
Frontiers in Immunology | www.frontiersin.

Edited by:
Yoshihiko Hirohashi,

Sapporo Medical University, Japan

Reviewed by:
Greta Forlani,

University of Insubria, Italy
Yukai He,

Augusta University, United States

*Correspondence:
Maria Tagliamonte

m.tagliamonte@istitutotumori.na.it
Luigi Buonaguro

l.buonaguro@istitutotumori.na.it

†Present address:
Andrea Caporale,

Institute of Crystallography, CNR,
Trieste, Italy

Specialty section:
This article was submitted to

Cancer Immunity
and Immunotherapy,

a section of the journal
Frontiers in Immunology

Received: 02 September 2021
Accepted: 04 October 2021
Published: 20 October 2021

Citation:
Tagliamonte M, Mauriello A,

Cavalluzzo B, Ragone C, Manolio C,
Luciano A, Barbieri A, Palma G,

Scognamiglio G, Di Mauro A,
Di Bonito M, Tornesello ML,
Buonaguro FM, Vitagliano L,

Caporale A, Ruvo M and Buonaguro L
(2021) MHC-Optimized

Peptide Scaffold for Improved
Antigen Presentation and

Anti-Tumor Response.
Front. Immunol. 12:769799.

doi: 10.3389/fimmu.2021.769799

ORIGINAL RESEARCH
published: 20 October 2021

doi: 10.3389/fimmu.2021.769799
MHC-Optimized Peptide Scaffold
for Improved Antigen Presentation
and Anti-Tumor Response
Maria Tagliamonte1*, Angela Mauriello1, Beatrice Cavalluzzo1, Concetta Ragone1,
Carmen Manolio1, Antonio Luciano2, Antonio Barbieri 2, Giuseppe Palma2,
Giosuè Scognamiglio3, Annabella Di Mauro3, Maurizio Di Bonito3, Maria Lina Tornesello4,
Franco M. Buonaguro4, Luigi Vitagliano5, Andrea Caporale5†, Menotti Ruvo5

and Luigi Buonaguro1*

1 Innovative Immunological Models Lab, Istituto Nazionale Tumori - Istituto di Ricovero e Cura a Carattere Scientifico
(IRCCS) - “Fond G. Pascale”, Naples, Italy, 2 Animal Facility, Istituto Nazionale Tumori - Istituto di Ricovero e Cura a Carattere
Scientifico (IRCCS) - “Fond G. Pascale”, Naples, Italy, 3 Pathology Unit, Istituto Nazionale Tumori - Istituto di Ricovero e Cura
a Carattere Scientifico (IRCCS) - “Fond G. Pascale”, Naples, Italy, 4 Molecular Biology and Viral Oncogenesis, Istituto
Nazionale Tumori - Istituto di Ricovero e Cura a Carattere Scientifico (IRCCS) - “Fond G. Pascale”, Naples, Italy, 5 Institute of
Biostructures and Bioimaging, Consiglio Nazionale delle Ricerche (CNR), Napoli, Italy

Tumor Associated Antigens (TAAs) may suffer from an immunological tolerance due to
expression on normal cells. In order to potentiate their immunogenicity, heteroclitic
peptides (htcPep) were designed according to prediction algorithms. In particular,
specific modifications were introduced in peptide residues facing to TCR. Moreover, a
MHC-optimized scaffold was designed for improved antigen presentation to TCR by H-
2Db allele. The efficacy of such htcPep was assessed in C57BL/6 mice injected with
syngeneic melanoma B16F10 or lung TC1 tumor cell lines, in combination with metronomic
chemotherapy and immune checkpoint inhibitors. The immunogenicity of htcPep was
significantly stronger than the corresponding wt peptide and themodification involving both
MHC and TCR binding residues scored the strongest. In particular, the H-2Db-specific
scaffold significantly potentiated the peptides’ immunogenicity and control of tumor growth
was comparable to wt peptide in a therapeutic setting. Overall, we demonstrated that
modified TAAs show higher immunogenicity compared to wt peptide. In particular, the
MHC-optimized scaffold can present different antigen sequences to TCR, retaining the
conformational characteristics of the corresponding wt. Cross-reacting CD8+ T cells are
elicited and efficiently kill tumor cells presenting the wild-type antigen. This novel approach
can be of high clinical relevance in cancer vaccine development.

Keywords: cancer vaccine, heteroclitic peptides, TAA, major histocompatibility complex I (MHCI), peptide scaffold
INTRODUCTION

Tumor associated antigens (TAAs) are cellular self-antigens mostly overexpressed in cancer cells
with low expression in normal cells. For such reason, they may be subject to both central and
peripheral tolerance mechanisms leading to an inefficient immune response. Indeed, TAA-based
cancer vaccines are well tolerated and have minimal side effects but have proven to have limited
org October 2021 | Volume 12 | Article 7697991
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efficacy in clinical trials (1, 2). On the contrary, such a limitation
is not observed when using tumor-specific neoantigens (TSAs)
which arise from protein mutations and are solely expressed on
the tumor cells. However, TSAs are strictly private to each
individual cancer patient and their identification is laborious as
well as expensive (3).

Recognition of target non-self-antigens by T cells is mediated
by interaction between the T cell receptor (TCR) and the peptide-
MHC-I complex (pMHC). In such interaction, the peptide is
fastened to the MHC-I groove through the amino acid residues at
the “anchor positions”, exposing the “TCR-binding” residues to
the TCR. The deciphering of the different MHC-I binding motifs
has allowed the definition of the preferred peptide amino acid
residues at the anchor positions for each HLA allele. In particular,
the vast majority of data have been generated for the HLA-
A*02:01, showing that the xLxxxxxxV/L is the most efficient
binding motif to fit into the HLA groove (4–7). However, most
of the natural HLA-A*0201-restricted cancer-derived epitopes do
not show the best-fitting binding motif (https://caped.icp.ucl.ac.
be/) and htcPep have been designed with an enhanced stability of
the pMHC-I complex as well as an increased immunogenicity
of the bound peptide (8–11). Nevertheless, mutations introduced
in the anchor-positions may generate a perturbation in the
epitope’s conformation resulting in structural changes to the
TCR-binding residues and affecting the T-cell recognition (12).

An alternative approach for improving the immunogenicity of
natural TAAs is to generate htcPep keeping the same “anchor
residues” and mutating the TCR-binding residues only. The aim
is to obtain an epitope sufficiently different from the natural wild-
type peptide presented by the cancer cells in order to break the
immunological tolerance and induce a more potent CD8+ T cell
response. However, such a difference should not be too extensive
to retain the capability of eliciting cross-reactive T cell response
able to recognize the wt peptide and kill the presenting tumor cells
(13). Indeed, the low affinity between the TCR and the pMHC
allows the TCR to cross-react with multiple pMHCs (14–16).

Recently, we demonstrated that modified heteroclitic TAAs,
Trp2 and HPV-E7 peptides, expressed by mouse melanoma
B16F10 and TC1 tumor cell lines, respectively, can be improved
by changing even one single side chain of the TCR-binding residues
(i.e. p4), achieving higher affinity to MHC-I molecule (17).

