsor implemented a 
different IHC-based assay for PD-L1 evaluation, implying 
that different antibodies (28-8 rabbit [Dako], 22.C3 mouse 
[Dako], 5H1, SP142 rabbit [Roche Ventana], SP263 rabbit 
[Roche Ventana]) were used and different PD-L1-positive 
cells populations evaluated (i.e., tumor cells versus immune 
cells versus both). Moreover, tumor samples are considered 
PD-L1 positive according to different thresholds, leading 
to high discrepancies in PD-L1 positivity/negativity [4, 7]. 
Furthermore, the usage of different IHC assays affect the 
PD-L1 positivity in the same tumor samples [8]. This huge 
variability highlights the issues around PD-L1 status deter-
mination. One clear example of this controversy is the recent 
approval of the two anti-PD-L1 treatments: atezolizumab 
plus nab-paclitaxel for TNBC only in tumors with ≥ 1% 
PD-L1 expression by IHC using the Ventana assay (SP142) 
[4], while the benefit from pembrolizumab plus chemother-
apy in the KEYNOTE-355 trial was observed in TNBC with 
a combined positive PD-L1 score (CPS), which determines 
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PD-L1 in tumor cells, lymphocytes, and macrophages using 
the Dako assay (22C3) [9].

Even though PD-L1 expression is correlated with anti-
PD-1/PD-L1 treatment response, response rates vary sub-
stantially across patients and most patients do not benefit. 
Moreover, there are many patients with low to undetectable 
PD-L1 expression who experience durable clinical benefit 
to ICI [10, 11], suggesting that other factors related with the 
tumor or the immune microenvironment may be responsible 
for the response to different ICI. An example is the benefit 
of anti-PD-1 treatment in combination with chemotherapy 
in early-stage TNBC regardless of the PD-L1 expression [2, 
12]. Thus, there is a need to identify additional and/or better 
predictive biomarkers of response to these therapies and to 
better understand the biology behind their activity. The pre-
sent literature review discusses biomarkers beyond PD-L1 
found within the tumor cells, the tumor microenvironment 
or the circulation (Fig. 1), all of which are potentially predic-
tive of response and survival to ICI.

Tumor‑infiltrating lymphocytes (TILs)

In the last years, TILs have emerged as an attractive bio-
marker due to its easy and feasible determination [13]. The 
prevalence of TILs is highly heterogeneous across breast 
cancer subtypes, with TNBC being the most immune-
infiltrated followed by the HER2-postive (HER2+) and the 
hormone receptor-positive/HER2-negative (HR+/HER2−) 
breast cancers [14, 15].

Morphologic evaluation of TILs may help select patients 
with clinically relevant outcomes both in the metastatic and 
early settings. In the metastatic setting, higher percentage 
of TILs may suggest a benefit from ICI in monotherapy 
in TNBC [16, 17]. More recently, a retrospective study 
performed on the tumor samples from the IMpassion130 
phase III trial, where patients were treated with nab-pacli-
taxel ± atezolizumab, showed a benefit of atezolizumab in 

terms of progression-free survival (PFS) and overall sur-
vival (OS) in patients with PD-L1-positive (PD-L1+) tumors 
with intermediate/high TILs [18]. In HER2+ breast cancer, 
patients with PD-L1+ tumors were correlated with higher 
TILs and tumors with higher TILs had an improved objec-
tive response rate (ORR) to pembrolizumab plus trastu-
zumab compared with patients with low TILs tumor samples 
who participated in the PANACEA phase Ib-II trial [19]. 
Finally, the KATE-2 phase II trial suggested that patients 
with high percentage of TILs may derive a larger benefit 
from the addition of atezolizumab to trastuzumab-emtansine 
(T-DM1) than those with low percentage of TILs [20].

In the early-stage setting, TILs have been related to an 
increased frequency of achieving a pathologic complete 
response (pCR) in all breast cancer subtypes after neoad-
juvant chemotherapy [14, 21–24] and have predictive and 
prognostic value in HER2+ breast cancer treated with 
HER2 blockade and chemotherapy [23, 25–29]. In HR+/
HER2− breast cancer, controversial data exist, with stud-
ies indicating that increased TILs are related with poor out-
comes [14] and other suggesting that high TILs are associ-
ated with favorable outcomes in tumors with high Ki-67 
[30]. In TNBC, high percentages of TILs are associated with 
a lower probability of recurrence and death after neoadju-
vant chemotherapy [29]. Furthermore, an excellent progno-
sis has been observed in early-stage TNBC with high TILs 
without receiving any systemic therapy [31], even in young 
patients [32]. This observation opens the door to evaluate the 
value of TILs to help de-escalate the use of systemic chemo-
therapy in early-stage TNBC. Further studies are needed.

