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ABSTRACT
Based on the success of tumor-infiltrating lymphocytes (TIL)-based therapies, personalized adoptive cell 
therapies (ACT) targeting neoantigens have the potential to become a disruptive technology and lead to 
highly effective treatments for cancer patients for whom no other options exist. ACT of TIL, peripheral 
blood or gene-engineered peripheral blood lymphocytes (PBLs) targeting neoantigens is a highly perso-
nalized intervention that requires three discrete steps: i) Identification of suitable personal targets 
(neoantigens), ii) selection of T cells or their T cell receptors (TCRs) that are specific for the identified 
neoantigens and iii) expansion of the selected T cell population or generation of sufficient number of TCR 
modified T cells. In this review, we provide an introduction into challenges and approaches to identify 
neoantigens and to select the Adoptive Cell Therapy, ACT, Neoantigen, T cell, Cancer respective neoanti-
gen-reactive T cells for use in ACT.
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Introduction

The human immune system has developed diverse strategies to 
fend off diseases. Some rely on the adaptive immune system, 
which is antigen specific and forms immunological memory in 
contrast to defense mechanisms that depend on innate immu-
nity. T cells are part of the cellular adaptive immune response 
and cytotoxic T cells excel at eliminating cells infected with 
viruses or bacteria.1 In recent years, their ability to protect 
against cancer was firmly established by the success of T cell 
checkpoint inhibitors and T cell therapies.2

Usually, T cells recognize their targets via their T-cell receptor 
(TCR) which binds a small peptide in the context of the major 
histocompatibility complex (MHC), also referred to as human 
leukocyte antigen (HLA). We refer to this type of natural T cell 
recognition of their target as endogenous T-cell recognition. 
T cells can also be leveraged for cancer treatments by redirecting 
them with bispecific antibodies3 or by genetic manipulation to 
express a chimeric antigen receptor (CAR), as reviewed 
elsewhere.4 In such cases, the bispecific antibodies or CARs estab-
lish a synthetic recognition between a cancer cell surface target and 
a shared component of the TCR, independent of the endogenous 
specificity of the T cells. As a result, bispecific antibodies and CAR- 
T therapies are constrained by their target space to the cell surfa-
ceome. Thus, relying on endogenous T cell recognition in the 
context of personalized T cell therapy provides major advantages 
and is the scope of this review.

The human HLA class I and II molecules share the ability to 
present antigens to T cells. However, the origin and processing 
of the peptides differ between the two HLA classes.5 In brief, 
HLA-I presents intracellular peptides, while exogenous mate-
rial is the source for peptides presented on HLA-II. Although 

this functional separation is generally true, exceptions to this 
rule occur. Antigen cross-presentation by specialized antigen 
presenting cells (APCs) allows the presentation of exogenous 
peptides in HLA-I and autophagy-driven degradation can lead 
to presentation of intracellular peptides in HLA-II.6 All 
nucleated cells express HLA-I molecules, while HLA-II is 
mostly restricted to professional APCs, such as dendritic cells 
(DCs), macrophages, and B cells.

Each person typically expresses up to six classical HLA-I and 
eight HLA-II allele variants with tissue and cell type-specific 
expression levels.7 The multiple HLA alleles (HLA-A, HLA-B, 
HLA-C, HLA-DP, HLA-DQ, and HLA-DR) encoded in the 
human genome are among the most polymorphic genes in the 
human genome. Each of these HLA alleles will restrict the pre-
sentation of peptides with specific anchor residues. TCRs only 
bind to their antigens in the context of a specific HLA allele. 
Consequently, HLA restriction confines the use of identified 
TCRs to the specific alleles expressed in a given patient.

In this review, we focus on T cells expressing the αβ TCR. 
The role of γδ T cells in cancer immunotherapy was recently 
reviewed elsewhere.8 To ensure that T cells do not recognize 
self-proteins, self-reactive T cells undergo apoptosis in the 
thymus. The majority of mature T cells are specific for non- 
self peptides.9 The selection of non-self-specific T cells consists 
of a positive HLA-specific selection, giving rise to a CD4 or 
CD8 positive phenotype based on HLA-I or HLA-II recogni-
tion, and elimination of self-antigen specific T cells during 
negative selection.10 CD4 positive T cells, also named 
T helper cells, recognize HLA-II bound peptides and control 
the activity of the immune system through cell-cell contacts 
and the release of cytokines. CD8 positive cytotoxic T cells can 
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target HLA class I bound peptides and directly kill malignant 
cells through the release of cytolytic granules. Despite many 
self-reactive T cells being eliminated, the presence of T cells 
targeting self-peptides is commonly observed and these can 
contribute to some autoimmune diseases.

Neoantigen-reactive T cells recognize non-self 
tumor-specific peptides presented on HLA

After leaving the thymus, T cells are tolerized to most of the 
body’s own peptide HLA complexes (pHLA). Yet, to function 
in the context of cancer, a TCR must recognize an antigen 
arisen from the body’s own cells. Many of the first identified 
tumor antigens recognized by T cells were shared antigens 
expressed in melanoma cells and at a lower level in healthy 
melanocytes.11 As a result of the divergence of tumor cells from 
normal cells, tumors can process and present non-mutated and 
mutated peptides which can elicit T cell responses. These can 
be categorized into i) tumor-associated antigens with low 
tumor specificity. This category includes antigens that are over-
expressed by tumor cells but are also present at lower levels in 
normal cells or specific tissues; ii) tumor-specific antigens 
including cancer testis antigens, which are derived from reac-
tivated embryonic or developmental genes, or neoantigens.12,13

As defined by the etymology of the word, neoantigens are 
“new” or non-self-protein products that are capable of indu-
cing an immune response. These can originate from mutated 
gene products, expression of viral oncoproteins and unconven-
tional antigens such as aberrant splicing and translation.14 

Such antigens escape central tolerance and are exquisitely 
tumor-specific. These features render them exceptionally 
attractive to treat cancer and offer a target space that cannot 
easily be accessed by bispecific antibodies or CAR-T-based 
therapies. Recent studies suggest that T cell responses in 
patients with melanoma are dominated by neoantigens arising 
from tumor-specific somatic mutations.15

While there is an emerging interest in neoantigen identifi-
cation either for predicting response to immunotherapy or to 
develop personalized clinical interventions targeting them, 
there has been an increasingly relaxed and inaccurate usage 
of this term in the last years. Bona fide neoantigens are natu-
rally processed and presented on HLA and capable of eliciting 
a T cell response and thus require immunogenicity testing.16 

This should be distinguished from non-self peptides predicted 
to bind to HLA or eluted from cell surface HLA lacking 
a confirmed T cell response, which should be referred to as 
predicted, putative, or candidate neoantigens.

For T cells the presence of their cognate peptide on the 
cell surface may suffice to induce an immune response 
against the tumor cells. However, not all mutations are 
equally well suited for cell therapy. An important aspect is 
their clonal expression within the tumor.17 Mutations can be 
separated into two categories: i) truncal mutations expressed 
in all tumor cells often including driver mutations; ii) 
branch mutations expressed in a subset of tumor cells fre-
quently consisting of passenger mutations. The T cell reper-
toire in lung cancer was shown to consist of T cell clones 
specific for truncal and branch mutations.18 Targeting trun-
cal mutations offers the opportunity to level a response 

against the majority of the malignant cells. However, truncal 
neoantigens are rare and may have escaped immune recog-
nition due to early immune selection. As mentioned before, 
truncal neoantigens are not necessarily driver genes. 
Nevertheless, Rosenberg and his colleagues have identified 
immunogenic mutations in RAS, TP53, and other drivers of 
tumorigenesis.14

Non-synonymous amino acid substitutions including dele-
tions, gene fusions, chromosomal translocations, and alterna-
tive splicing events may give rise to truly novel peptides. Recent 
technological advances in sequencing allow to identify these 
abnormalities from tumor biopsy material (Figure 1a) and 
enable the identification of candidate neoantigens in 
a personalized fashion. In the future, circulating tumor cells 
or circulating tumor DNA (ctDNA), may also be a valuable 
source for the detection of putative antigens. Currently, analy-
sis of personal ctDNA is limited to monitoring of limited gene 
subsets.19 The demand for DNA quantity and the cost of deep 
sequencing presently prevents routine implementation of this 
technology for identification of candidate neoantigens.

In silico prediction of potentially immunogenic peptides is 
commonly used to identify tumor-specific candidate neoanti-
gens from non-synonymous mutations (Figure 1b). The 
advances in predicting T cell epitopes were comprehensively 
summarized recently.20 The main challenges identified by the 
authors include benchmarking prediction algorithms in large 
data sets and across multiple alleles, the limitations of whole 
exome sequencing (WES) compared to whole genome sequen-
cing (WGS), and the default addition of RNA sequencing 
(RNAseq) to workflows to exclude candidate variants that are 
not expressed. The authors proposed as final goal to reverse the 
approach by predicting the TCR-specific epitope from a TCR 
sequence of unknown specificity.

Novel methodologies like deep learning and artificial intel-
ligence are used to further increase the accuracy of 
predictions.21 A delicate balancing between sensitivity and 
specificity is required in the pipeline for the prediction of 
candidates as it was substantiated by the comparative study 
of the TESLA consortium.22 While filtering out 98% of non- 
immunogenic peptides with more than 70% precision is a leap 
forward, indications with low mutational burden which were 
not studied might require an even higher precision.

An additional methodology to identify candidate neoantigens 
is based on immunopeptidomics.23 In this approach, pHLAs are 
immunoprecipitated, the peptides eluted and analyzed by 
a tandem MS/MS workflow and matched to a personalized data-
base including all known coding proteins and the non- 
synonymous amino acid sequences to identify the candidate 
mutated minimal epitope. In contrast to the previously described 
technologies, immunopeptidomics also allows the discovery of 
post-translationally modified peptides such as 
phosphopeptides.24 While such methods are not dependent on 
predictions, they lack sensitivity and are therefore biased to under-
estimate the true neoantigen burden. They also suffer from rela-
tively high tissue demand required for the analysis. Thus, mutated 
peptides are only rarely detected from patient materials using 
immunopeptidomic-based approaches.25

Both in silico prediction and immunopeptidomics are cap-
able of identifying putative neoantigens, which are more likely 
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to be presented on HLA of tumor cells. However, for both 
approaches functional T cell assays are required to evaluate the 
immunogenicity of the identified peptides and confirm them to 
be true neoantigens. In the next sections, we will summarize 
the most recent advances in the development of such T cell- 
based high-throughput screening platforms. These platforms 
not only enable the identification of immunogenic peptides but 
can also be used to enrich for neoantigen-specific T cells or to 
isolate neoantigen-specific TCRs for therapeutic use in ACT.