In the present study, such heteroclitic forms of Trp2 and
HPV-E7 peptides were immunologically validated in a mouse
model. Moreover, the most effective heteroclitic peptide was
further modified, generating a H-2Db-optimized scaffold by
introducing at each “anchor” position the best fitting residue.
MHC binding as well as induction of anti-tumor immune
response were experimentally assessed in two experimental
models, showing the improved efficacy of such scaffold strategy
for developing a cancer vaccine.
MATERIALS AND METHODS

Cell Line and Mice
C57BL/6 (H-2b MHC) female mice, 8 weeks old, were purchased
from Harlan (Udine, Italy). All animals were housed at the
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Animal Facility of the Istituto Nazionale Tumori “Pascale”
(Naples, Italy). Mice were housed in number of 2-3 per cage
and maintained in a conventional facility on a 12 hrs light:12 hrs
dark cycle (lights on at 7:00 a.m.) in a temperature-controlled
room (22 ± 2°C) and with food and water ad libitum at all times.
The experimental protocols were in compliance with the
European Communities Council directive (86/609/EEC).

Mouse melanoma B16F10 (ATCC, CRL-6323) cells were
cultured in DMEM medium supplemented with 10% heat
inactivated FBS, 100 U/ml penicillin and 100 mg/ml streptomycin
(Invitrogen, Carlsbad, CA) at 37°C with 5% CO2. Cells were tested
for mycoplasma before inoculation in mice (ATCC®, 30-1012K™).
Mouse lung TC-1 tumor cells expressing HPV16 E7 protein
(ATCC, CRL-2493), were cultured in RPMI medium
supplemented with 10% heat inactivated FBS, 100 U/ml penicillin
and 100 mg/ml streptomycin (Invitrogen, Carlsbad, CA), HEPES
10mM, MEM 0.1 mM and Na Piruvate 1 mM at 37°C with
5% CO2.

Design and Peptide Synthesis
Heteroclitic peptides (htcPep) with substitution in the p4 residue
were described in our previously study (17). An additional htcPep
was designed introducing at p4 a non-natural aa residue based on
the Tryptophan structure (NAL). Alternatively, a peptide library
including 20 peptides was prepared by random introduction of all
20 possible amino acids at position 4 (MIX). Individual htcPep
were synthesized at a purity > 95% determined by LC-MS
analyses. Lyophilized powder was dissolved in dimethylsulfoxide
(DMSO; Sigma-Aldrich), diluted in phosphate-buffered saline
(1× PBS; Gibco Life Technologies) and stored at − 80°C until use.

Drugs Administration
Cyclophosphamide (CTX) (Endoxan®, Baxter) (10 mg/Kg) and
Paclitaxel (PTX) (Taxol®, BMS) (5mg/Kg) diluted with
phosphate-buffered saline (PBS) were administered via
intraperitoneal injection (i.p.). The dose was extrapolated to
human equivalent dose (HED) according to Reagan-Shaw et al.
(18). Metronomic Chemotherapy was weekly administered one
day before the vaccine administration until the end of the
experiment. An anti-mouse PD-1 MAb (BioXCell, West
Lebanon, NH USA) was used as checkpoint inhibitor (ICI) and
weekly administered via intraperitoneal injection (i.p.) at a dose
of 100mg.

Immunizations Protocol for Biological
Validation of Cross-Reactivity Between
wt and htcPep
C57BL/6 mice were immunized with the different htcPep. In
particular, each group of animals (6 for each group) were injected
by sub-cutaneous (s.c.) route with 100 μg of WT, INC (mix of
selected htcPep), NAL or MIX peptides (peptide library)
respectively, emulsified with 50 mg of Polyinosinic:polycytidylic
acid [poly(I:C); InvivoGen] adjuvant formulated in PBS (200ul
total volume). Each group received weekly the peptide vaccine in
combination with metronomic chemotherapy (MCT) and ICI.
One group was treated only with MCT and ICI (MCT + ICI
group). Control mice were treated with endotoxin-free
October 2021 | Volume 12 | Article 769799
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phosphate-buffered saline (PBS). Splenocytes were re-stimulated
ex-vivoO/N with the different peptides in an IFN-g EliSpot assay.

Animal Experiments
B16F10 and TC1 cells were harvested in exponential growth
phase by trypsinization and washed twice with ice-cold PBS.
C57BL/6 mice were subcutaneously injected with 5x104 and
1x105 cells/mouse of B16F10 or TC1 respectively on the right
back flank. The tumor size was measured and documented every
two days with a caliper, starting on day 7, and calculated using
the formula (AxB2)/2 (A as the largest and B is the smallest
diameter of tumor). Tumor growth was documented as mean
tumor size with standard error. To record the survival of the
tumor-bearing mice, either natural death or a tumor diameter
greater than 1500 mm3 leading to death was counted as death.

Therapeutic Immunization Experiment
B16F10 as well as TC1 cell lines were subcutaneously (s.c.)
injected into the left flank of all mice as above described.
When the tumor diameter reached 4-6 mm, C57BL/6 mice
were randomly divided into six groups and immunized with
the vaccine once a week. In particular, each mouse of each
experimental group (6 or 8 for each group) was immunized with
100 ug of peptide vaccine both for single peptides (WT and NAL)
and for htcPeps mixes (INC and MIX) in total, emulsified with
50 mg of Polyinosinic:polycytidylic acid [poly(I:C); InvivoGen]
adjuvant formulated in PBS (200ul total volume). Each group
received the peptide vaccine in combination with metronomic
chemotherapy (MCT) and ICI. One group was treated only with
MCT and ICI (MCT + ICI group). Control mice were treated
with endotoxin-free phosphate-buffered saline (PBS)
(Supplementary Figures 1, 7).

IFN-g ELISpot Assay
ELISPOT was performed according to BD Biosciences
manufacturer instructions (BD ELISPOT Mouse IFN-g
ELISPOT Set cod. 551083). 5x105 splenocytes or 2 x105 tumor
infiltrated lymphocytes (TIL) were counted and plated in each
well. In brief, tumor biopsies were cut into small fragments ∼2–
3 mm in length and subjected to a commercial mechanical/
enzymatic dissociation system (GentleMACS, Miltenyi Biotec,
Bergish Gladbach, Germany). After disaggregation, the single cell
suspension was passed through 70-mm strainers. TIL were
isolated from dissociated tumors by CD45 (TIL) MicroBeads
(Miltenyi biotec), for positive selection of CD45-specific TIL.
Enriched TILs were cultured in complete media (RPMI 1640
(Lonza) supplemented with 10% fetal calf serum (FCS), 1%
glutamine, 100 IU ml−1 penicillin, 100 mg ml−1 streptomycin
(all from Life Technologies, Paisley, UK).