In the early-stage setting, the predictive value of TILs 
has also been evaluated in patients treated with neoadjuvant 
ICI in combination with chemotherapy [9]. For example, 
in the phase II GeparNuevo trial [3], patients with TNBC 
were randomized to durvalumab or placebo every 4 weeks 
in addition to an anthracycline/taxane-based neoadjuvant 
chemotherapy regimen. In both arms, higher TILs were sig-
nificantly associated with an increased pCR, with a trend for 

Fig. 1  Location of biomarkers 
of immunotherapy response in 
breast cancer
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an increase in pCR rates in PD-L1+ disease [3]. Moreover, 
analysis of the NeoTRIPaPDL1 data demonstrated increased 
pCR rates in tumors with PD-L1+ and high TILs treated 
with neoadjuvant atezolizumab plus chemotherapy and indi-
cated that TILs evaluated after 1 cycle of treatment were 
more informative than TILs at baseline [33]. Of note, the 
value of TILs in KEYNOTE-522 [2] and IMpassion031 
[12] phase III trials is currently unknown. Finally, TILs on 
residual disease after exposure to neoadjuvant therapy has 
been linked to improved survival rates in TNBC and HER2+ 
breast cancer [34, 35].

Futures studies should perform a deep characterization 
of the immune microenvironment and link these features 
with patient’s outcomes. For example, CD8-enriched TNBC 
treated with ICI in combination with chemotherapy has been 
linked to better outcomes [36]; however, these results have 
not been validated in the IMpassion130 phase III trial [18]. 
In HER2+ disease, a correlation was found between CD8+ 
TILs, measured at baseline, and pCR after anti-HER2 treat-
ment. In addition, the CD8/FOXP3 ratio has been associated 
with both increased pCR and favorable prognosis following 
anti-HER2-based neoadjuvant treatment [20, 37, 38]. More 
studies are needed to better characterize the immune cell 
compartment and its implications in patient’s outcomes.

Tumor mutational burden

Tumor mutational burden (TMB) is defined as the number 
of somatic mutations per DNA megabase pair (mut/Mb). 
A proportion of these mutations give rise to neoantigens, 
which are processed by the antigen-processing machinery 
and loaded on to major histocompatibility complex (MHC) 
molecules for presentation on the cell surface. Some of 
these neoantigens are immunogenic, which could lead to a 
major T-cell infiltration and consequently a better response 
to immunotherapy, especially in cancers with a TMB of 10 
mut/Mb or greater (called TMB-high [TMB-H], as defined 
by the targeted sequencing FoundationOne CDx assay [39]) 
[40, 41]. Indeed, several studies have shown association of 
high TMB with immunotherapy response across different 
tumor types [42, 43]. Recently, a meta-analysis published 
by Yarchoan and colleagues showed an association between 
TMB (as a continuous variable) and objective response rate 
(ORR) across different tumor types to anti-PD-1 and anti 
PD-L1 therapies [44]. The prospective biomarker analysis of 
the multicohort, non-randomized, open-label phase II KEY-
NOTE-158 trial demonstrated a correlation with TMB-H 
tumors and pembrolizumab response in heavily pre-treated 
patients across 10 cancer types, with an ORR of 29% (95% 
confidence interval [CI] 21–39) in TMB-H and 6% ( 95% CI 
5–8) in non-TMB-H [45] tumors, which led to the approval 
of pembrolizumab in TMB-H tumors by the FDA in 2020.

In breast cancer, TMB is generally intermediate [46] 
and its role in tumor immunogenicity is less clear than in 
other cancer types. The prevalence of hypermutations in 
breast cancer is about 5%, using the standard definition 
of TMB-H as ≥ 10 mut/Mb [39]. However, differences in 
TMB-H across histological groups and molecular subtypes 
have been described. TMB-H tumors are more prevalent in 
metastatic than primary disease, in lobular cancer compared 
to other histological groups, and in TNBC than in estrogen 
receptor-positive (ER +) or HER2+ breast cancers, and ORR 
and durable response rates are observed in TMB-H tumors 
[47]. Importantly, in TMB-H breast cancers, the most com-
mon mutational processes are APOBEC activity (59.2%) and 
mismatch repair deficiency (dMMR; 36.4%) [47] which will 
be further discussed below.