T-cell epitope identification using high-throughput 
T cell antigen discovery platforms
We start with highlighting recent technologies, which are par-
ticularly suited for identifying the exact immunogenic epitope 
targeted by a specific T cell or the TCR in a cellular context. In 
one such approach, libraries of antigen-presenting bifunctional 

receptors (SABRs) are introduced into target cells and used to 
screen Jurkat cells modified to express a TCR of interest26 

(Figure 2a). SABRs are composed of a pHLA complex and an 
additional intracellular signaling domain which upon SABR 
engagement with a TCR induces a TCR-like signaling in the 
target cells. The reporter gene GFP under control of NFAT is 
consequently expressed and GFP positive cells are sequenced 
to determine the cognate peptide. A similar approach is fol-
lowed by pMHC–TCR (MCR) hybrid molecules27 (Figure 2b). 
The hybrids comprise the extracellular part of MHC with 
directly tethered peptides and fused to the transmembrane 
and intracellular domain of the TCR chain. In TCR-deficient 
T cell hybridomas, the MCRs are associated with the native 
CD3 complex and used to induce an NFAT reporter system. 
With this setup, the Kopf lab was able to identify CD4 T cell 
epitopes from libraries covering whole tumor peptidomes.27 

However, the aforementioned technologies require the 

Figure 1. Overview of the ACT process. a) Mutations in the tumor are identified by sequencing of the biopsy material (WES, WGS and/or RNAseq). Mutations are 
analyzed and possible epitopes are discovered. b) Epitopes may be encoded on a DNA/RNA level, for example as tandem minigenes, or peptide level as minimal and 
long variants depending on the requirements of the selection technology used c) Two major sources are currently used for T cells: TILs expanded from tumor biopsies or 
lymphocytes isolated from blood. d) Reactivity of T cells to epitopes can by analyzed by binding of pHLA multimers (1) or functional assays (2). e) Eventually, T cells are 
expanded for infusion. Either reactive cells are directly grown to huge numbers with the risk of exhaustion and terminal differentiation or the TCR sequence is extracted 
and freshly sourced cells are genetically modified to express the desired TCR.
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generation of T cell clones or isolation of TCRs with confirmed 
tumor recognition. Whether they can be used to perform high- 
throughput detection of several T cell antigens starting with 
a mixed population of cells with variable frequency of tumor 
reactivity remains to be seen.

Another approach to identify epitopes without cell engi-
neering is based on trogocytosis (Figure 2c). During trogocy-
tosis, small membrane parts including their protein content are 
transferred from T cells to target cells during the duration of 
the immune synapse.28 Li and colleagues used the phenom-
enon to sort out target cells from a library of pHLA variants 
that were positive for T cell membrane proteins after co- 

incubation.29 By sequencing those positive cells, they were 
able to identify the specific epitopes targeted by the T cells.

T cells induce apoptosis in their target cells by activation of 
the caspase cascade via delivered serine proteases such as 
granzyme B (GzB). In a recently described approach, Kula 
et al. harnessed the cytotoxic potential of T cells to discover 
immunogenic antigens.30 T-scan (Figure 2d), a co-culture- 
based assay capable of flagging target cells productively recog-
nized by T cells is based on GzB activation of a fluorescent 
marker in said target cells. The HLA-deficient target cells were 
transduced with a lentiviral library expressing a large number 
of antigens and the individual HLA allele of interest prior to 

Figure 2. Several T cell epitope discovery technologies based on encoding antigens in a cellular library were developed. a) Antigen-presenting bifunctional receptors 
(SABRs) extend the function of HLA to also elicit an intracellular signal upon engagement with a TCR from a T cell. Consequently, NFAT dependent GFP expression is 
induced in cells of the library coding for T cell epitopes. b) pMHC–TCR (MCR) hybrid molecules have the target peptide directly tethered to MHC and the transmembrane 
and intracellular domain have been replaced by the TCR chain. The hybrids therefore engage in the CD3 complex and binding of a TCR to the MCR hybrid results in NFAT 
dependent GFP expression. c) Trogocytosis is the transfer of membrane fragments including their protein content during cellular contacts in the immune synapse. APCs 
are selected based on the presence of transferred T cell parts for the analysis of their presented antigens and thus allowing to discover the T cell epitope. d) Reactive 
T cells deliver serine proteases such as granzyme B (GzB) to induce apoptosis in their target. The T-scan technology utilizes the enzymatic activity of GzB to distinguish 
cells presenting T cell epitopes from those that don’t. IFP is engineered with a linker splitting the protein and as a result keeping it inactive. However, enzymatic 
cleavage of the linker triggers the fluorescence of IFP in productively recognized cells. e) The enzymatic activity of GzB can also be used in a FRET shift assay using CFP/ 
YFP. The functional activity of GzB here spatially separates the FRET pair und thus members of the library presenting a T cell epitope lose their FRET activity. f) The yeast 
display system can be modified to present pHLA on the surface. TCRs of interest are tetramerized and labeled with a fluorochrome. The yeast cells displaying the TCR 
epitope can so be stained and selected. After multiple rounds the enriched yeast populations is sequenced for the displayed antigens.
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the co-culture. In addition, the endogenous CAD nuclease was 
replaced with its inactive form to prevent genomic fragmenta-
tion and target cell apoptosis. At the end of the co-incubation 
period fluorescent cells, presumably exposed to GzB secreted 
by T cells following antigen-specific stimulation, were sorted 
and sequenced to reveal the epitope of the T cell. This method 
was shown to enable genome-wide antigen discovery. A similar 
approach was developed by Sharma et al. using a Förster reso-
nance energy transfer (FRET)-shift reporter based on GzB 
cleavage31 (Figure 2e). Initially, the FRET pair is held in proxi-
mity by a linker allowing energy transfer between the two, 
which can be detected by flow cytometry. When the linker is 
cleaved by GzB, the two moieties are released and they leave the 
immediacy required for FRET. Thus, GzB cleavage ablates the 
FRET signal in cells targeted by T cells. Minigenes encoding the 
epitope and the FRET pair were virally introduced into target 
cells and co-cultured with T cells. Target cells with low FRET 
were isolated before GZB-induced apoptosis by FACS. Their 
encoded minigene can be sequenced to determine the exact 
epitope recognized by the T cells.

A yeast display-based approach was conceived by Chris 
Garcia and his coworkers (Figure 2f). By using recombinant 
expression of pHLA in yeast, they were able to construct a yeast 
display antigen library. The library was used to interrogate the 
specificity of orphan T-cell receptors isolated from tumor- 
infiltrating lymphocytes in a colorectal adenocarcinoma 
setting.32 Serial enrichment of specific pHLA contained in the 
pHLA yeast display library was performed through consecutive 
flow of the library through a column containing beads coated 
with TCR multimers. This method underscores the promiscu-
ity of TCRs, as this approach often led to the identification of 
a number of peptides recognized by a single TCR. While this 
can hinder the identification of the actual peptide recognized 
by T cells, this method can be leveraged to analyze peptide 
mimicry and anticipate potential toxicities.

Identification and enrichment of neoantigen-specific 
T cells

tologous tumor-specific T cells are commonly sourced from 
tumors where the neoantigens are expressed. As early as the 
1980s, the field shifted from treating patients with lymphokine- 
activated killer (LAK) cells33 to harnessing tumor-infiltrating 
lymphocytes (TIL) expanded from biopsies.34 Pioneering 
immunotherapy studies were conducted at the Surgery 
Branch of the U.S. National Cancer Institute by Steven 
A. Rosenberg and colleagues.35 In 2002, they showed complete 
remission in metastatic melanoma patients using 
a combination of lymphodepleting chemotherapy followed by 
TIL infusion and high dose IL-2 treatment.36 While such an 
approach holds great promise, the numbers of TILs are limited 
in some tumors. Furthermore, homing of T cells to tumors is 
not solely an antigen-dependent process,37 thus T cells with 
other specificities were shown to reside in tumors.38–40 

Neoantigen-reactive T cells are frequently detected in tumors, 
including melanoma,41–43 gastrointestinal,44,45 breast,46,47 

lung,48 and head and neck cancers.49 Their frequency is highly 
variable between cancer indications, within tumor indications 
and even within an individual tumor. Dominant neoantigen- 

specific clones can be detected in some tumors, but they often 
represent a relatively rare subpopulation of the tumor-resident 
repertoire.40,44,50 A second emerging source for neoantigen- 
specific T cells is the blood of patients (Figure 1c). The sam-
pling is less invasive in contrast to tumor biopsies and is thus 
readily available for most patients. Although less frequently 
pursued, tumor-specific T cells can also be derived from 
other body fluids such as urine,51 ascites, and pleural 
effusions.52

Several methods and markers have been suggested for the 
enrichment of tumor-reactive T cell clones. PD-1 is an inhibi-
tory receptor expressed on acutely or chronically stimulated 
T cells. PD-1 positive TILs grown from melanoma samples 
showed higher tumor reactivity after in-vitro expansion and 
tumor-specific IFNγ production when compared to PD-1 
negative TILs.53 PD-1 positive TILs and PD-1 positive blood- 
derived T cells have also been shown to be enriched in neoanti-
gen-reactive clones, compared to the PD-1 negative 
counterparts.54,55 Eventually, PD-1 negative T cells were 
shown to overgrow the more relevant PD-1 positive popula-
tion, potentially limiting the efficacy of the therapy and high-
lighting the importance of selecting T cell subsets enriched for 
tumor recognition.56 TIM-3 is a co-inhibitory receptor 
restricted to IFNγ-producing T cells. TIM-3 and PD-1 were 
shown to be co-expressed on tumor-resident cytotoxic lym-
phocytes capable of recognizing autologous tumor,55 but not 
on the circulating population from which the neoantigen- 
reactive T cells were identified.54 Selection based on activation- 
induced expression of 4–1BB after overnight rest in cytokines 
proved a viable strategy to select for tumor-reactive T cells.57 

4–1BB positive TILs were also shown to contain neoantigen- 
reactive TCRs.58 In another study, T cells recognizing mutated 
KRASG12D and KRASG12V variants were isolated from the 
memory pool (CD62L and CD45RO) in combination with 
vitro sensitization (IVS; see below) and 4–1BB as a marker to 
select for neoantigen-specific lymphocytes.59 The activation 
marker LAG-3 was also shown to be co-expressed on PD-1 
positive tumor-resident T cells.54,55 CD39, another T cell acti-
vation marker, discriminates infiltrating lymphocytes into 
bystander and tumor reactive cells.38 CD39 positive preselec-
tion was further combined with CD103, a tissue residence 
marker, as an additional metric.60 An alternative approach to 
enrich reactive T cells is IVS. This method typically involves 
serial stimulation of PBMCs in presence of antigen-loaded 
DCs45 or more recently using patient-derived organoids.46

In summary, the application of such enrichment approaches 
for the identification of neoantigen-specific T cells is not without 
apprehension. None of the methods or markers are currently 
able to specifically identify neoantigen-specific T cells61 and may 
therefore miss tumor-specific T cells. Nevertheless such 
approaches may be useful to enrich neoantigen-reactive T cell 
prior to further downstream processing39 in particular when 
aiming to identify neoantigen-specific lymphocytes in peripheral 
blood. Ultimately, the specificity and functionality of neoanti-
gen-reactive T cells need to be verified by their ability to recog-
nize and kill their target cells (Figure 1d). In the following 
section, we present separate technologies to verify the specificity 
and functionality of neoantigen-specific T cell. In reality, how-
ever, the different approaches were used as complementary 
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supportive readouts in many studies. The development of these 
technologies often happened in parallel, but for the purpose of 
this review, we will present them separately.