Both splenocytes and TILs were stimulated with 10ug/ml of
single or peptide pool used for the immunization and incubated
for 24-26h. As negative and positive control, peptide diluents
PBS and 5ug/ml of phorbol myristate acetate (PMA, Sigma-
Aldrich) were used respectively. The plates were read with an
AID EliSpot Reader Systems (AID GmbH, Strassberg, Germany).
The results were calculated as spot forming counts as a mean of a
Frontiers in Immunology | www.frontiersin.org 3
duplicate count from the specific antigen stimulation minus the
negative control.

Cell-Mediated Cytotoxicity Assay
Measurements of cytotoxic T-cell activity were performed on
spleen resected from each mouse involved in each experiment.
TC1 and B16F10 cell lines were used as target cells and 7-AAD/
CFSE Cell-Mediated Cytotoxicity Assay Kit was used to assess
the cell-mediated cytotoxicity. Briefly, CFSE-based cytotoxity
assay was performed as previously described with slightly
modification (19). Target cells were labeled with 5 mM CFSE
(BD Biosciences) for 10 min and then cocultured with isolated
spleens at 37°C for 4 h, at E: T ratio of 1:1, 5:1, 10:1 and 50:1.
After the coculture, 1 mg/mL propidium iodide (PI, BD
Biosciences) was added for assigning the ratio of cell death,
and the samples were analyzed by flow cytometry.

Prediction and Design of a H-2Db-specific epitope scaffold.
The sequence of E7 and Trp2 wild type protein was used to

predict epitopes binding to the mouse H-2Db allele by the
NetMHCpan 4.1. The same analysis was performed using 20
different random proteins. A total number of 250 predicted
strong binders were aligned from position 1 to position 9 and
analyzed by the online Seq2Logo - 2.0 (https://services.
healthtech.dtu.dk/service.php?Seq2Logo-2.0). The most
frequent amino acid residues found at the anchor positions
(p2,p3,p5,p9) were selected to design the H-2Db best fitting
motif and generate the epitope scaffold for optimal presentation
of the TCR-binding residues.

Peptide Binding Affinity Assays
Peptide binding affinity to H-2Db molecule was performed for
each selected peptide. TAP-deficient RMA-S cells were cultured
for 24 hour at 26°C to accumulate empty MHC-I molecules on
the cell surface (20). Cells were washed in serum-free medium
and incubated at 3x105 cells/well with peptides (10 mM) for 4 h at
37°C with 5% CO2. Cells were washed and stained for H-2Db as
described above and analyzed by flow cytometry. All the
experiments were performed in triplicate.

Molecular Docking
Structural data available for H-2Db/HPV-E7 as well as for H-
2Db/Trp2 complexes H-2Db was not found in the Protein Data
Bank (PDB) (https://www.rcsb.org/). Therefore, the PDB entry
1FG2 corresponding to a complex of H-2Db with a peptide with
sequence KAVYNFATC was selected for docking analyses (21).
The molecular modelling and docking analyses were performed
by PyMOL (ver. 1.8.6.2) and the ICM-Browser (ver. 3.8; MolSoft
LLC) molecular graphics systems.

Immunohistochemistry
Formalin-Fixed Paraffin-Embedded (FFPE) sections were stained
with CD3+, FoxP3 and Granzime B antibodies manually.
Visualization of the antibody–antigen reaction was visualized by
anti-alkaline phosphatase methods using Vulcan fast red (Biocare
Medical FR805S) as the chromogenic substrate. Finally, sections
were weakly counterstained with hematoxylin and mounted.
October 2021 | Volume 12 | Article 769799
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The manufacturers and condition use of primary antibodies
are summarized in Table 1.

Lymphocyte densities (cells/mm2) were quantified in the
tumor (CT) and invasive margin (IM) by digital pathology. The
slides were scanned with Aperio AT2 (Leica) and the areas (CT,
IM) were selected by an experienced pathologist (MDB). Finally,
the acquired images were quantified using QuPath 0.2.3.

To evaluate the balance between cytotoxic and immune
suppressive activity of B16 tumor model a formula considering
the numerical difference between the GrzB+ cells (cytotoxic cells)
and the FOXP3+ cells (immunosuppressive cells), on total CD3+
cells, was applied. The formula is schematized as:

Ratio = (# of GRZB − # of FOXP3)=# of CD3:

A negative ratio result meant an immunosuppressive environment,
while a positive ratio was indicative of an active cytotoxic environment.

Finally, tumor necrosis rates were evaluated for each tumor
lesion. The slides were stained with hematoxylin and eosin and
then subjected to reading and determination of areas of necrosis.
For percentage of necrosis through the tumor mass, was used the
following formula: …

%necrosis area :   necrosis area=total tumoral mass areað Þ ∗ 100

Statistical Analysis
Comparison between individual data points were performed with the
unpaired two-sided Student’s t-test and ANOVA, as appropriate.
Normally distributed data were represented as mean ± S.E.M. Two-
way ANOVA and Bonferroni post-hoc analysis were used to examine
the significance of differences among groups. All P values were two-
tailed and considered significant if less than 0.05.
RESULTS

Biological Validation of Cross-Reactivity
Between wt and htcPep
We have recently described htcPep for Trp2 and HPV-E7
antigens modified in the TCR – binding position 4 with
different aa residues showing diverse structural conformation
as well as binding affinity to H-2Db allele as compared to wt (17).
Additional htcPep were designed for the Trp2 and HPV-E7
peptides introducing at p4 a non-natural aa residue based on the
Tryptophan (TRP, W) structure (NAL). Moreover, a peptide
library including 20 peptides was prepared by random
introduction of all 20 possible amino acids at position 4 (MIX).
Frontiers in Immunology | www.frontiersin.org 4
To assess the cross-reactive T cell response of all these htcPep,
C57BL/6 mice were immunized and the immunological cross-
reactivity was evaluated in an IFN-g EliSpot assay.

Animals immunized with the wt peptides showed a
significant T cell cross-reactivity with htcPep, and the best
scoring was the Y4V (90% of reactivity), for the E7 peptide,
and the D4C (93% of reactivity), for the Trp2 peptide (Figure 1).

As further confirmation, when animals were immunized with
the INC peptides (mix of htcPep), T cells cross-reacted with the
corresponding wt peptide although at lower level (68% and 63%
of reactivity for the HPV-E7 and Trp2, respectively).
Consistently, when animals were immunized with NAL
peptide, the strongest T cells cross-reactivity was observed with
the htcPep with a Tryptophan substitution at position 4 (Y4W
for the E7 and D4W for the Trp2). In the latter case, the cross
reactivity with the wt peptide was significantly lower, especially
for the Trp2 epitope (23% of reactivity) (Figure 1).

Effect on Tumor Growth of Therapeutic
Immunization With htcPep
The immunogenicity and the induction of the anti-tumor T cell
immunity by the htcPep was assessed in a therapeutic setting in
C57BL/6 mice injected with either E7-expressing TC1 or Trp2-
expressing B16F10 cell lines (Supplementary Figure 1).

