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“You, me, or nobody is gonna hit as hard as life. But it ain't about how hard 

you hit. It's about how hard you can get hit and keep moving forward; how 

much you can take and keep moving forward. That's how winning is done! 

Now, if you know what you're worth, then go out and get what you're worth. 

But you gotta be willing to take the hits, and not pointing fingers saying you 

ain't where you wanna be because of him, or her, or anybody. Cowards do that 

and that ain't you. ” 

 

Silvester Stallone, Rocky Balboa 
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ABSTRACT 
With 1 685 210 new cases in 2016 in United States (American Cancer Society), 

cancer poses a serious challenge for the patients, the healthcare system and families 

of patients considering that 595 690 people will die from the disease.  

Long time has passed since surgery was the only option available and rudimental 

chemotherapy was attempted with arsenic-based compounds. The evolution of 

therapies relied on technological breakthroughs such as the optimization of 

radiation therapy and the development of monoclonal antibodies. 

In the last decades, a new class of therapies raised particular interest thanks to the 

ability to promote long-lasting complete responses. Immune therapy exploits the 

patient´s own immune system to find and kill tumor cells. Once immunological 

memory is established, this can potentially grant long term protection. 

Nevertheless, the results of immunotherapies are often inconsistent as we observe 

a number of complete remissions together with patient that completely fail to 

respond to the therapy. Uncovering the mechanisms of such difference is the 

primary aim of researchers that try to optimize the strategies to ultimately increase 

the number of responders. 

In this thesis three main strategies will be reviewed, studied and finally combined: 

i) oncolytic adenoviruses; ii) cancer vaccines and iii) immune checkpoint inhibitors.  

In Study I, we developed an innovative cancer vaccine platform based on oncolytic 

adenoviruses. Classic oncolytic viruses rely on their ability to lyse tumors cells and 

release antigens in order to prime tumor-specific responses. However, this process 

is not optimal and does not offers control, hence the immunogenic potential of 

viruses is not maximized. To overcome this limitation, we used the adenovirus as 

a carrier able to deliver peptides to antigen presenting cells. The Virus-peptide 

complex (i.e. PeptiCRAd) was build with electrostatic interactions, thus preserving 

the virus ability to infect and kill tumors cells. In addition, we showed that 

PeptiCRAd was able to reduce the growth of B16OVA and B16F10 tumors by 

inducing antigen specific responses through the activation of dendritic cells. 

Ultimately, we showed its potential in humanized mice engrafted with both human 



   
 

   
 

21 

melanomas and human peripheral blood mononuclear cells (PBMCs). Our 

PeptiCRAd platform eradicated the tumors of humanized mice while a normal 

oncolytic virus led to stable disease after treatment. Consistently, we found an 

increased number of human T-cells against the targeted tumor antigen (MAGE-

A3) in mice treated with PeptiCRAd compared to mice treated with a normal 

oncolytic adenovirus. These results underline the potential of the platform for 

clinical testing. A clinical trial is currently being designed by Valo Therapeutics, a 

spin-off company from the University of Helsinki, which is the owner of the patent 

deriving from the work described in the study.  

In Study II we addressed the problem of optimizing the peptides formulations to 

be used in cancer vaccines. The design of improved peptides is time consuming 

and usually relies on few in silico tools with poor integration of data. To address 

this problem, we set up an in silico framework that uses multiple in silico tools such 

as MHC-I affinity and immunogenicity predictions. In addition, to study the cross-

reactivity of T-cells against the wild type epitope and their improved-mutated 

forms we used molecular dynamics simulations. 

We showed that while binding affinity is usually a good predictor of 

immunogenicity, T-Cell Receptor (TCR)-engagement prediction is less accurate. 

Molecular dynamics simulations were used to predict the 3D conformation of the 

peptides-MHC complexes. This allowed us to directly compare how mutating 

specific residues would not only change the orientation of the peptide within the 

MHC-binding pocket, but it would re-shape the whole portion of the MHC 

molecule that is recognized by the TCRs. This gave us suggestions on the 

differences in anti-tumor efficacy observed when testing several forms of 

SIINFEKL and TRP2180-188 peptides in both B16OVA and B16F10 in vivo models. 

Study III is where we addressed the problem of combining in an efficient way 

different approaches. In fact, our aim was to increase the response to checkpoint 

inhibitors by improving the infiltration of tumors by immune cells. To this end, 

we used the pro-inflammatory properties of the oncolytic vaccine platform 

described in Study I, since it has been shown that treatment with oncolytic viruses 

increases the presence of tumor-infiltrating lymphocytes (TILs). Combination of 
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PeptiCRAd with PD-L1 blockade proved to increase the survival of melanoma-

bearing mice compared to monotherapy with PD-L1 or PeptiCRAd. In addition, 

anti-tumor efficacy was observed also in a poorly immunogenic in vivo model of 

breast cancer. Immune phenotypic analysis revealed that the combination of 

viruses and checkpoint inhibition increases the presence of TILs with a non-

exhausted state (PD-1+ TIM-3-). In a translational in vitro model, we tested the 

combination therapy, demonstrating that PBMCs, primed with antigen-specific 

PeptiCRAd, showed better killing of human melanoma cells when in presence of 

anti-PD-L1 antibody. Hence checkpoint inhibition well synergized with the 

immune activating properties of the oncolytic vaccine. 