Detection of neoantigen-specific T cells using recombinant 
peptide HLA multimers

The binding strength between a single TCR and its target pHLA is 
mostly in the range of 10 to 200 μM and thus comparably weak 
compared to antibodies and their ligands. Only after multimeriza-
tion of soluble peptide HLAs, the Davis lab managed to study the 
binding of pHLA tetramers to T cells and correlate the binding 
capability with T cell cytotoxicity.62 The commonly used tetra-
meric structure is composed of four biotinylated HLA molecules, 
refolded in the presence of the target peptide, and multimerized 
using fluorochrome-conjugated streptavidin (Figure 3a). Binding 
of these molecules to T cells is typically detected using a flow 
cytometer. The history of the pHLA multimer development was 
comprehensively recapitulated in a recent review.63

Three major advances have contributed to make pHLA 
multimers a useful tool for the identification of neoantigen- 
specific T cells. Adding the peptides for each pHLA during 
refolding is cumbersome when studying a large library of 

mutated peptides. To circumvent this problem, peptides of 
choice can be loaded via ligand exchange.64,65 This technology 
allows to produce and refold one recombinant HLA with a UV 
sensitive ligand that can be cleaved and exchanged with the 
desired peptides as needed (Figure 3b). Empty but peptide- 
receptive HLA molecules can also be generated by stabilizing 
mutations in the HLA α-chain, as recently shown for HLA- 
A*02:01 by the Hadrup lab.66

Secondly, pHLA tetramers may underrepresent the reactive 
T cell population due to the high affinity required to stain 
positive.67 The relatively low avidity of pHLA tetramers is 
especially problematic when trying to identify TCRs with low 
affinity. Of note, the actual binding valency may not be iden-
tical to the multimerization factor. A tetramer does thus not 
necessarily bind with all four possible sites simultaneously. The 
use of dextran as a scaffold has allowed the generation of 
higher-order multimer structures and valencies68 (Figure 3c). 
Dextramers also enabled to place additional fluorochromes to 
brighten the staining.

Despite these improvements in increasing the avidity of 
pHLA multimers, the parallel screening of libraries of pHLAs 
was limited by the availability of channels in flow cytometry. 
To overcome this limitation, studies shifted to encoding 

Figure 3. Reading out binding between pHLA and T cells requires multimerization of the pHLA reagent. Biotinylated HLA molecules are refolded with a) peptide or b) 
UV-breakable ligand present. Ligand exchange allows to replace the UV-breakable ligand with a peptide in the folded HLA. Peptide loaded HLA molecules are 
tetramerized via the streptavidin-biotin interaction. Fluorochromes attached to streptavidin allow to quantify binding of the tetramers to T cells in for example flow 
cytometry. c) Tetramers were succeeded by dextramer-based constructs to overcome low-affinity binding by higher avidities. d) Encoding the antigen information on 
DNA barcodes instead of fluorochromes increased the number of different epitopes analyzable in parallel.
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strategies that allowed detection of 25 to 50 different variants 
in parallel in a single sample using FACS69 or CyTOF70 and 
potentially unlimited variants using DNA-barcoded multi-
mers more recently62 (Figure 3d). These innovations have 
enabled the screening of large numbers of potential neoanti-
gens. The TetTCRseq technology further advanced the con-
cept by linking the TCR sequence and its antigens at the 
single cell level.71 Binding of multiple but different pHLA 
variants to a single T cell can be quantitatively read out in 
a high-throughput manner to capture also peptide mimicry. 
However, current protocols require the lysis of the cells to 
read-out the DNA barcode rendering subsequent T cell 
expansion impossible.

Recent smaller improvements in the pHLA multimer tech-
nology including the use of brighter fluorochromes, the addi-
tion of protein kinase inhibitors, and anti-co-receptor 
antibodies have further boosted the usefulness of pHLA multi-
mer for the identification of tumor-specific T cells.72 The ease 
of use and the ability to run high-throughput assays have all 
contributed to the wide-spread use of pHLA multimer tech-
nology in the field. Recent publications have shown that 
improved protocols indeed detect more relevant T cell 
populations,73 and that selection of neoantigen-reactive 

T cells is possible by pHLA multimer staining.74,75 However, 
there are also important method-intrinsic limitations of the 
pHLA multimer technology, which we will discuss below.

To construct pHLA multimers for neoantigen discovery, 
the exact peptide sequence of the putative neoantigen is 
required. Frequently, candidate minimal epitopes are 
deduced from in silico predictions (see above). Thus, rare 
HLA variants pose an additional challenge since the current 
algorithm parameters have not been extensively optimized 
for many of these variants. Predictions of HLA class II 
peptides and the technology to generate HLA class II multi-
mers are not as far advanced as for class I, but substantial 
progress has been made in the last years.76 Notably, afford-
able synthesis of peptides in sufficient quality for large-scale 
screening of peptide libraries still remains a bottleneck 
today. An additional limitation arrives from the low fre-
quency of tumor-reactive T cells and their challenging iso-
lation. Flow cytometry-based capture was shown to only 
retrieve about half of the expected cells in a spike-in 
experiment.77 The authors of this study hence conceived 
a magnetic nanoparticle-based pHLA avidity reagent to 
improve the recovery to 94% for T cells with low preva-
lence (0.1% to around 1%). Eventually, a further limitation 

Figure 4. T cell activation upon engagement with antigen presenting cells. a) Synthetic peptides in long and short form as well as tumor material such as cells or 
amplified RNA can be used as sources for the epitope. Tandem minigenes can also be transfected in APCs. b) A reactive T cell can be identified by secretion of cytokines, 
proliferation of the T cell or upregulation of markers by various methods such as for example ELISPOT, ELISA, flow cytometry and RNAseq.
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originates from biology. Binding of T cells to pHLA multi-
mers does not automatically equal reactivity.

Functional assays to identify neoantigen-specific T cells

Identification of ex vivo acutely stimulated T cells is currently 
addressed with several technologies. All these assays rely on the 
availability of cellular targets for T cell activation (Figure 4a). 
In principle, three types of target cells are available: profes-
sional antigen-presenting cells (APCs), tumor cells, and artifi-
cial APCs. APCs can be pulsed with synthetic peptides, 
representing all mutated peptides identified by tumor WES 
and predicted to bind to the patient-specific HLA molecules 
as well as peptides eluted from cell surface HLA of tumor 
cells.78 Alternatively, APCs can also be pulsed using tumor- 
specific material, such as apoptotic tumor cells at the cost of 
not knowing which antigens are recognized by T cells.70 In 
multiple myeloma, it was shown that autologous APCs fed with 
tumor cells were able to generate a pool of T cells that recog-
nized and killed autologous tumor cells.79 Furthermore, trans-
fection of renal carcinoma derived mRNA into DCs and 
amplified tumor DNA from prostate cancer were used to create 
polyclonal cancer-specific cells.80,81 An important limitation of 
this approach is the amount of tumor derived material required 
to run such screens. With the advances of WES/WGS (see 
above), additional synthetic alternatives were proposed to 
overcome these limitations.

The development of tandem minigenes (TMG) has circum-
vented the need to predict or identify the exact minimal epi-
tope presented by HLA.41,43 In this approach, each mutated 
minigene encodes for the identified mutation flanked by at 
least twelve neighboring natural amino acids on each side. 
Moreover, minigenes can be assembled into a tandem mini-
gene by concatenating them into a single ORF. Recent experi-
mental evidence suggests that the order is of relevance in 
certain cases.82 Most commonly RNA encoding for the TMG 
identified by WES are transfected into autologous APCs, which 
will express, process, and present peptides on cell surface HLA- 
I and, potentially, HLA-II. As an alternative, long peptides can 
also be synthesized and pulsed into APCs.83

T cells activated by above-mentioned approaches can be 
identified using several different assays. Isolation of doublets 
of T cells and APC through fluorescence-activated cell sorting 
(FACS) was shown to catch cells in the moment of a long- 
lasting immune synapse, enabling to identify the exact TCR 
capable of recognizing a unique antigen.84 However, rare 
neoantigen-reactive T cells may be hard to capture routinely 
using such a method.

Both secreted cytokines and surface protein expression can 
be exploited to identify reactive T cells (Figure 4b). IFNγ is 
secreted by activated T cells and is known to promote tumor 
rejection. IFNγ production can be analyzed using different 
assays including ELISA, ELISPOT,85 intracellular cytokine 
staining followed by FACS analysis.77 The latter two assays 
allow measurements of IFNγ levels at the single-cell level. In 
one study, B cells were pulsed with 31-residue mutated pep-
tides, identified from tumor whole-exome-sequencing and 
RNA-sequencing, and secretion of IFNγ by CD4 positive 
T cells was detected by ELISA.83 CD107a/b has proven 

a valuable marker to detect degranulation, another T cell effec-
tor function acquired following antigen stimulation.86 4–1BB is 
expressed acutely after antigen encounter and was shown to be 
an effective way to identify T cells specific for Wilms tumor 
antigen57 and mutated tumor-associated antigens.58

In an alternative approach, tumor-reactive TCRs were iden-
tified from activated T cells by single-cell RNA sequencing 
based on an IL-2 and IFNγ high signature.87 This study also 
highlighted the importance of the time point to measure the 
different activation markers. 4–1BB and PD-1 were both 
shown to be poor indicators of early stimulation, while IFNγ 
and to a limited degree IL-2 discriminated reactive from non- 
reactive lymphocytes more efficiently.

Reactive T cells can also be identified by combining immune 
assays with large-scale sequencing. In recent developments, 
scientists from Adaptive Biotechnologies successfully showed 
that the combination of immune receptor sequencing plus 
immune assays is able to identify tumor-associated antigen- 
specific TCRs.88,89 The applicability of this technology for 
identifying low abundance neoantigen-specific T cells remains 
to be seen.

The read-out of many of the functional markers used to 
identify activated T cells is very time sensitive. Their successful 
use requires precise understanding of the underlying signaling 
biology to set the ideal time window for detection of T cell 
activation.90 Short-lived and non-accumulating signals further 
complicate this issue.

A further limitation is the availability of autologous APCs 
and tumor cells. Synthetic systems with engineered cells may 
partly overcome this issue. However, they suffer from the need 
to match all or many of the patient’s HLA allelic variants.

Lastly, even some TCRs recognizing peptides in the context 
of cells (APCs) did not show reactivity to tumor cells present-
ing the same peptide91 highlighting the need to ultimately use 
tumor cells to validate T cell reactivity. However, their avail-
ability remains a major limitation in many clinical settings. 
Further development of patient-derived tumor organoids may 
help to overcome this limitation.92,93

Conclusion and future perspective

ACT targeting neoantigens has come a long way, but there are 
still many hurdles ahead before its wide-spread use in the 
clinic. The technological advances of the last two decades 
have made ACT a priority for both academic and industry 
researchers. There are now over 100 clinical trials based on 
ACT in different cancer indications according to “clinicaltrials. 
gov”. Currently, only a few of those trials are targeting neoanti-
gens and most focus on melanoma.