Animals were monitored during the whole protocol and no
toxicity was observed, showing a good general status without any
significant weight loss (data not shown). Tumor volume in all the
different groups was compared when the tumor reached the
cutoff of 1600 mm3 in the last animal of the control group.

The results showed that all the combinatorial strategies (MCT+
ICI+PEP) induced a significant delay in tumor growth at least in
TC1 tumor model. In particular, all the htcPep were more effective
than the wt, and the best result was achieved in the experimental
groups immunized with the NAL peptide and the INC (mix of
selected htcPep) (Figure 2A and Supplementary Figure 2). The
results were confirmed by significant improvement in the survival.
Treatment was discontinued at day 48, when animals were still
tumor-free in the htcPep experimental groups only. The latter were
re-challenge with the same tumor cells and tumor growth was
completely controlled in 3/8 in the NAL group and 1/8 in the MIX
group (p < 0.01) (Figure 2B). Results in the B16F10 tumor model
were drastically less effective. Overall, tumor growth was much
faster than the TC1 and the cutoff was reached in the last animal of
the control group at day 8 (Figure 2C). Neither the wt nor the
htcPep provided a significant improvement in the delay of tumor
growth compared to the combination of MCT+ICI (Figure 2C and
Supplementary Figure 3) and this result reflected also in the
survival curves (Figure 2D).
TABLE 1 | Manufacturers and condition use of primary antibodies.

Host Clone Location Epitope Retrieval Dilution (mg/mL) Diluent antibody Code (Company)

CD3 Rabbit SP7 Cytoplasmic PH6 1:150 Dako AR9352 ab16669 (Abcam)
FoxP3 Rabbit mAbcam 22510 Nuclear PH8 1:250 Dako AR9352 ab22510

(Abcam)
GranzimeB Rabbit Polyclonal Cytoplasmic PH8 1:200 Dako AR9352 ab4059 (Abcam)
O
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A

B

FIGURE 1 | Cross-reactive T cell response. C57BL/6 mice were immunized with indicated peptides and an IFN-g EliSpot assay was performed re-stimulating ex
vivo splenocytes with the indicated challenging peptides. (A) Absolute immune responses elicited by wild type and heteroclitic peptides. (B) Percentage of T cell
response compared to the one observed by re-stimulation with the same peptide used in the immunization (= 100).
A B

DC

FIGURE 2 | Cancer vaccine efficacy in therapeutic setting. C57BL/6 mice were administered with TC1 or B16F10 tumor cell lines. When palpable, indicated
treatments were initiated. TC1 experimental model: (A) Tumor growth; (B) Keplein Mayer curve. B16F10 experimental model: (C) Tumor growth; (D) Keplein
Mayer curve.
Frontiers in Immunology | www.frontiersin.org October 2021 | Volume 12 | Article 7697995
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Immunological Correlates in the
Therapeutic Setting
In order to assess the immune correlates of the results in the
therapeutic setting, spleens and Tumor infiltrating lymphocytes
(TILs) were collected from immunized animals when sacrificed.
TILs were not evaluable for the B16F10 model given the
immunological “cold” pattern and the extremely limited
number of cells isolated from the tumor lesions. The IFNg
EliSpot assay performed with spleens from immunized animals
showed an increased T cell response against the wt peptide in the
htcPep groups, which reached a statistical significance in the
NAL group. Such effect was much greater in TILs, strongly
supporting the biological effect on the tumor growth and overall
survival (Figures 3A, B). The results were further confirmed by a
cytotoxicity assay in which spleens from the NAL group showed
the highest cytotoxicity against the TC1 cells (Figure 3C). On the
contrary, results obtained in the B16F10 were of much lower
magnitude and the NAL group showed a T cell reactivity even
lower than the wt group (data not shown).
Prediction and Design of H-2Db-Specific
Epitope Scaffold
In order to verify whether an in silico predicted sequence could
increase the binding affinity of the wt epitopes to the H-2Db
molecule and improve their immunogenicity, an epitope scaffold
was generated, selecting residues at the “anchor positions” (p2, p3,
p5, p9) predicted to provide the best binding to theMHCmolecule.

To this aim, a sequence logo was generated for construction
and visualization of amino acid binding motifs and sequence
profiles with sequence weighting (22). More than 250 peptides
Frontiers in Immunology | www.frontiersin.org 6
strong binders to the H-2Db molecule were used to build the
logo. The analysis of relative residue frequencies at each position
of the epitopes, showed that specific residues are significantly
preferred at anchor positions (p2, p3, p5, p9) binding the MHC
H-2Db molecule (Supplementary Figure 4). In particular, the
leucine (L) residue is the most frequent in p3 and p9, while the
alanine (A) residue is the most frequent in p2 and the asparagine
(N) residue is the most frequent in p5. This finding suggests that
the hydrophobic side chain of L favors a good anchorage of the
peptide to the H-2Db binding cavity. Based on these results, an
epitope scaffold was generated for both HPV-E7 and Trp2 with
the sequence xALxNxxxL. In the E7 scaffold, the wt p4 residue
was also changed with the NAL residue; while, in the Trp2
scaffold, the wt p4 residue was changed (D4Q and D4C)
according to the previous evidence of improved affinity to
MHC (Supplementary Figures 5A, B).

Prediction of binding to the H-2Db MHC-I was obtained for
the scaffold peptides with the prediction algorithm
NetMHCpan4.1. The modification in the anchor positions had
significant impact on the predicted binding affinity, but it was
more dramatic for the Trp2. Indeed, the Trp2 scaffold (Trp2-
scaff) shows a 356.6-fold increase in the binding affinity to the H-
2Db compared to the Trp2 wt (19.6 vs. 6990 nM). Moreover,
when the Gln or Cys substitutions in P4 were introduced (TRP2-
scaff/D4C and TRP2-scaff/D4Q) the binding affinity was further
improved, reaching a thousand-fold increase over the Trp2 wt
(6.6 nM and 6.4 nM, respectively) (Supplementary Figure 5D).
Similar results were obtained for the HPV-E7 peptide, although
the fold increase in the binding affinity to the H-2Db was less
noticeable because the wt sequence already shows optimal
residues at p2 and p5 anchor positions and is a strong binder
A B

C

FIGURE 3 | Immune correlates in the therapeutic experimental model. Spleens (A) and TILs (B) from sacrificed animals in each HPV-E7 immunization groups were
evaluated in an IFNg EliSpot assay after re-challenge with wt epitope. (C) Cytotoxicity assay was assessed using TC1 cells as target cells at the indicated target:
effector (T:E) ratios. Each peptide immunization was performed with the MCT + ICI combination.
October 2021 | Volume 12 | Article 769799
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(99.7 nM). Nevertheless, a 17.2-fold increase in the binding
affinity of the HPV-E7 scaffold (E7-scaff) compared to the
HPV-E7 wt was observed (5.8 vs. 99.7 nM) (Supplementary
Figure 5C). Prediction of binding affinity was not possible with
the E7-scaffold including the non-natural NAL amino acid at p4.