Different studies have tried to evaluate TMB as a bio-
marker of response in metastatic breast cancer. Results from 
the phase II TAPUR trial, where 28 heavily pre-treated 
patients with TMB-H (≥ 9 mut/Mb) metastatic breast cancer 
were treated with pembrolizumab in monotherapy, demon-
strated an ORR of 21% (95% CI 8–41) and the median PFS 
was 10.6 weeks (95% CI 7.7–21.1) with a median OS of 
30.6 weeks (95% CI 18.3–103.3). However, TMB did not 
seem to be related with PFS [48]. In the KEYNOTE-119 
phase III trial [17], approximately 42% (253/601) of patients 
included in the trial had TMB data available (131 patients in 
the pembrolizumab arm and 121 in the chemotherapy arm) 
and 10% were TMB-H (≥ 10mut/Mb). However, no statisti-
cal differences were observed, probably due to the TMB-H 
limited sample size, but a tendency could be observed 
toward benefit in those patients with TMB-H tumors treated 
with pembrolizumab in terms of ORR, PFS, and OS [49]. 
TMB has also been explored in the GepardNuevo phase II 
trial, which evaluated durvalumab and neoadjuvant anthra-
cycline/taxane-based chemotherapy in early TNBC [3], dem-
onstrating a significantly higher TMB in patients achieving 
pCR regardless of treatment arm. In this study, a predic-
tive value of TMB as a continuous variable for pCR among 
all patients was observed regardless of treatment arm [50]. 
Currently, the open-label, single-arm, multicenter, phase II 
NIMBUS study is evaluating the combination of nivolumab 
plus ipilimumab in patients with TMB-H HER2-negative 
metastatic breast cancer [51].

Despite the approval in 2020 of TMB-H by the FDA as 
a new biomarker of response to ICI, there are some issues 
to be considered. Firstly, breast cancer was not represented 
in the KEYNOTE-158 trial [45]; various detection methods 
have been used to quantify the TMB, whole-exome sequenc-
ing (WES) was the initial option, then some studies used 
targeted gene panels to predict TMB; different thresholds 
of TMB have been used across cancer types; in addition, 
TMB varies widely from patient to patient and across tumor 
types. Finally, a recent analysis across 25 tumors has shown 
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that determination of TMB-H alone might not be enough for 
response prediction across cancer types [52].

Mismatch repair deficiency/microsatellite 
instability

DNA mismatch repair (MMR) is an evolutionarily conserved 
system that removes biosynthetic errors from newly synthe-
sized DNA improving the fidelity of DNA replication [53]. 
Deficiencies in MMR (dMMR) can cause errors in DNA 
replication leading to microsatellite instability (MSI) and 
can be observed in several cancer types [54]. Microsatellites 
are tandem repeat sequences of 1 to 10 nucleotides [55]. 
Increased mutational load caused by dMMR/MSI has been 
shown to predict response to anti-PD-1/PD-L1 treatment in 
different tumors, especially in colorectal and endometrial 
cancer [54] leading to the FDA approval of pembrolizumab 
for any tumor type with dMMR/MSI determined by IHC 
or molecular tests [56, 57]. More recently, the FDA has 
approved dostarlimab, an anti-PD-1 treatment, for patients 
with solid tumors with dMMR that have progressed to dif-
ferent treatments [58].

Little is known about the predictive value of dMMR/MSI 
in breast cancer, probably due to its low prevalence which is 
approximately 1–2% [54, 59]. Some data have demonstrated 
that dMMR/MSI can be found across all breast cancer sub-
types, especially in high-grade tumors and in tumors with 
low progesterone receptor expression. dMMR/MSI status 
could confer poor prognosis in patients with ER+ breast 
cancer treated with tamoxifen [59, 60].