In this review, we omitted describing the potential influence 
of the selection of the tumor type and biomarkers on the 
success of ACT. Promising results were initially observed in 
melanoma patients. However, melanoma is a relatively immu-
nogenic cancer with brisk T cell infiltrate due to its high 
neoantigen load.94 Immunogenic antigens are a function of 
the mutation frequency of the cancer and hence were postu-
lated to serve as a biomarker.95 Consistent with this, metastatic 
melanoma patients with a higher tumor mutational burden 
were more likely to respond to (non-selected) TIL therapy. 
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However, the influence of the tumor mutational burden on the 
success of ACT targeting specific neoantigens is unclear.

The number of different TCRs and/or target specificities in 
the transferred product may also play a role in the success of 
ACT. Unselected TIL products are regularly a mixed popula-
tion and early on the limitations of single specificities were 
recognized.94 However, the effect on the efficacy has to date not 
been systematically explored. It would be desirable to combine 
multiple specificities across all HLA types present on tumor 
cells to hinder resistance development (see below). Yet, the 
abundance of ideal neoantigens may be too low in certain 
tumor types.

We summarized the challenges to derive an autologous 
adoptive T cell therapy targeting personalized neoantigens. 
An ideal neoantigen has the following characteristics. 1) 
Sufficiently different from its natural counterpart to prevent 
reactivity against healthy tissue and overcome T cell tolerance 
mechanisms, 2) High expression levels, 3) Adequately pro-
cessed and presented on HLA to be visible for the adoptively 
transferred T cells, and 4) Truncal to the tumor to allow 
targeting of all tumor cells. With more TCRs reactive to neoan-
tigens arising from driver mutations being discovered, their 
contribution to clinical efficacy will be elucidated in the future. 
A recent article further suggested that the choice of the specific 
target antigen, particularly regarding its function and regula-
tion, also influences the clinical outcome and resistance follow-
ing ACT.96 Currently, no single technology is capable to assay 
all these characteristics. This list represents a way to prioritize 
neoantigen candidates identified by WES/WGS using the full 
spectrum of available methods. The latest developments for 
epitope identification in target cells provide methods to screen 
a huge potential antigenic space, but more work is needed 
thereafter to identify the reactive T cells or their TCR, particu-
larly when their frequency is relatively low.

Despite all the progress, identifying and isolating neoantigen- 
reactive T cells remains challenging today. The long experience 
with multimer staining and the advances in this technology over 
the last two decades, support their use for ACT. However, the 
prerequisite to deduce the minimal epitope and the lack of func-
tional readouts makes them insufficient on their own. Functional 
assays able to detect activated T cells based on cellular readouts 
have the potential to overcome many of these shortcomings, but at 
the cost of an increased technical complexity. Furthermore, such 
assays have their own limitations including availability of auto-
logous cells or the necessity to match HLA of engineered cells to 
the HLA of patients.

T cell expansion for infusion remains technically challenging 
and time-consuming (Figure 1e). It adds significant delays before 
an ACT product is ready to be used and time is critical for many 
cancer patients. In addition, rapid expansion protocols used to 
achieve the numbers required for transfer may drive T cell toward 
functional exhaustion. Of note, T cell exhaustion is a broad term 
with blurry definition borders.97 Although this is a sufficiently 
complex topic on its own, there is a trend toward the development 
of TCR modified T cells supported by the advances in cell single 
TCR sequencing98 and the progress of non-viral gene editing of 
T cells.99 Especially, T cells with orthotropic T-cell receptor repla-
cement, which preserve near-physiological function, seem like 
a promising way forward.100 Worth mentioning, a recent study 

revealed a dynamic dysfunctional immune macroenvironment, 
the immune system beyond the tumor microenvironment, due 
to the cancer burden.101 Hence, it is possible that even freshly 
sourced T cells from the blood of some cancer patients may be 
dysfunctional. So the immune system in cancer patients is affected 
in such a way that even freshly sourced T cells from the blood may 
be unsuitable for ACT. Allogenic adoptive T cell therapy and 
healthy donor-derived T cells for neoantigens may provide an 
alternative therapeutic approach for such patients.102

Another important point to consider in the production of 
T cells is the metabolic state of the transferred product. 
Metabolic fitness and T cell function are closely related and 
ways to target the T cell metabolism were recently reviewed.103 

For example, transient glucose restriction104 and using stem- 
like CD8 cells105 were shown to improve the efficacy of T cells 
in ACT approaches.

The immune response to neoantigens can also be mounted 
by vaccination, preferentially in combination with checkpoint 
inhibitors and promising early stage data have been reported 
recently.106 Tumor vaccines may consist of cells, peptides, or 
mRNA, and their role in immunotherapy was recently 
reviewed.107 Notably, the technologies applied for such neoan-
tigen vaccines108 have also enabled the development of the first 
approved SARS-CoV-2 vaccine.109 For vaccines, neoantigen 
candidates are often administered without prior confirmation 
of immunogenicity. While administration of unconfirmed hits 
supports the shorter development time lines for personalized 
vaccines, it may enfeeble the efficacy of such vaccines.

The possible therapy escape and resistance mechanism are 
also not covered in this review. However, it is fair to assume 
they might be similar to the ones faced in CAR-T110 and 
checkpoint inhibitor therapies.111 Particularly, loss of antigen 
was shown to occur in relapse patients after CAR-T therapy. It 
is likely that patients may relapse after ACT due to loss of HLA 
expression or antigen presentation. The combination of ACT 
with therapies that counter the loss of antigen presentation 
may hold great promise. NK cells target cells that exhibit loss 
of HLA expression and therapies enhancing NK cell function 
might be good combination partners for ACT-based therapies. 
Another promising approach is the combination of ACT with 
approaches that induce epitope spreading and a robust endo-
genous response, which were shown to prevent the escape via 
antigen-loss.112 Epitope spreading was, for example, observed 
when the APC growth factor Flt3L was introduced in adop-
tively transferred T cells.113 Eventually, combinatorial thera-
pies overcoming other resistance mechanisms such as PD-1 
blockade114 may also prove valuable in the ACT setting, and 
this is currently under investigation.

While we exclusively discussed autologous ACT 
approaches, adoptive transfers of T cells carry a risk of indu-
cing autoimmune diseases in patients. Hence, it will be impor-
tant to screen TCRs for off-target and on-target off-tumor 
specificities, particularly for affinity enhanced variants.115 

While this adds additional complexity and potential delays, 
safety is a non-disputable feature. Safety aspects of T cells 
therapies have also been discussed in great detail elsewhere.116

With more and more ACT therapies moving forward we 
will face to a greater extent the question how much to engineer 
the T cells before the adoptive transfer. A summary of possible 

ONCOIMMUNOLOGY e1869389-9



intervention points in signal one, two, and three of T cells to 
overcome current issues and to improve their utility was 
recently published.117 We predict the arrival of a second gen-
eration of further engineered T cells building on the learnings 
from TIL and current ACT products and facilitated by the 
advances in gene editing. However, if the additional benefit 
of such designer T cells justifies the driven up cost in this 
already expensive personalized setting remains to be seen. 
Adoptive T cell therapy targeting neoantigens has the potential 
to contribute to the next wave of innovative interventions 
currently spearheaded by CAR-T therapies.

Acknowledgments

Figures were generated with BioRender.com

Conflicts of interest

Florian Kast reports employment with Roche. Christian Klein, Pablo 
Umaña and Stephan Gasser report employment, stock ownership and 
patents with Roche. Alena Gros reports grants from Novartis, grants 
from VCNBiosciences, grants from Merck KGaA, personal fees from 
Roche “Speaker”, personal fees from Achilles Therapeutics “Consultant”, 
personal fees from Genentech “Consultant”, and personal fees from Pact 
Pharma “Consultant” outside the submitted work; in addition, Alena Gros 
has a patent for E-059-2013/0 licensed and with royalties paid from Intima 
Bioscience Inc., Intellia Therapeutics, Inc., Tailored Therapeutics, LLC, 
Cellular Biomedicine Group, Inc., Geneius Biotechnology, Inc., a patent 
for E-085-2013/0 licensed and with royalties paid from Intima Bioscience 
Inc., Intellia Therapeutics, Inc., Geneius Biotechnology, Inc., and a patent 
for E-149-2015/0 licensed and with royalties paid from Intima Bioscience 
Inc., Intellia Therapeutics, Inc., Tailored Therapeutics, LLC.

References

1. Wong P, Pamer EG. CD8 T cell responses to infectious pathogens. 
Annu Rev Immunol. 2003;21:29–70. doi:10.1146/annurev. 
immunol.21.120601.141114.

2. Waldman AD, Fritz JM, Lenardo MJ. A guide to cancer immu-
notherapy: from T cell basic science to clinical practice. Nat Rev 
Immunol. 2020 May 20;1–18. doi:10.1038/s41577-020-0306-5.

3. Krishnamurthy A, Jimeno A. Bispecific antibodies for cancer ther-
apy: A review. Pharmacol Ther. 2018;185:122–134. doi:10.1016/j. 
pharmthera.2017.12.002.

4. June CH, O’Connor RS, Kawalekar OU, Ghassemi S, Milone MC. 
CAR T cell immunotherapy for human cancer. Sci. 2018;359 
(6382):1361–1365. doi:10.1126/science.aar6711.

5. Neefjes J, Jongsma MLM, Paul P, Bakke O. Towards a systems 
understanding of MHC class I and MHC class II antigen 
presentation. Nat Rev Immunol. 2011;11(12):823–836. 
doi:10.1038/nri3084.

6. Embgenbroich M, Burgdorf S. Current concepts of antigen 
cross-presentation. Front Immunol. 2018;9(JUL):1643. 
doi:10.3389/fimmu.2018.01643.

7. Boegel S, Löwer M, Bukur T, Sorn P, Castle JC, Sahin U. HLA and 
proteasome expression body map. BMC Med Genomics. 2018;11 
(1):36. doi:10.1186/s12920-018-0354-x.

8. Fisher JPH, Heuijerjans J, Yan M, Gustafsson K, Anderson J. γδ 
T cells for cancer immunotherapy: A systematic review of clinical 
trials. OncoImmunol. 2014;3(1):e27572. doi:10.4161/onci.27572.

9. Daley SR, Teh C, Hu DY, Strasser A, Gray DHD. Cell death and 
thymic tolerance. Immunol Rev. 2017;277(1):9–20. doi:10.1111/ 
imr.12532.

10. Sebzda E, Mariathasan S, Ohteki T, Jones R, Bachmann MF, 
Ohashi PS. Selection of the T cell repertoire. Annu Rev Immunol. 
1999;17(1):829–874. doi:10.1146/annurev.immunol.17.1.829.

11. Rosenberg SA. A new era for cancer immunotherapy based on the 
genes that encode cancer antigens. Immun. 1999;10(3):281–287. 
doi:10.1016/S1074-7613(00)80028-X.

12. Blankenstein T, Coulie PG, Gilboa E, Jaffee EM. The determinants 
of tumour immunogenicity. Nat Rev Cancer. 2012;12(4):307–313. 
doi:10.1038/nrc3246.

13. Coulie PG, van den Eynde BJ, van der Bruggen P, Boon T. Tumour 
antigens recognized by T lymphocytes: at the core of cancer 
immunotherapy. Nat Rev Cancer. 2014;14(2):135–146. 
doi:10.1038/nrc3670.