Structure Modelling and
Molecular Docking
The impact of the amino acid substitutions at the anchor positions
in the scaffolds (p2, p3, p5, p9) on the structure of the peptides as
well as the interaction with the H-2Db molecule, was assessed by
structure modelling and molecular docking comparing with the
corresponding wt peptide. In addition, the scaffolds were
compared with a hypothetical peptide with the amino acid
sequence derived from the most frequent residues at each
position as for the sequence logo. The results showed that,
regardless the different amino acid residues in the TCR-facing
positions (p1, p4, p6, p7, p8), the conformation of the scaffolds and
the interaction of the anchor positions with the H-2Db molecule
was perfectly retained. Indeed, no changes in the hydrogen bonds
between the scaffolds’ anchor positions and the H-2Db residues
were observed (Figure 4). This confirmed the hypothesis that in
silico designed scaffolds can represent a universal optimal
presentation strategy for a given MHC molecule.

Furthermore, the scaffolds’ TCR-facing structure showed
highly comparable conformation with the wt epitopes, even
when mutations are introduced at p4, supporting the possibility
of eliciting a cross-reacting T cell response. Such evidence is quite
relevant especially for the Trp2 peptide in which the scaffold differs
from the wt in 3/4 residues in the anchor positions and none of the
substitutions are conservative (V2A, Y3L, F5N). On the contrary,
the E7-scaff differs from the wt in 2/4 residues (H3L and F9L) and
the F9L substitution is conservative (Figure 5).
Frontiers in Immunology | www.frontiersin.org 7
In Vitro Analysis of Scaffold Binding
Affinity to H-2Db Molecule
The binding affinity of E7-scaff and Trp2-scaff peptides to H-2Db
molecule was assessed using the TAP-deficient RMA-S cell line
loaded with 10 mM of each peptide. Both scaffolds showed an
increased binding to the H-2Db molecule (2 folds for the Trp2-
scaff and 4 folds for the E7-scaff) which was further improved
when substitutions in p4 were introduced. In particular, for the
Trp2-scaff, the highest improvement was observed with the D4C
substitution (2-fold increase). Similarly, the substitution in p4 with
the NAL non-natural aa induced a 2.7 fold increase in the binding
affinity of the E7-scaff to the H-2Db (Supplementary Figure 6).

Effect on Tumor Growth of Therapeutic
Immunization With Epitope Scaffolds
The immunogenicity and the induction of the anti-tumor T cell
immunity by the epitope scaffolds was assessed in a therapeutic
setting in C57BL/6 mice injected with either E7-expressing TC1
or Trp2-expressing B16F10 cell lines (Supplementary Figure 7).

Animals were monitored during the whole protocol and no
toxicity was observed, showing a good general status without any
significant weight loss (data not shown). Tumor volume in all the
different groups was compared when the tumor reached the
cutoff of 1600 mm3 in the last animal of the control group.

In the TC1 experimental model, results showed that
immunization with the E7-scaff peptides, with or without the
NAL modification in p4, was able to control tumor growth. In
particular, when compared to the E7 wt, with or without the
NAL modification in p4, the efficacy of E7-scaff peptides showed
a trend of improvement which did not reach the statistical
significance (p = 0.35) (Figures 6A, B). On the contrary, in the
B16F10 experimental model, immunization with the Trp2-scaff
peptides, with or without the modifications in p4, did not
FIGURE 4 | Predicted conformation of scaffolds. The conformation of the HPV-E7 and Trp2 scaffolds bound to the H2-Db molecule are compared to the consensus
scaffold. The hydrogen bonds with H-2Db residues are indicated for the anchor positions.
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improve tumor growth control when compared to Trp2 wt
(Figures 6C, D). This result apparently contrasted with the
observed much higher binding affinity compared to Trp2 wt in
the RMA-S cell assay (Supplementary Figure 6).

Immunological Correlates of the
Experiments With Epitope Scaffolds
Spleens were collected from immunized animals at the end of the
experiment. The IFNg EliSpot assay confirmed the much higher
immunogenicity of both E7-scaff and Trp2-scaff peptides over
Frontiers in Immunology | www.frontiersin.org 8
the corresponding wt peptides. In particular, when the mutation
in p4 was introduced, an approximately 6-fold increase in the
IFNg SFU was observed (Figure 7). Induction by the scaffold
peptides of a cross-reactive immune response against the
corresponding wt peptides was observed. This was of a
significantly lower magnitude, comparable to the immune
response elicited by the wt peptide itself (Figures 7A, B). Such
results confirmed all the in silico prediction and ex vivo
observations showing a superior antigenicity of both scaffolds
mutated in the p4 compared to the corresponding wt peptides.
FIGURE 5 | Predicted conformation of scaffold peptides. The conformation of the HPV-E7 and Trp2 scaffold peptides, bound to the H2-Db molecule, is shown
compared to the wt sequence. Contact pattern to the H-2Db is indicated in red; contact pattern to TCR is indicated in blue.
A B

DC

FIGURE 6 | Cancer vaccine efficacy of scaffolds in therapeutic setting. C57BL/6 mice were administered with TC1 or B16F10 tumor cell lines. When palpable, indicated
treatments were initiated. TC1 experimental model: (A) Tumor growth; (B) Keplein Mayer curve. B16F10 experimental model: (C) Tumor growth; (D) Keplein-Mayer curve.
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Evaluation of Tumor-Infiltrating
Lymphocytes in B16F10 Tumor Model
In order to elucidate the lack of correlation between the
high antigenicity and immunogenicity of the Trp2 scaff peptides
and the limited control of B16F10 tumor growth, the Invasive
Margin (IM) and Central Tumor (CT) immune contexture was
assessed in the tumor lesions resected from animals at sacrifice. In
particular, the number of CD3+, GrzB+ and FOXP3+ T cells was
evaluated by IHC.

The staining showed infiltrating CD3+ T cells in the IM areas
of all experimental groups, with an average number ranging from
Frontiers in Immunology | www.frontiersin.org 9
51.5 (wt scaff) to 103.1 (wt scaff/p4mut). The average number
dramatically dropped in the CT areas, except for the wt scaff/
p4mut group (81.5).