Importantly, durable responses to ICI have been reported 
in patients with metastatic breast cancer including a dMMR/
MSI TNBC treated with nivolumab [61], a dMMR/MSI 
luminal treated with pembrolizumab [62], and a TMB-H 
and dMMR HER2+ treated with pembrolizumab and tras-
tuzumab [63]. Despite of its low prevalence, the determina-
tion of ddMR as a biomarker of response to ICI, potentially 
combined with TMB, could be crucial to better identify can-
didates for these therapies.

APOBEC signature

The APOBEC family of zinc-coordinating enzymes con-
verts cytosine to uracil in single-strand DNA. The enzymatic 
activity of this family member is essential for both adaptive 
and innate immune responses [64]. Dysregulated activity 
of cytidine deaminases is a major source of mutations in 
several types of cancers [47]. APOBEC-mediated muta-
tional signatures (signature 2 and 13) have been detected in 
at least 22 different tumor types and are particularly enriched 
in bladder, head and neck, cervical, and breast cancer [65]. 

Among breast cancer, the APOBEC-related signature con-
tributed to higher percent of mutations in metastatic tumors 
confirming a link between APOBEC-mediated mutagen-
esis and the acquisition of subclonal mutations, leading to 
increased TMB and potential neoantigens expression [66]. 
Importantly, ORR and durable response rates to immuno-
therapy have been observed in TMB-H breast cancers with 
dominant APOBEC activity [47], including patients with 
PD-L1-negative tumors [11, 67].

Differences in the APOBEC signatures across breast 
cancer subtypes have been described, with HER2+ breast 
tumors having the highest median levels of APOBEC signa-
ture enrichment [68]. At the same time, several studies have 
now linked APOBEC genetic signatures with metastatic 
HR+ and HER2− breast cancer [66, 69], high TILs [70], 
and the PAM50 HER2-enriched molecular subtype [65, 71]. 
Altogether, little is known about the association of APOBEC 
signatures with response to ICI, but the indirect and emerg-
ing data warrant further studies to validate these signatures 
as predictive biomarkers of response.

CD274 amplification

CD274, which encodes for PD-L1 protein, is located in the 
chromosomic region of 9p24.1, and amplification of this 
gene has recently been evaluated in a pan-cancer cohort of 
48,782 tumors, demonstrating a prevalence of 0.7% across 
tumors, being higher in PD-L1+ than in PD-L1-negative 
tumors (1.56% vs 0.1%) [72]. Moreover, CD274 have been 
associated with frequent and durable responses to ICI [73]. 
In breast cancer, 9p24.1 amplifications have been observed 
in approximately 1.2% of tumors within the MSK-IMPACT 
metastatic breast cancer cohort, with significantly higher 
events for TNBC than non-TNBC (5.1% vs 0.5%) [74]. The 
predictive value of CD274 amplifications has been evalu-
ated in samples of patients with metastatic breast cancer 
included in the randomized phase II SAFIR02-IMMUNO 
study, where patients with TNBC had a higher proportion of 
CD274 amplifications and showed improvement of OS with 
durvalumab in CD274-amplified tumors (hazard ratio = 0.17, 
95% CI 0.05–0.55) [75]. More prospective studies are 
needed to validate CD274 amplification as a biomarker of 
response to ICI.

POLE and POLD1 mutations

Proofreading exonucleases domains of the DNA polymer-
ases POLE and POLD1 are essential for fidelity in DNA 
replication. Germline or somatic mutations in these genes 
lead to DNA repair deficiencies and MSI and are observed 
in hypermutated tumors [76]. The prevalence of POLE and 
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POLD1 mutations was evaluated in a pan-cancer cohort of 
47,721 patients and POLE and POLD1 mutational frequen-
cies were 2.8% and 1.4%, respectively, and were associated 
with benefit from ICI [77]. POLE and POLD1 mutations are 
particularly promising in predicting ICI efficacy in endome-
trial cancer [78]. In breast cancer, POLE or POLD1 muta-
tions are observed in approximately 1.5% of tumors [77] 
and are associated with TMB-H tumors [77, 79]. Therefore, 
these tumors could be amenable to ICI but the predictive 
value of POLE and POLD1 mutations beyond TMB remains 
unknown.