14. Leko V, Rosenberg SA. Identifying and targeting human tumor 
antigens for T cell-based immunotherapy of solid tumors. Cancer 
Cell. 2020 Aug. doi:10.1016/j.ccell.2020.07.013.

15. Lennerz V, Fatho M, Gentilini C, Frye RA, Lifke A, Ferel D, 
Wölfel C, Huber C, Wölfel T. The response of autologous T cells 
to a human melanoma is dominated by mutated neoantigens. Proc 
Natl Acad Sci U S A. 2005;102(44):16013–16018. doi:10.1073/ 
pnas.0500090102.

16. Garcia-Garijo A, Fajardo CA, Gros A. Determinants for neoanti-
gen identification. Front Immunol. 2019;10:1392. doi:10.3389/ 
fimmu.2019.01392.

17. Jamal-Hanjani M, Quezada SA, Larkin J, Swanton C. Translational 
implications of tumor heterogeneity. Clin Cancer Res. 2015;21 
(6):1258–1266. doi:10.1158/1078-0432.ccr-14-1429.

18. Joshi K, Robert de Massy M, Ismail M, Reading JL, Uddin I, 
Woolston A, Hatipoglu E, Oakes T, Rosenthal R, Peacock T, et al. 
Spatial heterogeneity of the T cell receptor repertoire reflects the 
mutational landscape in lung cancer. Nat Med. 2019;25 
(10):1549–1559. doi:10.1038/s41591-019-0592-2.

19. Jia Q, Chiu L, Wu S, Bai J, Peng L, Zheng L, Zang R, Li X, Yuan B, 
Gao Y, et al. Tracking neoantigens by personalized circulating 
tumor DNA sequencing during checkpoint blockade immunother-
apy in non-small cell lung cancer. Adv Sci. 2020;7(9):1903410. 
doi:10.1002/advs.201903410.

20. Peters B, Nielsen M, Sette A. T cell epitope predictions. Annu Rev 
Immunol. 2020;38(1):123–145. doi:10.1146/annurev-immunol 
-082119-124838.

21. Bulik-Sullivan B, Busby J, Palmer CD, Davis MJ, Murphy T, 
Clark A, Busby M, Duke F, Yang A, Young L, et al. Deep learning 
using tumor HLA peptide mass spectrometry datasets improves 
neoantigen identification. Nat Biotechnol. 2019;37(1). doi:10.1038/ 
nbt.4313.

22. Wells DK, van Buuren MM, Dang KK, Hubbard-Lucey VM, 
Sheehan KCF, Campbell KM, Lamb A, Ward JP, Sidney J, 
Blazquez AB, et al. Key parameters of tumor epitope immunogeni-
city revealed through a consortium approach improve neoantigen 
prediction. Cell. 2020;183(3):818–834.e13. doi:10.1016/j. 
cell.2020.09.015.

23. Yadav M, Jhunjhunwala S, Phung QT, Lupardus P, Tanguay J, 
Bumbaca S, Franci C, Cheung TK, Fritsche J, Weinschenk T, 
et al. Predicting immunogenic tumour mutations by combining 
mass spectrometry and exome sequencing. Nat. 2014;515 
(7528):572–576. doi:10.1038/nature14001.

24. Bassani-Sternberg M, Bräunlein E, Klar R, Engleitner T, Sinitcyn P, 
Audehm S, Straub M, Weber J, Slotta-Huspenina J, Specht K, et al. 
Direct identification of clinically relevant neoepitopes presented on 
native human melanoma tissue by mass spectrometry. Nat 
Commun. 2016;7(1):13404. doi:10.1038/ncomms13404.

25. Haen SP, Löffler MW, Rammensee HG, Brossart P. Towards new 
horizons: characterization, classification and implications of the 
tumour antigenic repertoire. Nat Rev Clin Oncol. 2020 Jun 
22;1–16. doi:10.1038/s41571-020-0387-x.

26. Joglekar AV, Leonard MT, Jeppson JD, Swift M, Li G, Wong S, 
Peng S, Zaretsky JM, Heath JR, Ribas A, et al. T cell antigen 
discovery via signaling and antigen-presenting bifunctional 
receptors. Nat Methods. 2019;16(2):191–198. doi:10.1038/s41592- 
018-0304-8.

27. Kisielow J, Obermair FJ, Kopf M. Deciphering CD4+ T cell speci-
ficity using novel MHC–TCR chimeric receptors. Nat Immunol. 
2019;20(5):652–662. doi:10.1038/s41590-019-0335-z.

e1869389-10 F. KAST ET AL.

https://doi.org/10.1146/annurev.immunol.21.120601.141114
https://doi.org/10.1146/annurev.immunol.21.120601.141114
https://doi.org/10.1038/s41577-020-0306-5
https://doi.org/10.1016/j.pharmthera.2017.12.002
https://doi.org/10.1016/j.pharmthera.2017.12.002
https://doi.org/10.1126/science.aar6711
https://doi.org/10.1038/nri3084
https://doi.org/10.3389/fimmu.2018.01643
https://doi.org/10.1186/s12920-018-0354-x
https://doi.org/10.4161/onci.27572
https://doi.org/10.1111/imr.12532
https://doi.org/10.1111/imr.12532
https://doi.org/10.1146/annurev.immunol.17.1.829
https://doi.org/10.1016/S1074-7613(00)80028-X
https://doi.org/10.1038/nrc3246
https://doi.org/10.1038/nrc3670
https://doi.org/10.1016/j.ccell.2020.07.013
https://doi.org/10.1073/pnas.0500090102
https://doi.org/10.1073/pnas.0500090102
https://doi.org/10.3389/fimmu.2019.01392
https://doi.org/10.3389/fimmu.2019.01392
https://doi.org/10.1158/1078-0432.ccr-14-1429
https://doi.org/10.1038/s41591-019-0592-2
https://doi.org/10.1002/advs.201903410
https://doi.org/10.1146/annurev-immunol-082119-124838
https://doi.org/10.1146/annurev-immunol-082119-124838
https://doi.org/10.1038/nbt.4313
https://doi.org/10.1038/nbt.4313
https://doi.org/10.1016/j.cell.2020.09.015
https://doi.org/10.1016/j.cell.2020.09.015
https://doi.org/10.1038/nature14001
https://doi.org/10.1038/ncomms13404
https://doi.org/10.1038/s41571-020-0387-x
https://doi.org/10.1038/s41592-018-0304-8
https://doi.org/10.1038/s41592-018-0304-8
https://doi.org/10.1038/s41590-019-0335-z


28. Joly E, Hudrisier D. What is trogocytosis and what is its purpose? 
Nat Immunol. 2003;4(9):815. doi:10.1038/ni0903-815.

29. Li G, Bethune MT, Wong S, Joglekar AV, Leonard MT, Wang JK, 
Kim JT, Cheng D, Peng S, Zaretsky JM, et al. T cell antigen 
discovery via trogocytosis. Nat Methods. 2019;16(2):183–190. 
doi:10.1038/s41592-018-0305-7.

30. Kula T, Dezfulian MH, Wang CI, Abdelfattah NS, Hartman ZC, 
Wucherpfennig KW, Lyerly HK, Elledge SJ. T-scan: a genome-wide 
method for the systematic discovery of T cell epitopes. Cell. 2019;178 
(4):1016–1028.e13. doi:10.1016/j.cell.2019.07.009.

31. Sharma G, Rive CM, Holt RA. Rapid selection and identification of 
functional CD8+ T cell epitopes from large peptide-coding 
libraries. Nat Commun. 2019;10(1):1–13. doi:10.1038/s41467- 
019-12444-7.

32. Gee MH, Han A, Lofgren SM, Beausang JF, Mendoza JL, 
Birnbaum ME, Bethune MT, Fischer S, Yang X, Gomez-Eerland 
R, et al. Antigen identification for orphan T cell receptors 
expressed on tumor-infiltrating lymphocytes. Cell. 2018;172 
(3):549–563.e16. doi:10.1016/j.cell.2017.11.043.

33. Ettinghausen SE, Rosenberg SA. The adoptive immunotherapy of 
cancer using lymphokine activated killer cells and recombinant 
interleukin-2. Springer Semin Immunopathol. 1986;9(1):51–71. 
doi:10.1007/BF00201905.

34. Rosenberg SA, Yannelli JR, Yang JC, Topalian SL, 
Schwartzentruber DJ, Weber JS, Parkinson DR, Seipp CA, 
Einhorn JH, White DE. Treatment of patients with metastatic 
melanoma with autologous tumor-infiltrating lymphocytes and 
Interleukin 2. JNCI. 1994;86(15):1159–1166. doi:10.1093/jnci/ 
86.15.1159.

35. Rosenberg SA. Clinical immunotherapy studies in the surgery 
branch of the U.S. National Cancer Institute: brief review. Cancer 
Treat Rev. 1989;16(SUPPL. A):115–121. doi:10.1016/0305- 
7372(89)90031-5.

36. Dudley ME, Wunderlich JR, Robbins PF, Yang JC, Hwu P, 
Schwartzentruber DJ, Topalian SL, Sherry R, Restifo NP, 
Hubicki AM, et al. Cancer regression and autoimmunity in 
patients after clonal repopulation with antitumor lymphocytes. 
Sci. 2002;298(5594):850–854. doi:10.1126/science.1076514.

37. Sackstein R, Schatton T, Barthel SR. T-lymphocyte homing: an 
underappreciated yet critical hurdle for successful cancer 
immunotherapy. Lab Invest. 2017;97(6):669–697. doi:10.1038/ 
labinvest.2017.25.

38. Simoni Y, Becht E, Fehlings M, Loh CY, Koo S-L, Teng KWW, 
Yeong JPS, Nahar R, Zhang T, Kared H, et al. Bystander CD8+ 
T cells are abundant and phenotypically distinct in human tumour 
infiltrates. Nat. 2018;557(7706):575–579. doi:10.1038/s41586-018- 
0130-2.

39. Scheper W, Kelderman S, Fanchi LF, Linnemann C, Bendle G, de 
Rooij MAJ, Hirt C, Mezzadra R, Slagter M, Dijkstra K, et al. Low 
and variable tumor reactivity of the intratumoral TCR repertoire in 
human cancers. Nat Med. 2019;25(1):89–94. doi:10.1038/s41591- 
018-0266-5.

40. Pasetto A, Gros A, Robbins PF, Deniger DC, Prickett TD, Matus- 
Nicodemos R, Douek DC, Howie B, Robins H, Parkhurst MR, et al. 
Tumor- and neoantigen-reactive T-cell receptors can be identified 
based on their frequency in fresh tumor. Cancer Immunol Res. 
2016;4(9):734–743. doi:10.1158/2326-6066.CIR-16-0001.

41. Lu Y-C, Yao X, Crystal JS, Li YF, El-Gamil M, Gross C, Davis L, 
Dudley ME, Yang JC, Samuels Y, et al. Efficient identification of 
mutated cancer antigens recognized by T cells associated with 
durable tumor regressions. Clin Cancer Res. 2014;20 
(13):3401–3410. doi:10.1158/1078-0432.ccr-14-0433.