Similarly, although at a lower scale, the average number of
FOXP3+ T cells is higher in the IM areas of all experimental
groups, ranging from 8.1 (wt mut) to 18.8 (wt scaff/p4mut), than
in the CT areas, ranging from 1.1 (wt mut) to 2.8 (wt). On the
contrary, the average number of GrzB+ T cells is much lower and
equivalent in the two areas (3.5 CT; 4.4 IM), with the highest
average number in the wt scaff/p4mut group (7.2 intra-tumoral;
8.4 peri-tumoral) (Figures 8A, B)
A B

FIGURE 7 | Immune correlates in the immunization experiments with scaffolds. Spleens from sacrificed animals in HPV-E7 (A) and Trp2 (B) immunization groups
were evaluated in an IFNg EliSpot assay after re-challenge with indicated peptides. Self = same peptide used in the immunization and in the re-challenge assay.
A B

D

C

FIGURE 8 | Number of CD3+ Granzyme B+ and FoxP3+ cells infiltrating B16F10 tumors. Cells are represented as mean with standard deviation (SD) in each
experimental group. (A) CD3+, Granzyme B+ and FoxP3+cells in CT (A) and IM (B) area by IHC are shown, respectively. (C) Cumulative evaluation of the effector
cytotoxic GrzB+ and suppressive FOXP3+ T cell on total CD3+ cells. Average standard deviation of the percentage of necrosis in each experimental group is
shown (D). Statistical analysis 2way ANOVA: *p < 0.05, **p < 0.005, ***p < 0,001, ****p < 0,0001.
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The cumulative evaluation of the effector cytotoxic GrzB+ and
suppressive FOXP3+ T cell subtypes in the TME, namely the
“immunoscore”, showed that a positive ratio (GrzB+/FOXP3+)
was observed only the wt scaff/p4mut experimental group. This
indicates a limited anti-tumor immune effector TME, while all
other groups show an immune suppressive phenotype
(Figure 8C and Supplementary Figure 8).

Finally, the percentage of tumor necrosis was evaluated for
the different experimental groups. After calculating the necrosis
index in the different experimental groups (expressed as the
percentage of necrotic areas by total surface estimated by H&E
staining), a significant increase of % of necrosis was observed
between WT and WT scaff/mut group (10% to 25%) (Figure 8D
and Supplementary Figure 9). However, this high rate of
necrosis observed in the WT scaff/mut group is not correlated
with tumor regression.
CONCLUSIONS

We have previously described heteroclitic peptides (htcPep) for
Trp2 and HPV-E7 antigens modified in the p4 with increased
binding affinity to the H-2Db molecule, compared to the wt
peptide. Such a prediction, has been experimentally validated by
a binding assay in a TAP-deficient RMA-S cell line (17).

In the present study we have designed an additional htcPep
with a non-natural aa residue based on the Tryptophan structure
(NAL) and generated a peptide library by random introduction
of all 20 natural amino acids at position 4 (MIX).

Immunization in a C57BL/6 mouse model confirmed that
all htcPep were able to elicit a T cell response cross-reacting with
the wt peptide. Further confirmation was provided in a therapeutic
vaccination setting, in which T cells elicited by htcPep showed a
cross-reactive anti-tumor immunity against tumor cells expressing
the wt epitope. Such effect was much more evident in the TC1 than
in the B16F10 tumormodel which, as previously reported by several
groups including ours, is characterized by a poor effector
lymphocyte infiltration (“cold tumor”) (23–25).

All such immunological validations support the hypothesis that
a modification in the TCR-facing p4 residue not only increases the
binding affinity of the wt peptide to the H-2Db molecule but
induces a cross-reactive T cell response with anti-tumor activity
against tumor cells expressing the wt peptide. Interestingly, the most
evident functional effect was observed when the non-natural aa
residue NAL was introduced at p4 of the peptide. Overall, such
results suggest that different substitutions in p4 are able to break the
immunological tolerance against tumor associated antigens and the
elicited T cells are able to better control tumor growth.

In order to further improve the immunogenicity of peptides
and reach the optimal affinity to the H-2Db molecule, a scaffold
peptide was generated based on the consensus derived from the
alignment of hundreds of H-2Db binding peptides. The most
frequent amino acid residues found at p2, p3, p5 and p9 anchor
positions were identified and the xALxNxxxL scaffold was used
to present the TCR-facing residues of the HPV-E7 as well as the
Trp2 peptides.
Frontiers in Immunology | www.frontiersin.org 10
Bioinformatics structural analyses showed that the designed
epitope scaffolds, regardless the amino acid residues at the TCR-
facing positions, share the same conformation and contact
pattern with the H-2Db groove, suggesting that a “universal”
anchor structure for a given MHC molecule can be generated.
Moreover, the conformation of the TCR-facing structure in the
scaffold peptides did not show any appreciable difference with
the corresponding wt, supporting that the “universal” scaffold
can be used for different tumor antigens without modification of
the peptide structure interacting with the TCR.

Such structural analysis was confirmed by a binding assay in
the TAP-deficient RMA-S cell line, showing a significant increase
in the affinity of the scaffolds compared to the corresponding wt
peptide. In particular, such increase was striking for the Trp2
peptide whose affinity to the H-2Db molecule increased from
6990 to 19.6 nM (356.6 fold). A significant incremental effect
(17.1 fold) was observed also for the HPV-E7 peptide even
though the wt has already a very high affinity (99.7 nM).

Preclinical experiments in a therapeutic setting confirmed
that scaffold peptides, with or without substitution in p4, are able
to induce a cross-reactive T cell response able to control tumor
growth at the same level of the wt peptide. As predictable, the
efficiency was much higher for the TC1 than for the B16F10
“cold tumor” model (25). In particular, the latter experimental
model confirms that the efficiency of a cancer vaccine strategy,
even if based on an antigen with extremely high affinity to the
MHC molecule and efficient presentation to the TCR, is strongly
impaired by poor tumor T cell infiltration. Indeed, the intra-
tumoral area of B16F10 tumors were infiltrated by low numbers
of CD3+ as well as GrzB+ T cells. Furthermore, the GrzB+/
FOXP3+ ratio confirms the immunosuppressive phenotype of
Tumor microenvironment (TME) in the experimental groups.
Also the increased number of effector T cells found in the wt
scaff/p4mut group does not reach the density of infiltration
reported in “hot tumors” (26) and the moderate positive
GrzB+/FOXP3+ ratio is not sufficient to exert a significant anti-
tumor effect. Moreover, also the significant increase of necrosis
rate in the wt scaff/p4mut group is not is correlated with
tumor regression.

In conclusion, the present study provides the experimental
demonstration that heteroclitic peptides can be predicted and
validated for eliciting a T cell response stronger than the
corresponding wt peptide. Such response is cross-reactive with
the wt peptide and is able to control tumor growth. Moreover,
and even more importantly, it shows that a universal scaffold for
a given MHC molecule can be predicted and validated for the
optimal presentation of different antigen sequences to TCR. Such
“MHC-optimized” antigens can be of high clinical relevance in
cancer vaccine development.
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Supplementary Figure 1 | Therapeutic immunization protocol. C57BL/6 mice
were subcutaneously injected with 5x104 and 1x105 cells/mouse of B16F10 or TC1
respectively on the right back flank. When the tumor diameter reached 4-6 mm,
mice were randomly divided into six groups and treated according to the scheme.
The tumor size was measured and documented every two days with a caliper,
starting on day 7 and animals were sacrificed when tumor volume was greater than
1600 mm3

Supplementary Figure 2 | Effect on tumor growth of therapeutic immunization
with htcPep in TC1 tumor model. C57BL/6 mice were administered with 1x105

cells/mouse of TC1. Tumor growth was evaluated every three days with a caliper
and tumor volume was calculated as indicated in Materials and Methods.