Gene expression‑based biomarkers

In the last years, several studies have suggested poten-
tial predictive factors of response to immune checkpoint 
blockade based on gene expression. The most described to 
date has been the tumor inflammation signature (TIS) or 
T cell-inflamed gene expression profile, which measures 
the expression of 18 genes associated with cytotoxic cells, 
antigen presentation, and interferon gamma (IFNγ) activity 
and was first associated with response to the anti-PD-1 ICI 
pembrolizumab across cancer types [80, 81], of the KEY-
NOTE-001 (melanoma and non-small cell lung cancer), the 
KEYNOTE-012 (head and neck squamous cell carcinoma, 
gastric cancer, triple-negative breast cancer, and bladder 
cancer), and the KEYNOTE-028 (anal canal, biliary, colo-
rectal, esophageal, and ovarian cancer).

In the TCGA breast cancer dataset, the Basal-like and 
HER2-enriched molecular subtypes have higher TIS scores 
than the luminal subtypes [82], concordant with the higher 
infiltration of TILs observed in these subtypes, and therefore 
could benefit more from ICI. To this end, the SOLTI-1716 
TATEN (NCT04251169) phase II trial is currently evaluat-
ing the effects of pembrolizumab + paclitaxel in Basal-like 
and HER2-enriched metastatic HR+/HER2− breast cancer 
[83].

In metastatic breast cancer, we have recently reported that 
lung and pleura metastatic sites have the highest expression 
of genes included in the TIS score, while brain and liver have 
the lowest [84], which could be of relevance when designing 
trials with ICI. Finally, a composite biomarker comprising 
TIS and TMB has demonstrated to better predict response to 
pembrolizumab in > 300 patient’s advanced tumor samples 
across 22 tumor types from four KEYNOTE clinical trials, 
including 12 TNBC and 3 HR+/HER2− breast cancers [85]. 
However, these results have not been further validated.

Single PD-1 mRNA expression might also be of value. 
Indeed, we conducted [86] an analysis of 10,078 tumor sam-
ples across 34 different cancer types from the TCGA and 773 
tumor samples across 17 cancer types from Hospital Clínic 
of Barcelona. PD-1 mRNA expression was found associated 

with CD8 T-cell-related genes and signatures, and the pro-
portion of PD-1 mRNA-high tumors across 10 cancer types 
was found strongly correlated with ORR to anti-PD-1 ICI 
reported in the literature as well as in our internal pan-cancer 
dataset. Importantly, we observed that PD-1 mRNA alone 
better predicts ORR across tumors than other immune sig-
natures, including the TIS score, PD-L1 expression, or TILs. 
In breast cancer, we identified PD-1 mRNA-high tumors in 
Basal-like (29%), HER2-enriched (16–31%), and Luminal 
A and B (8–9%) subtypes, all of which could potentially 
benefit from ICIs [86]. To validate PD-1 mRNA as a tumor 
agnostic biomarker of response to ICI, the SOLTI-1904 
ACROPOLI phase II trial (NCT04802876) is evaluating 
the efficacy of the anti-PD-1 spartalizumab monotherapy in 
PD-1 mRNA-high tumors.

Recently, a recent retrospective RNA sequencing analysis 
of metastatic TNBC samples from the IMpassion130 phase 
III trial [87] observed improved PFS with atezolizumab and 
nab-paclitaxel in PD-L1-positive tumors that were Basal-like 
and immune-activated (BLIA) or Basal-like immunosup-
pressed (BLIS) [88]. Increased gene expression of prolif-
eration and DNA repair pathways has also been associated 
with improved PFS, while potential mechanisms of resist-
ance observed in PD-L1+ tumors were the luminal androgen 
receptor (LAR) molecular subtype and increased angiogen-
esis, EMT, hedgehog signaling, estrogen response, and TNF 
signaling pathways. Regarding OS, a benefit of atezolizumab 
in the BLIA molecular subtype has been described, while 
resistance has been observed in the BLIS and LAR molecu-
lar subtypes [87].

In early breast cancer, the predictive value of several 
gene expression signatures has been evaluated in samples 
from the neoadjuvant NeoTRIPaPDL1 trial of atezolizumab, 
carboplatin, and nab-paclitaxel in patients with early high-
risk and locally advanced TNBC. The 27-gene IO score was 
predictive of atezolizumab benefit, while angiogenesis and 
lipid/glutamine metabolism gene signatures were associ-
ated with resistance [89]. Finally, a translational study of 
samples from the GIADA phase II trial of stage II-IIIA 
HR+/HER2- pre-menopausal breast cancer patients treated 
with neoadjuvant anthracycline chemotherapy followed by 
nivolumab and endocrine therapy has identified the PAM50 
Basal-like molecular subtype and TILs as potential biomark-
ers of response [90].