42. Lu Y-C, Yao X, Li YF, El-Gamil M, Dudley ME, Yang JC, 
Almeida JR, Douek DC, Samuels Y, Rosenberg SA, et al. Mutated 
PPP1R3B is recognized by T cells used to treat a melanoma patient 
who experienced a durable complete tumor regression. J Immunol. 
2013;190(12):6034–6042. doi:10.4049/jimmunol.1202830.

43. Robbins PF, Lu Y-C, El-Gamil M, Li YF, Gross C, Gartner J, Lin JC, 
Teer JK, Cliften P, Tycksen E, et al. Mining exomic sequencing data 
to identify mutated antigens recognized by adoptively transferred 

tumor-reactive T cells. Nat Med. 2013;19(6):747–752. doi:10.1038/ 
nm.3161.

44. Tran E, Ahmadzadeh M, Lu YC, Gros A, Turcotte S, Robbins PF, 
Gartner JJ, Zheng Z, Li YF, Ray S, et al. Immunogenicity of somatic 
mutations in human gastrointestinal cancers. Sci. 2015;350 
(6266):1387–1390. doi:10.1126/science.aad1253.

45. Tran E, Turcotte S, Gros A, Robbins PF, Lu YC, Dudley ME, 
Wunderlich JR, Somerville RP, Hogan K, Hinrichs CS, et al. 
Cancer immunotherapy based on mutation-specific CD4+ T cells 
in a patient with epithelial cancer. Sci. 2014;344(6184):641–645. 
doi:10.1126/science.1251102.

46. Assadipour Y, Zacharakis N, Crystal JS, Prickett TD, Gartner JJ, 
Somerville RPT, Xu H, Black MA, Jia L, Chinnasamy H, et al. 
Characterization of an immunogenic mutation in a patient with 
metastatic triple-negative breast cancer. Clin Cancer Res. 2017;23 
(15):4347–4353. doi:10.1158/1078-0432.CCR-16-1423.

47. Zacharakis N, Chinnasamy H, Black M, Xu H, Lu YC, Zheng Z, 
Pasetto A, Langhan M, Shelton T, Prickett T, et al. Immune 
recognition of somatic mutations leading to complete durable 
regression in metastatic breast cancer. Nat Med. 2018;24 
(6):724–730. doi:10.1038/s41591-018-0040-8.

48. Smith KN, Llosa NJ, Cottrell TR, Siegel N, Fan H, Suri P, Chan HY, 
Guo H, Oke T, Awan AH, et al. Persistent mutant oncogene specific 
T cells in two patients benefitting from anti-PD-1. J ImmunoTher 
Cancer. 2019;7(1):40. doi:10.1186/s40425-018-0492-x.

49. Stevanović S, Pasetto A, Helman SR, Gartner JJ, Prickett TD, 
Howie B, Robins HS, Robbins PF, Klebanoff CA, Rosenberg SA, 
et al. Landscape of immunogenic tumor antigens in successful 
immunotherapy of virally induced epithelial cancer. Sci. 2017;356 
(6334):200–205. doi:10.1126/science.aak9510.

50. McGranahan N, Furness AJS, Rosenthal R, Ramskov S, Lyngaa R, 
Saini SK, Jamal-Hanjani M, Wilson GA, Birkbak NJ, Hiley CT, 
et al. Clonal neoantigens elicit T cell immunoreactivity and sensi-
tivity to immune checkpoint blockade. Sci. 2016;351 
(6280):1463–1469. doi:10.1126/science.aaf1490.

51. Wong YNS, Joshi K, Khetrapal P, Ismail M, Reading JL, 
Sunderland MW, Georgiou A, Furness AJS, Aissa AB, Ghorani E, 
et al. Urine-derived lymphocytes as a non-invasive measure of the 
bladder tumor immune microenvironment. J Exp Med. 2018;215 
(11):2748–2759. doi:10.1084/jem.20181003.

52. Jang M, Yew PY, Hasegawa K, Ikeda Y, Fujiwara K, Fleming GF, 
Nakamura Y, Park JH. Characterization of T cell repertoire of 
blood, tumor, and ascites in ovarian cancer patients using next 
generation sequencing. OncoImmunol. 2015;4(11):e1030561. 
doi:10.1080/2162402X.2015.1030561.

53. Inozume T, Hanada K, Wang QJ, Ahmadzadeh M, 
Wunderlich JR, Rosenberg SA, Yang JC. Selection of CD8 
+PD-1+ lymphocytes in fresh human melanomas enriches 
for tumor-reactive T cells. J Immunother. 2010;33 
(9):956–964. doi:10.1097/CJI.0b013e3181fad2b0.

54. Gros A, Parkhurst MR, Tran E, Pasetto A, Robbins PF, Ilyas S, 
Prickett TD, Gartner JJ, Crystal JS, Roberts IM, et al. Prospective 
identification of neoantigen-specific lymphocytes in the peripheral 
blood of melanoma patients. Nat Med. 2016;22(4):433–438. 
doi:10.1038/nm.4051.

55. Gros A, Robbins PF, Yao X, Li YF, Turcotte S, Tran E, 
Wunderlich JR, Mixon A, Farid S, Dudley ME, et al. PD-1 identifies 
the patient-specific CD8+ tumor-reactive repertoire infiltrating 
human tumors. J Clin Invest. 2014;124(5):2246–2259. 
doi:10.1172/JCI73639.

56. Fernandez-Poma SM, Salas-Benito D, Lozano T, Casares N, Riezu- 
Boj JI, Mancheño U, Elizalde E, Alignani D, Zubeldia N, Otano I, 
et al. Expansion of tumor-infiltrating CD8+ T cells expressing 
PD-1 improves the efficacy of adoptive T-cell therapy. Cancer 
Res. 2017;77(13):3672–3684. doi:10.1158/0008-5472.CAN-17- 
0236.

57. Wolfl M, Kuball J, Ho WY, Nguyen H, Manley TJ, Bleakley M, 
Greenberg PD. Activation-induced expression of CD137 permits 
detection, isolation, and expansion of the full repertoire of CD8+ 
T cells responding to antigen without requiring knowledge of 

ONCOIMMUNOLOGY e1869389-11

https://doi.org/10.1038/ni0903-815
https://doi.org/10.1038/s41592-018-0305-7
https://doi.org/10.1016/j.cell.2019.07.009
https://doi.org/10.1038/s41467-019-12444-7
https://doi.org/10.1038/s41467-019-12444-7
https://doi.org/10.1016/j.cell.2017.11.043
https://doi.org/10.1007/BF00201905
https://doi.org/10.1093/jnci/86.15.1159
https://doi.org/10.1093/jnci/86.15.1159
https://doi.org/10.1016/0305-7372(89)90031-5
https://doi.org/10.1016/0305-7372(89)90031-5
https://doi.org/10.1126/science.1076514
https://doi.org/10.1038/labinvest.2017.25
https://doi.org/10.1038/labinvest.2017.25
https://doi.org/10.1038/s41586-018-0130-2
https://doi.org/10.1038/s41586-018-0130-2
https://doi.org/10.1038/s41591-018-0266-5
https://doi.org/10.1038/s41591-018-0266-5
https://doi.org/10.1158/2326-6066.CIR-16-0001
https://doi.org/10.1158/1078-0432.ccr-14-0433
https://doi.org/10.4049/jimmunol.1202830
https://doi.org/10.1038/nm.3161
https://doi.org/10.1038/nm.3161
https://doi.org/10.1126/science.aad1253
https://doi.org/10.1126/science.1251102
https://doi.org/10.1158/1078-0432.CCR-16-1423
https://doi.org/10.1038/s41591-018-0040-8
https://doi.org/10.1186/s40425-018-0492-x
https://doi.org/10.1126/science.aak9510
https://doi.org/10.1126/science.aaf1490
https://doi.org/10.1084/jem.20181003
https://doi.org/10.1080/2162402X.2015.1030561
https://doi.org/10.1097/CJI.0b013e3181fad2b0
https://doi.org/10.1038/nm.4051
https://doi.org/10.1172/JCI73639
https://doi.org/10.1158/0008-5472.CAN-17-0236
https://doi.org/10.1158/0008-5472.CAN-17-0236


epitope specificities. Blood. 2007;110(1):201–210. doi:10.1182/ 
blood-2006-11-056168.

58. Parkhurst M, Gros A, Pasetto A, Prickett T, Crystal JS, Robbins P, 
Rosenberg SA. Isolation of T-cell receptors specifically reactive 
with mutated tumor-associated antigens from tumor-infiltrating 
lymphocytes based on CD137 expression. Clinical Cancer 
Research. 2017. doi:10.1158/1078-0432.CCR-16-2680.

59. Cafri G, Yossef R, Pasetto A, Deniger DC, Lu Y-C, Parkhurst M, 
Gartner JJ, Jia L, Ray S, Ngo LT, et al. Memory T cells targeting 
oncogenic mutations detected in peripheral blood of epithelial 
cancer patients. Nat Commun. 2019;10(1):449. doi:10.1038/ 
s41467-019-08304-z.

60. Duhen T, Duhen R, Montler R, Moses J, Moudgil T, de 
Miranda NF, Goodall CP, Blair TC, Fox BA, McDermott JE, et al. 
Co-expression of CD39 and CD103 identifies tumor-reactive CD8 
T cells in human solid tumors. Nat Commun. 2018;9(1):2724. 
doi:10.1038/s41467-018-05072-0.

61. van der Leun AM, Thommen DS, Schumacher TN. CD8+ T cell 
states in human cancer: insights from single-cell analysis. Nat Rev 
Cancer. 2020;20(4):218–232. doi:10.1038/s41568-019-0235-4.

62. Altman JD, Moss PAH, Goulder PJR, Barouch DH, McHeyzer- 
Williams MG, Bell JI, McMichael AJ, Davis MM. Phenotypic 
analysis of antigen-specific T lymphocytes. Sci. 1996;274 
(5284):94–96. doi:10.1126/science.274.5284.94.

63. Bentzen AK, Hadrup SR. Evolution of MHC-based technologies used 
for detection of antigen-responsive T cells. Cancer Immunol 
ImmunoTher. 2017;66(5):657–666. doi:10.1007/s00262-017-1971-5.

64. Toebes M, Coccoris M, Bins A, Rodenko B, Gomez R, 
Nieuwkoop NJ, van de Kasteele W, Rimmelzwaan GF, 
Haanen JBAG, Ovaa H, et al. Design and use of conditional 
MHC class I ligands. Nat Med. 2006;12(2):246–251. doi:10.1038/ 
nm1360.

65. Rodenko B, Toebes M, Hadrup SR, van Esch WJE, Molenaar AM, 
Schumacher TNM, Ovaa H. Generation of peptide–MHC class 
I complexes through UV-mediated ligand exchange. Nat Protoc. 
2006;1(3):1120–1132. doi:10.1038/nprot.2006.121.

66. Saini SK, Tamhane T, Anjanappa R, Saikia A, Ramskov S, 
Donia M, Svane IM, Jakobsen SN, Garcia-Alai M, Zacharias M, 
et al. Empty peptide-receptive MHC class I molecules for efficient 
detection of antigen-specific T cells. Sci Immunol. 2019;4(37):9039. 
doi:10.1126/sciimmunol.aau9039.