Supplementary Figure 3 | Effect on tumor growth of therapeutic immunization
with htcPep in B16F10 tumor model. C57BL/6 mice were administered with 5x104

cells/mouse of B16F10. Tumor growth was evaluated every three days with a
caliper and tumor volume was calculated as indicated in Materials and Methods.

Supplementary Figure 4 | Logo plot showing sequence analysis of all 9-mer H-
2Db peptides. A total number of 250 predicted strong binders were aligned from
position 1 to position 9 and analyzed by the online Seq2Logo - 2.0.

Supplementary Figure 5 | Epitope scaffold sequences. E7 scaffold sequences
(A) Trp2 Scaffold sequences (B). The green boxes indicate the anchor positions.
The predicted binding affinity to H2-Db molecule of each peptide for each peptide
are shown (C, D).

Supplementary Figure 6 | In vitro analysis of scaffold binding affinity to H-2Db
molecule. Binding to H2-Db molecule was assessed in TAP-deficient RMA-S
murine cells loaded with 10 mM the indicated peptides. Mean fluorescence intensity
at flow cytometer indicates binding levels of each peptide to the H2-Db. Fold-
increase (wt = 1) of the binding to the H2-Db molecule of each peptide. Overlay of
the mean fluorescence intensity observed with different peptides.

Supplementary Figure 7 | Therapeutic immunization protocol with epitope
scaffolds. C57BL/6 mice were subcutaneously injected with 5x104 and 1x105 cells/
mouse of B16F10 or TC1 respectively on the right back flank. When the tumor
diameter reached 4-6 mm, mice were randomly divided into five groups and treated
according to the scheme. The tumor size was measured and documented every
two days with a caliper, starting on day 7 and animals were sacrificed when tumor
volume was greater than 1600 mm3

Supplementary Figure 8 | IHC staining. Representative images of IHC staining of
CD3+, FoxP3+ and GranzymeB+ cells in the Core-Tumor (CT) and Invasive Margin
(IM) areas in the WT (A, C, E) and WT scaff/mut (B, D, F) groups. Positive cells are
indicated by intense red color.

Supplementary Figure 9 | Images of tumor necrosis rates. Representative H&E
stain showing tumor necrosis in each experimental groups. Necrotic areas are
indicated by lighter color.
REFERENCES
1. Petrizzo A, Caruso FP, Tagliamonte M, Tornesello ML, Ceccarelli M, Costa V,

et al. Identification and Validation of HCC-Specific Gene Transcriptional
Signature for Tumor Antigen Discovery. Sci Rep (2016) 6:29258. doi: 10.1038/
srep29258

2. Zhao J, Chen Y, Ding ZY, Liu JY. Safety and Efficacy of Therapeutic Cancer
Vaccines Alone or in Combination With Immune Checkpoint Inhibitors in
Cancer Treatment. Front Pharmacol (2019) 10:1184. doi: 10.3389/
fphar.2019.01184

3. Schumacher TN, Scheper W, Kvistborg P. Cancer Neoantigens. Annu Rev
Immunol (2019) 37:173–200. doi: 10.1146/annurev-immunol-042617-053402

4. Hunt DF, Henderson RA, Shabanowitz J, Sakaguchi K, Michel H, Sevilir N,
et al. Characterization of Peptides Bound to the Class I MHC Molecule HLA-
A2.1 by Mass Spectrometry. Science (1992) 255:1261–3. doi: 10.1126/
science.1546328
5. Parker KC, Bednarek MA, Hull LK, Utz U, Cunningham B, Zweerink HJ,
et al. Sequence Motifs Important for Peptide Binding to the Human MHC
Class I Molecule, HLA-A2. J Immunol (1992) 149:3580–7.

6. Rammensee HG, Friede T, Stevanoviic S. MHC Ligands and Peptide Motifs:
First Listing. Immunogenetics (1995) 41:178–228. doi: 10.1007/BF00172063

7. Rammensee H, Bachmann J, Emmerich NP, Bachor OA, Stevanovic S.
SYFPEITHI: Database for MHC Ligands and Peptide Motifs. Immunogenetics
(1999) 50:213–9. doi: 10.1007/s002510050595

8. Bae J, Samur M, Munshi A, Hideshima T, Keskin D, Kimmelman A, et al.
Heteroclitic XBP1 Peptides Evoke Tumor-Specific Memory Cytotoxic T
Lymphocytes Against Breast Cancer, Colon Cancer, and Pancreatic Cancer
Cells. Oncoimmunology (2014) 3:e970914. doi: 10.4161/21624011.2014.
970914

9. Dyson J. T-Cell Receptors: Tugging on the Anchor for a Tighter Hold on the
Tumor-Associated Peptide. Eur J Immunol (2015) 45:380–2. doi: 10.1002/
eji.201445385
October 2021 | Volume 12 | Article 769799

https://www.frontiersin.org/articles/10.3389/fimmu.2021.769799/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fimmu.2021.769799/full#supplementary-material
https://doi.org/10.1038/srep29258
https://doi.org/10.1038/srep29258
https://doi.org/10.3389/fphar.2019.01184
https://doi.org/10.3389/fphar.2019.01184
https://doi.org/10.1146/annurev-immunol-042617-053402
https://doi.org/10.1126/science.1546328
https://doi.org/10.1126/science.1546328
https://doi.org/10.1007/BF00172063
https://doi.org/10.1007/s002510050595
https://doi.org/10.4161/21624011.2014.970914
https://doi.org/10.4161/21624011.2014.970914
https://doi.org/10.1002/eji.201445385
https://doi.org/10.1002/eji.201445385
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Tagliamonte et al. MHC-Optimized Scaffold for Cancer Vaccine
10. Madura F, Rizkallah PJ, Holland CJ, Fuller A, Bulek A, Godkin AJ, et al.
Structural Basis for Ineffective T-Cell Responses to MHC Anchor Residue-
Improved "Heteroclitic" Peptides. Eur J Immunol (2015) 45:584–91.
doi: 10.1002/eji.201445114

11. Dao T, Korontsvit T, Zakhaleva V, Jarvis C, Mondello P, Oh C, et al. An
Immunogenic WT1-Derived Peptide That Induces T Cell Response in the
Context of HLA-A*02:01 and HLA-A*24:02 Molecules. Oncoimmunology
(2017) 6:e1252895. doi: 10.1080/2162402X.2016.1252895

12. Cole DK, Edwards ES, Wynn KK, Clement M, Miles JJ, Ladell K, et al.
Modification of MHC Anchor Residues Generates Heteroclitic Peptides That
Alter TCR Binding and T Cell Recognition. J Immunol (2010) 185:2600–10.
doi: 10.4049/jimmunol.1000629

13. Binkowski TA, Marino SR, Joachimiak A. Predicting HLA Class I non-
Permissive Amino Acid Residues Substitutions. PLoS One (2012) 7:e41710.
doi: 10.1371/journal.pone.0041710