Circulating tumor DNA (ctDNA)

Liquid biopsy includes circulating tumor DNA (ctDNA), 
circulating tumor cells (CTC), and exosomes; and it is non-
invasive, rapid, precise, and provides real-time informa-
tion regarding the genomic state of a disease [91]. ctDNA 
analysis might allow the identification of prognostic and 
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predictive biomarkers for ICI therapy. On one side, baseline 
ctDNA has been reported to correlate with tumor burden and 
proliferation and it has been proposed as a prognostic factor 
in patients with metastatic cancer treated with immunother-
apy [92]. For instance, in melanoma [93] and in urothelial 
cancer [94], high baseline ctDNA levels have been associ-
ated with lower PFS and OS benefit to ICI. On the other side, 
liquid biopsies represent an opportunity to detect biomarkers 
of response in blood such as MSI and TMB, which can be 
estimated from ctDNA. In pretreatment plasma samples of 
a pan-cancer cohorts, detection of blood MSI and TMB-H 
was associated with PFS benefit to ICI [95]. In non-small 
cell lung cancer, high blood TMB has been associated with 
benefit from atezolizumab in the POPLAR and OAK clini-
cal trials [96]. The phase III MYSTIC randomized study 
identified ≥ 20 mut/Mb as an optimal threshold for OS ben-
efit with durvalumab plus tremelimumab [97]. Moreover, 
monitoring ctDNA during therapy can be a surrogate of 
response to therapy in breast cancer [91, 93]. Indeed, recent 
studies have demonstrated that ctDNA clearance during ICI 
as a biomarker of improved survival both in patients with 
advanced solid tumors treated with pembrolizumab in the 
INSPIRE phase II clinical trial, including a TNBC cohort 
[98] and patients with 16 advanced-stage tumor types from 
the Study 1108, ATLANTIC and Study 10 phase I/II trials 
of durvalumab (± the anti-CTLA4 therapy tremelimumab) 
[99]. Therefore, future clinical trials with ICI should con-
sider including ctDNA dynamics.

Microbiome

The microbiome has been implicated in development and 
progression of several types of cancer [100]. In breast can-
cer in particular, a distinct breast microbiome and differ-
ences between the breast tissue microbiome in benign and 
malignant disease have been demonstrated, observing that 
patients diagnosed with breast cancer had lower basal levels 
of some bacteria compared with non-cancer patients [101, 
102]. Moreover, bacteria or their components may influence 

the local immune microenvironment [102] which could have 
therapeutic implications. The composition of gut microbi-
ome could affect immunotherapy response, due to the pro-
inflammatory microenvironment created by some bacteria 
which could lead to a favorable immunotherapy response 
[103]. Higher diversity of some bacteria has been related 
with better response and it is suggested that the modification 
of the microbiome could have an impact on the ICI efficacy 
[104]. To date, the data available are too unspecific to use 
the microbiome as a reliable biomarker; more studies will 
be needed to improve the knowledge and its implications in 
cancer treatment and prognosis.

Conclusion

Although immunotherapy has been approved for PD-L1+ 
advanced TNBC, the benefit is modest. Several studies 
have recently reported responses to ICI in patients with 
PD-L1-negative tumors. Moreover, discrepancies have 
been observed regarding the value of PD-L1 expression in 
predicting benefit in early [2, 12] and metastatic [4] breast 
cancer, which may be due to different PD-L1 IHC assays or 
differences in the biology of the early vs metastatic breast 
cancer. In the early setting, immunotherapy seems to impact 
the most, regardless the PD-L1 expression.

Here we describe potential biomarkers that could be use-
ful for patient selection (Table 1). However, none has yet 
been validated in prospective trials. Emerging data show 
that the combination of different biomarkers may help bet-
ter identify those patients that will benefit to ICI and war-
rant further translational studies to improve patient selection 
[105]. Identifying the suitable time when these biomark-
ers are determined (before/during treatment) may be criti-
cal due to different changes in the TME caused by the ICI 
treatments. Furthermore, different ICI may require different 
biomarkers. Taken together, prospective trials are needed to 
identify biomarkers of response and standardize their deter-
mination to do a more accurate selection of the patients who 
will benefit from immunotherapy.
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