67. Laugel B, van den Berg HA, Gostick E, Cole DK, Wooldridge L, 
Boulter J, Milicic A, Price DA, Sewell AK. Different T cell receptor 
affinity thresholds and CD8 coreceptor dependence govern cyto-
toxic T lymphocyte activation and tetramer binding properties. 
J Biol Chem. 2007;282(33):23799–23810. doi:10.1074/jbc. 
M700976200.

68. Dolton G, Lissina A, Skowera A, Ladell K, Tungatt K, Jones E, 
Kronenberg-Versteeg D, Akpovwa H, Pentier JM, Holland CJ, et al. 
Comparison of peptide-major histocompatibility complex tetra-
mers and dextramers for the identification of antigen-specific 
T cells: comparison of pMHC-I tetramers and dextramers. Clin 
Exp Immunol. 2014;177(1):47–63. doi:10.1111/cei.12339.

69. Hadrup SR, Bakker AH, Shu CJ, Andersen RS, van Veluw J, 
Hombrink P, Castermans E, Thor Straten P, Blank C, Haanen JB, 
et al. Parallel detection of antigen-specific T-cell responses by 
multidimensional encoding of MHC multimers. Nat Methods. 
2009;6(7):520–526. doi:10.1038/nmeth.1345.

70. Newell EW, Sigal N, Bendall SC, Nolan GP, Davis MM. Cytometry 
by time-of-flight shows combinatorial cytokine expression and 
virus-specific cell niches within a continuum of CD8 + T cell 
phenotypes. Immun. 2012;36(1):142–152. doi:10.1016/j. 
immuni.2012.01.002.

71. Zhang SQ, Ma KY, Schonnesen AA, Zhang M, He C, Sun E, 
Williams CM, Jia W, Jiang N. High-throughput determination of 
the antigen specificities of T cell receptors in single cells. Nat 
Biotechnol. 2018;36(12):1156–1159. doi:10.1038/nbt.4282.

72. Dolton G, Tungatt K, Lloyd A, Bianchi V, Theaker SM, Trimby A, 
Holland CJ, Donia M, Godkin AJ, Cole DK, et al. More tricks with 
tetramers: a practical guide to staining T cells with peptide-MHC 

multimers. Immunology. 2015;146(1):11–22. doi:10.1111/ 
imm.12499.

73. Rius C, Attaf M, Tungatt K, Bianchi V, Legut M, Bovay A, Donia M, 
Thor Straten P, Peakman M, Svane IM, et al. Peptide–MHC Class 
I tetramers can fail to detect relevant functional T cell clonotypes and 
underestimate antigen-reactive T cell populations. J Immunol. 
2018;200(7):2263–2279. doi:10.4049/jimmunol.1700242.

74. Cohen CJ, Gartner JJ, Horovitz-Fried M, Shamalov K, Trebska- 
McGowan K, Bliskovsky VV, Parkhurst MR, Ankri C, Prickett TD, 
Crystal JS, et al. Isolation of neoantigen-specific T cells from tumor 
and peripheral lymphocytes. J Clin Invest. 2015;125 
(10):3981–3991. doi:10.1172/JCI82416.

75. Ren L, Leisegang M, Deng B, Matsuda T, Kiyotani K, Kato T, 
Harada M, Park JH, Saloura V, Seiwert T, et al. Identification of 
neoantigen-specific T cells and their targets: implications for 
immunotherapy of head and neck squamous cell carcinoma. 
OncoImmunol. 2019;8(4):e1568813. doi:10.1080/ 
2162402X.2019.1568813.

76. Chen B, Khodadoust MS, Olsson N, Wagar LE, Fast E, Liu CL, 
Muftuoglu Y, Sworder BJ, Diehn M, Levy R, et al. Predicting HLA 
class II antigen presentation through integrated deep learning. Nat 
Biotechnol. 2019;37(11). doi:10.1038/s41587-019-0280-2.

77. Peng S, Zaretsky JM, Ng AHC, Chour W, Bethune MT, Choi J, 
Hsu A, Holman E, Ding X, Guo K, et al. Sensitive detection and 
analysis of neoantigen-specific t cell populations from tumors and 
blood. Cell Rep. 2019;28(10):2728–2738.e7. doi:10.1016/j. 
celrep.2019.07.106.

78. Zitvogel L, Mayordomo JI, Tjandrawan T, DeLeo AB, Clarke MR, 
Lotze MT, Storkus WJ. Therapy of murine tumors with tumor 
peptide-pulsed dendritic cells: dependence on T cells, B7 costimu-
lation, and T helper cell 1-associated cytokines. J Exp Med. 
1996;183(1):87–97. doi:10.1084/jem.183.1.87.

79. Dhodapkar MV, Krasovsky J, Olson K. T cells from the tumor 
microenvironment of patients with progressive myeloma can gen-
erate strong, tumor-specific cytolytic responses to autologous, 
tumor-loaded dendritic cells. PNAS. 2002;99(20):13009–13013. 
doi:10.1073/pnas.202491499.

80. Heiser A, Maurice MA, Yancey DR, Coleman DM, Dahm P, 
Vieweg J. Human dendritic cells transfected with renal tumor 
RNA stimulate polyclonal T-cell responses against antigens 
expressed by primary and metastatic tumors. Cancer Res. 
2001;61:3388–3393.

81. Heiser A, Maurice MA, Yancey DR, Wu NZ, Dahm P, Pruitt SK, 
Boczkowski D, Nair SK, Ballo MS, Gilboa E, et al. Induction of 
polyclonal prostate cancer-specific CTL using dendritic cells trans-
fected with amplified tumor RNA. J Immunol. 2001;166 
(5):2953–2960. doi:10.4049/jimmunol.166.5.2953.

82. Ali M, Foldvari Z, Giannakopoulou E, Böschen ML, Strønen E, 
Yang W, Toebes M, Schubert B, Kohlbacher O, Schumacher TN, 
et al. Induction of neoantigen-reactive T cells from healthy donors. 
Nat Protoc. 2019;14(6):1926–1943. doi:10.1038/s41596-019-0170-6.

83. Linnemann C, van Buuren MM, Bies L, Verdegaal EME, Schotte R, 
Calis JJA, Behjati S, Velds A, Hilkmann H, El Atmioui D, et al. 
High-throughput epitope discovery reveals frequent recognition of 
neo-antigens by CD4+ T cells in human melanoma. Nat Med. 
2014;21(1):81–85. doi:10.1038/nm.3773.

84. García-Guerrero E, Sánchez-Abarca LI, Domingo E, Ramos TL, 
Bejarano-García JA, Gonzalez-Campos JA, Caballero-Velázquez T, 
Pérez-Simón JA. Selection of tumor-specific cytotoxic 
T lymphocytes in acute myeloid leukemia patients through the 
identification of T-cells capable to establish stable interactions 
with the leukemic cells: “Doublet Technology”. Front Immunol. 
2018;9:1971. doi:10.3389/fimmu.2018.01971.

85. Miyahira Y, Murata K, Rodriguez D, Rodriguez JR, Esteban M, 
Rodrigues MM, Zavala F. Quantification of antigen specific CD8+ 
T cells using an ELISPOT assay. J Immunol Methods. 1995;181 
(1):45–54. doi:10.1016/0022-1759(94)00327-S.

86. Betts MR, Brenchley JM, Price DA, de Rosa SC, Douek DC, 
Roederer M, Koup RA. Sensitive and viable identification of 
antigen-specific CD8+ T cells by a flow cytometric assay for 

e1869389-12 F. KAST ET AL.

https://doi.org/10.1182/blood-2006-11-056168
https://doi.org/10.1182/blood-2006-11-056168
https://doi.org/10.1158/1078-0432.CCR-16-2680
https://doi.org/10.1038/s41467-019-08304-z
https://doi.org/10.1038/s41467-019-08304-z
https://doi.org/10.1038/s41467-018-05072-0
https://doi.org/10.1038/s41568-019-0235-4
https://doi.org/10.1126/science.274.5284.94
https://doi.org/10.1007/s00262-017-1971-5
https://doi.org/10.1038/nm1360
https://doi.org/10.1038/nm1360
https://doi.org/10.1038/nprot.2006.121
https://doi.org/10.1126/sciimmunol.aau9039
https://doi.org/10.1074/jbc.M700976200
https://doi.org/10.1074/jbc.M700976200
https://doi.org/10.1111/cei.12339
https://doi.org/10.1038/nmeth.1345
https://doi.org/10.1016/j.immuni.2012.01.002
https://doi.org/10.1016/j.immuni.2012.01.002
https://doi.org/10.1038/nbt.4282
https://doi.org/10.1111/imm.12499
https://doi.org/10.1111/imm.12499
https://doi.org/10.4049/jimmunol.1700242
https://doi.org/10.1172/JCI82416
https://doi.org/10.1080/2162402X.2019.1568813
https://doi.org/10.1080/2162402X.2019.1568813
https://doi.org/10.1038/s41587-019-0280-2
https://doi.org/10.1016/j.celrep.2019.07.106
https://doi.org/10.1016/j.celrep.2019.07.106
https://doi.org/10.1084/jem.183.1.87
https://doi.org/10.1073/pnas.202491499
https://doi.org/10.4049/jimmunol.166.5.2953
https://doi.org/10.1038/s41596-019-0170-6
https://doi.org/10.1038/nm.3773
https://doi.org/10.3389/fimmu.2018.01971
https://doi.org/10.1016/0022-1759(94)00327-S


degranulation. J Immunol Methods. 2003;281(1–2):65–78. 
doi:10.1016/s0022-1759(03)00265-5.

87. Lu YC, Zheng Z, Robbins PF, Tran E, Prickett TD, Gartner JJ, 
Li YF, Ray S, Franco Z, Bliskovsky V, et al. An efficient 
single-cell RNA-seq approach to identify neoantigen-specific 
T cell receptors. Mol Ther. 2018;26(2):379–389. doi:10.1016/j. 
ymthe.2017.10.018.

88. Klinger M, Kong K, Moorhead M, Weng L, Zheng J, Faham M. 
Combining next-generation sequencing and immune assays: 
a novel method for identification of antigen-specific T Cells. 
PLoS One. 2013;8(9):e74231. doi:10.1371/journal.pone.0074231.

89. Klinger M, Pepin F, Wilkins J, Asbury T, Wittkop T, Zheng J, 
Moorhead M, Faham M. Multiplex identification of 
antigen-specific T cell receptors using a combination of immune 
assays and immune receptor sequencing. PLoS One. 2015;10(10): 
e0141561. doi:10.1371/journal.pone.0141561.

90. Smith-Garvin JE, Koretzky GA, Jordan MS. T cell activation. Annu 
Rev Immunol. 2009;27:591–619. doi:10.1146/annurev. 
immunol.021908.132706.

91. Jaigirdar A, Rosenberg SA, Parkhurst M. A high-avidity 
WT1-reactive T-cell receptor mediates recognition of peptide and 
processed antigen but not naturally occurring WT1-positive tumor 
cells. J Immunother. 2016;39(3):105–116. doi:10.1097/ 
CJI.0000000000000116.