14. Stone JD, Chervin AS, Kranz DM. T-Cell Receptor Binding Affinities and
Kinetics: Impact on T-Cell Activity and Specificity. Immunology (2009)
126:165–76. doi: 10.1111/j.1365-2567.2008.03015.x

15. Birnbaum ME, Mendoza JL, Sethi DK, Dong S, Glanville J, Dobbins J, et al.
Deconstructing the Peptide-MHC Specificity of T Cell Recognition. Cell
(2014) 157:1073–87. doi: 10.1016/j.cell.2014.03.047

16. Hawse WF, De S, Greenwood AI, Nicholson LK, Zajicek J, Kovrigin EL, et al.
TCR Scanning of Peptide/MHC Through Complementary Matching of
Receptor and Ligand Molecular Flexibility. J Immunol (2014) 192:2885–91.
doi: 10.4049/jimmunol.1302953

17. Cavalluzzo B, Ragone C, Mauriello A, Petrizzo A, Manolio C, Caporale A,
et al. Identification and Characterization of Heteroclitic Peptides in TCR-
Binding Positions With Improved HLA-Binding Efficacy. J Transl Med (2021)
19:89. doi: 10.1186/s12967-021-02757-x

18. Reagan-Shaw S, Nihal M, Ahmad N. Dose Translation From Animal to
Human Studies Revisited. FASEB J (2008) 22:659–61. doi: 10.1096/fj.07-
9574LSF

19. Ankri C, Shamalov K, Horovitz-Fried M, Mauer S, Cohen CJ. Human T Cells
Engineered to Express a Programmed Death 1/28 Costimulatory Retargeting
Molecule Display Enhanced Antitumor Activity. J Immunol (2013) 191:4121–
9. doi: 10.4049/jimmunol.1203085

20. Van Stipdonk MJ, Badia-Martinez D, Sluijter M, Offringa R, Van Hall T,
Achour A. Design of Agonistic Altered Peptides for the Robust Induction of
CTL Directed Towards H-2Db in Complex With the Melanoma-Associated
Epitope Gp100. Cancer Res (2009) 69:7784–92. doi: 10.1158/0008-5472.CAN-
09-1724

21. Tissot AC, Ciatto C, Mittl PR, Grutter MG, Pluckthun A. Viral Escape at the
Molecular Level Explained by Quantitative T-Cell Receptor/Peptide/MHC
Frontiers in Immunology | www.frontiersin.org 12
Interactions and the Crystal Structure of a Peptide/MHC Complex. J Mol Biol
(2000) 302:873–85. doi: 10.1006/jmbi.2000.4501

22. Thomsen MC, Nielsen M. Seq2Logo: A Method for Construction and
Visualization of Amino Acid Binding Motifs and Sequence Profiles
Including Sequence Weighting, Pseudo Counts and Two-Sided
Representation of Amino Acid Enrichment and Depletion. Nucleic Acids
Res (2012) 40:W281–287. doi: 10.1093/nar/gks469

23. Tagliamonte M, Petrizzo A, Napolitano M, Luciano A, Arra C, Maiolino P,
et al. Novel Metronomic Chemotherapy and Cancer Vaccine Combinatorial
Strategy for Hepatocellular Carcinoma in a Mouse Model. Cancer Immunol
Immunother (2015) 64:1305–14. doi: 10.1007/s00262-015-1698-0

24. Tagliamonte M, Petrizzo A, Napolitano M, Luciano A, Rea D, Barbieri A, et al.
A Novel Multi-Drug Metronomic Chemotherapy Significantly Delays Tumor
Growth in Mice. J Transl Med (2016) 14:58. doi: 10.1186/s12967-016-0812-1

25. Petrizzo A, Mauriello A, Luciano A, Rea D, Barbieri A, Arra C, et al. Inhibition
of Tumor Growth by Cancer Vaccine Combined With Metronomic
Chemotherapy and Anti-PD-1 in a Pre-Clinical Setting. Oncotarget (2018)
9:3576–89. doi: 10.18632/oncotarget.23181

26. Anitei MG, Zeitoun G, Mlecnik B, Marliot F, Haicheur N, Todosi AM,
et al. Prognostic and Predictive Values of the Immunoscore in Patients With
Rectal Cancer. Clin Cancer Res (2014) 20:1891–9. doi: 10.1158/1078-
0432.CCR-13-2830
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Tagliamonte, Mauriello, Cavalluzzo, Ragone, Manolio, Luciano,
Barbieri, Palma, Scognamiglio, Di Mauro, Di Bonito, Tornesello, Buonaguro,
Vitagliano, Caporale, Ruvo and Buonaguro. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with
these terms.
October 2021 | Volume 12 | Article 769799

https://doi.org/10.1002/eji.201445114
https://doi.org/10.1080/2162402X.2016.1252895
https://doi.org/10.4049/jimmunol.1000629
https://doi.org/10.1371/journal.pone.0041710
https://doi.org/10.1111/j.1365-2567.2008.03015.x
https://doi.org/10.1016/j.cell.2014.03.047
https://doi.org/10.4049/jimmunol.1302953
https://doi.org/10.1186/s12967-021-02757-x
https://doi.org/10.1096/fj.07-9574LSF
https://doi.org/10.1096/fj.07-9574LSF
https://doi.org/10.4049/jimmunol.1203085
https://doi.org/10.1158/0008-5472.CAN-09-1724
https://doi.org/10.1158/0008-5472.CAN-09-1724
https://doi.org/10.1006/jmbi.2000.4501
https://doi.org/10.1093/nar/gks469
https://doi.org/10.1007/s00262-015-1698-0
https://doi.org/10.1186/s12967-016-0812-1
https://doi.org/10.18632/oncotarget.23181
https://doi.org/10.1158/1078-0432.CCR-13-2830
https://doi.org/10.1158/1078-0432.CCR-13-2830
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles

	MHC-Optimized Peptide Scaffold for Improved Antigen Presentation and Anti-Tumor Response
	Introduction
	Materials and Methods
	Cell Line and Mice
	Design and Peptide Synthesis
	Drugs Administration
	Immunizations Protocol for Biological Validation of Cross-Reactivity Between wt and htcPep
	Animal Experiments
	Therapeutic Immunization Experiment
	IFN-&gamma; ELISpot Assay
	Cell-Mediated Cytotoxicity Assay
	Peptide Binding Affinity Assays
	Molecular Docking
	Immunohistochemistry
	Statistical Analysis

	Results
	Biological Validation of Cross-Reactivity Between wt and htcPep
	Effect on Tumor Growth of Therapeutic Immunization With htcPep
	Immunological Correlates in the Therapeutic Setting
	Prediction and Design of H-2Db-Specific Epitope Scaffold
	Structure Modelling and Molecular Docking
	In Vitro Analysis of Scaffold Binding Affinity to H-2Db Molecule
	Effect on Tumor Growth of Therapeutic Immunization With Epitope Scaffolds
	Immunological Correlates of the Experiments With Epitope Scaffolds
	Evaluation of Tumor-Infiltrating Lymphocytes in B16F10 Tumor Model

	Conclusions
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