92. van de Wetering M, Francies HE, Francis JM, Bounova G, Iorio F, 
Pronk A, van Houdt W, van Gorp J, Taylor-Weiner A, Kester L, 
et al. Prospective derivation of a living organoid biobank of color-
ectal cancer patients. Cell. 2015;161(4):933–945. doi:10.1016/j. 
cell.2015.03.053.

93. Dijkstra KK, Cattaneo CM, Weeber F, Clevers H, Schumacher TN, 
Voest Correspondence EE, Chalabi M, van de Haar J, Fanchi LF, 
Slagter M, et al. Generation of tumor-reactive T cells by co-culture 
of peripheral blood lymphocytes and tumor organoids. Cell. 
2018;174(1586–1598):e12. doi:10.1016/j.cell.2018.07.009.

94. Rosenberg SA, Restifo NP, Yang JC, Morgan RA, Dudley ME. 
Adoptive cell transfer: A clinical path to effective cancer 
immunotherapy. Nat Rev Cancer. 2008;8(4):299–308. 
doi:10.1038/nrc2355.

95. Schumacher TN, Schreiber RD. Neoantigens in cancer 
immunotherapy. Sci. 2015;348(6230):69–74. doi:10.1126/science. 
aaa4971.

96. Effern M, Glodde N, Braun M, Liebing J, Boll HN, Yong M, 
Bawden E, Hinze D, van den Boorn-konijnenberg D, 
Daoud M, et al. Adoptive T cell therapy targeting different 
gene products reveals diverse and context-dependent immune 
evasion in melanoma. Immun. 2020. doi:10.1016/j. 
immuni.2020.07.007.

97. Blank CU, Haining WN, Held W, Hogan PG, Kallies A, Lugli E, 
Lynn RC, Philip M, Rao A, Restifo NP, et al. Defining ‘T cell 
exhaustion. Nat Rev Immunol. 2019;19(11). doi:10.1038/s41577- 
019-0221-9.

98. de Simone M, Rossetti G, Pagani M. Single cell T cell receptor 
sequencing: techniques and future challenges. Front Immunol. 
2018;9(Jul):1638. doi:10.3389/fimmu.2018.01638.

99. Roth TL, Puig-Saus C, Yu R, Shifrut E, Carnevale J, Li PJ, 
Hiatt J, Saco J, Krystofinski P, Li H, et al. Reprogramming 
human T cell function and specificity with non-viral genome 
targeting. Nat. 2018;559(7714):405–409. doi:10.1038/s41586- 
018-0326-5.

100. Schober K, Müller TR, Busch DH. Orthotopic T-cell receptor 
replacement-An “Enabler” for TCR-based therapies. Cells. 2020;9 
(6). doi:10.3390/cells9061367.

101. Allen BM, Hiam KJ, Burnett CE, Venida A, DeBarge R, Tenvooren I, 
Marquez DM, Cho NW, Carmi Y, Spitzer MH. Systemic dysfunction 
and plasticity of the immune macroenvironment in cancer models. 
Nat Med. 2020;1–10. doi:10.1038/s41591-020-0892-6.

102. Karpanen T, Olweus J. The potential of donor T-cell repertoires in 
neoantigen-targeted cancer immunotherapy. Front Immunol. 
2017;8(DEC):1718. doi:10.3389/fimmu.2017.01718.

103. O’Sullivan D, Pearce EL. Targeting T cell metabolism for therapy. 
Trends Immunol. 2015;36(2):71–80. doi:10.1016/j.it.2014.12.004.

104. Klein Geltink RI, Edwards-Hicks J, Apostolova P, O’Sullivan D, 
Sanin DE, Patterson AE, Puleston DJ, Ligthart NAM, Buescher JM, 
Grzes KM, et al. Metabolic conditioning of CD8+ effector T cells 
for adoptive cell therapy. Nat Metab. 2020;2(8). doi:10.1038/ 
s42255-020-0256-z.

105. Krishna S, Lowery FJ, Copeland AR, Bahadiroglu E, Mukherjee R, 
Jia L, Anibal JT, Sachs A, Adebola SO, Gurusamy D, et al. Stem-like 
CD8 T cells mediate response of adoptive cell immunotherapy against 
human cancer. Sci. 2020;370(6522). doi:10.1126/science.abb9847.

106. Ott PA, Hu-Lieskovan S, Chmielowski B, Govindan R, Naing A, 
Bhardwaj N, Margolin K, Awad MM, Hellmann MD, Lin JJ, et al. 
A phase Ib trial of personalized neoantigen therapy plus anti-PD-1 
in patients with advanced melanoma, non-small cell lung cancer, 
or bladder cancer. Cell. 2020;183(2). doi:10.1016/j.cell.2020.08.053.

107. Butterfield LH. Cancer vaccines. BMJ (Online). 2015;350. 
doi:10.1136/bmj.h988.

108. Sahin U, Derhovanessian E, Miller M, Kloke B-P, Simon P, 
Löwer M, Bukur V, Tadmor AD, Luxemburger U, Schrörs B, 
et al. Personalized RNA mutanome vaccines mobilize 
poly-specific therapeutic immunity against cancer. Nat. 2017;547 
(7662). doi:10.1038/nature23003.

109. Polack FP, Thomas SJ, Kitchin N, Absalon J, Gurtman A, Lockhart 
S, Perez JL, Marc GP, Moreira GD, Zerbini C. Safety and Efficacy of 
the BNT162b2 mRNA Covid-19 Vaccine Safety and Efficacy of the 
BNT162b2 mRNA Covid-19 Vaccine N Engl J Med. 2020. 
383:2603–2615.

110. Shah NN, Fry TJ. Mechanisms of resistance to CAR T cell therapy. 
Nat Rev Clin Oncol. 2019;16(6):372–385. doi:10.1038/s41571-019- 
0184-6.

111. Pitt JM, Vétizou M, Daillère R, Roberti MP, Yamazaki T, Routy B, 
Lepage P, Boneca IG, Chamaillard M, Kroemer G, et al. Resistance 
mechanisms to immune-checkpoint blockade in cancer: 
tumor-intrinsic and -extrinsic factors. Immun. 2016;44 
(6):1255–1269. doi:10.1016/j.immuni.2016.06.001.

112. Walsh SR, Simovic B, Chen L, Bastin D, Nguyen A, Stephenson K, 
Mandur TS, Bramson JL, Lichty BD, Wan Y. Endogenous T cells 
prevent tumor immune escape following adoptive T cell therapy. 
J Clin Invest. 2019;129(12):5400–5410. doi:10.1172/JCI126199.

113. Lai J, Mardiana S, House IG, Sek K, Henderson MA, Giuffrida L, 
Chen AXY, Todd KL, Petley EV, Chan JD, et al. Adoptive cellular 
therapy with T cells expressing the dendritic cell growth factor 
Flt3L drives epitope spreading and antitumor immunity. Nat 
Immunol. 2020;1–13. doi:10.1038/s41590-020-0676-7.

114. Torrejon DY, Abril-Rodriguez G, Champhekar AS, Tsoi J, 
Campbell KM, Kalbasi A, Parisi G, Zaretsky JM, Garcia-Diaz A, 
Puig-Saus C, et al. Overcoming genetically-based resistance 
mechanisms to PD-1 blockade. Cancer Discov. 2020 May 28; 
CD–19–1409. doi:10.1158/2159-8290.cd-19-1409.

115. Linette GP, Stadtmauer EA, Maus MV, Rapoport AP, Levine BL, 
Emery L, Litzky L, Bagg A, Carreno BM, Cimino PJ, et al. 
Cardiovascular toxicity and titin cross-reactivity of 
affinity-enhanced T cells in myeloma and melanoma. Blood. 
2013;122(6):863–871. doi:10.1182/blood-2013-03-490565.

116. Wolf B, Zimmermann S, Arber C, Irving M, Trueb L, Coukos G. 
Safety and tolerability of adoptive cell therapy in cancer. Drug Saf. 
2019;42(2). doi:10.1007/s40264-018-0779-3.

117. Etxeberria I, Olivera I, Bolaños E, Cirella A, Teijeira Á, 
Berraondo P, Melero I. Engineering bionic T cells: signal 1, signal 
2, signal 3, reprogramming and the removal of inhibitory 
mechanisms. Cell Mol Immunol. 2020;17(6):576–586. 
doi:10.1038/s41423-020-0464-1.

ONCOIMMUNOLOGY e1869389-13

https://doi.org/10.1016/s0022-1759(03)00265-5
https://doi.org/10.1016/j.ymthe.2017.10.018
https://doi.org/10.1016/j.ymthe.2017.10.018
https://doi.org/10.1371/journal.pone.0074231
https://doi.org/10.1371/journal.pone.0141561
https://doi.org/10.1146/annurev.immunol.021908.132706
https://doi.org/10.1146/annurev.immunol.021908.132706
https://doi.org/10.1097/CJI.0000000000000116
https://doi.org/10.1097/CJI.0000000000000116
https://doi.org/10.1016/j.cell.2015.03.053
https://doi.org/10.1016/j.cell.2015.03.053
https://doi.org/10.1016/j.cell.2018.07.009
https://doi.org/10.1038/nrc2355
https://doi.org/10.1126/science.aaa4971
https://doi.org/10.1126/science.aaa4971
https://doi.org/10.1016/j.immuni.2020.07.007
https://doi.org/10.1016/j.immuni.2020.07.007
https://doi.org/10.1038/s41577-019-0221-9
https://doi.org/10.1038/s41577-019-0221-9
https://doi.org/10.3389/fimmu.2018.01638
https://doi.org/10.1038/s41586-018-0326-5
https://doi.org/10.1038/s41586-018-0326-5
https://doi.org/10.3390/cells9061367
https://doi.org/10.1038/s41591-020-0892-6
https://doi.org/10.3389/fimmu.2017.01718
https://doi.org/10.1016/j.it.2014.12.004
https://doi.org/10.1038/s42255-020-0256-z
https://doi.org/10.1038/s42255-020-0256-z
https://doi.org/10.1126/science.abb9847
https://doi.org/10.1016/j.cell.2020.08.053
https://doi.org/10.1136/bmj.h988
https://doi.org/10.1038/nature23003
https://doi.org/10.1038/s41571-019-0184-6
https://doi.org/10.1038/s41571-019-0184-6
https://doi.org/10.1016/j.immuni.2016.06.001
https://doi.org/10.1172/JCI126199
https://doi.org/10.1038/s41590-020-0676-7
https://doi.org/10.1158/2159-8290.cd-19-1409
https://doi.org/10.1182/blood-2013-03-490565
https://doi.org/10.1007/s40264-018-0779-3
https://doi.org/10.1038/s41423-020-0464-1

	Abstract
	Introduction
	Neoantigen-reactive T cells recognize non-self tumor-specific peptides presented on HLA
	T-cell epitope identification using high-throughput T cell antigen discovery platforms
	Identification and enrichment of neoantigen-specific T cells
	Detection of neoantigen-specific T cells using recombinant peptide HLA multimers
	Functional assays to identify neoantigen-specific T cells

	Conclusion and future perspective
	Acknowledgments
	Conflicts of interest
	References