 

Taken together, the findings described in this thesis highlight the necessity of 

combination therapies to increase the number of responders to immunotherapy. 

This is a critical aspect to enlarge the number of responding patients and to 

maximize the benefits of immunotherapies, considering that immunotherapeutic 

approaches are reaching the market with unprecedented speed.  
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REVIEW OF LITERATURE 

1. Introduction 

With 3584094 articles available on PubMed, cancer biology represents one of the 

most studied fields of oncology. The oldest scientific report available by using 

these keywords was written by Dr. Benjamin Rush in 1787. The article, published 

on the London Journal of Medicine, describes the efficacy of a “magical unguent” 

that a colleague, Dr. Marint Hugh, carefully applied to several types of tumors. 

While some of them were completely cured, others did not respond to the therapy. 

Fascinated by the properties of the formulation, Dr. Rush tried to reproduce the 

results, although with no success. Determined to understand the reasons behind 

his failure, he decided to take a closer look at the drug that Dr. Hugh simply 

described as a mixture of natural substances extracted from plants. Of interest, is 

the method applied by Dr. Rush when investigating the composition of the drug. 

His empirical approach suggested him a caustic substance, which he later found to 

be arsenic [1]. 

This interesting story is one of the many that researchers and doctors used to share 

when studying what nowadays would look like a primordial approach at curing a 

disease. However, what it is of extreme interest is the foundation of such 

experimentation and study: the idea that cancer cells could be eliminated by a toxic 

molecule.  

After two centuries, chemotherapy still represents one of the main treatment for 

cancer. Treatment with chemical compounds able to cause cell death is used in 

approximately 28-38 % of cases of metastatic melanoma that fail to respond to 

immunotherapy and/or targeted therapy, while radiation therapy in 35-38 % of 

cases [2]. However, the idea that direct lysis of tumor cells would be sufficient to 

cause a complete response might be considered old fashioned. Often, modern 

therapies aim at multimodal approaches where, chemotherapy is mixed with 

radiotherapy or biological drugs. As cancer biology evolved, new mechanisms of 

tumor-resistance emerged and the interplay between malignant cells and the host 

immune system became a critical aspect to consider when designing novel cancer 
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therapies. Nowadays we know that while tumors are mostly characterized by 

genetic mutations that confer to cells the ability to escape control mechanisms, a 

key factor of tumor progression is the lack of recognition by our immune system. 

In fact, the sustained proliferative signalling is only one of the hallmarks of 

cancer[3]. Many other aspects contribute to the general malignant nature of a cell. 

Among these, the ability to avoid immune destruction is of interest. 

Therefore, restoring the recognition of tumors by our immune system is the main 

aim of cancer immunotherapy. Being awarded the title of “breakthrough of the year” 

by the prestigious scientific journal Science in 2013 [4], cancer immunotherapy has 

largely widened the number of available options to treat cancer. Rather than relying 

on the activity of small molecules or radiation, the idea to use the patient’s immune 

system is appealing as it would result in long lasting responses. However, an 

increasing number of clinical studies suggests that immune therapy can be, and 

should be, combined with classic approaches to overcome the suppressive 

environment that allows for the escape of malignant cells from immune 

surveillance.  

After a brief review of classic cancer therapies the following paragraphs will 

provide an overview on several immune therapies, including the use of 

adenoviruses for the treatment of cancer. 

2. Cancer Treatments 

2.1. Surgery, chemotherapy and radiotherapy 

The type of malignancy and its stage often dictate the most suitable therapy. 

Typically, the simplest solution is offered by surgery, where the tumor is simply 

removed.  In fact, according to data available in the National Cancer Data Base 

(NCDB; 2017), surgery represents the preferred monotherapy for first course 

treatment (Fig 1A) among all types of tumors. In fact, chemotherapy or 

radiotherapy alone account for only the 5.24 and 4.64 % of first course treatments 

respectively. Interestingly, a combination of two or more approaches is used in 

28.2 % of the cases. 
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The ability to physically remove the tumor, however, is affected by the stage of the 

disease. It is easy to imagine that with more advanced patients, the tumor mass 

might be heavily infiltrated in the healthy tissue or that the metastatic nature of the 

disease makes surgery a less appealing choice. In fact, by analysing the data 

according to the stage of the disease, a clear trend emerges: the percentage of 

patients that receives only surgery decreases drastically when comparing late stages 

with earlier ones (Fig 1B). For instance, while at stage 0 or I an average of 50 % 

of patients is treated with surgery only, at stage IV only 5 % of patients receives 

surgery as monotherapy.  Indeed, combination therapy (orange portion) or 

chemotherapy (black portion) are preferred at later stages, accounting for 22.6 and 

13.5 % of cases respectively. 

 
Figure 1. Distribution of the treatment of cancer. A) Therapies chosen as first course treatment after diagnosis. Data 
include all types of tumors.  B) Distribution of therapies across the stages of the disease. Data have been collected from 
the National Cancer Database (NCDB). 

 

For the reasons discussed above, chemotherapy and radiotherapy are often 

preferred to treat metastatic or late stage diseases. The possibility to target non-

reachable lesions and individual residual tumor cells after surgery is one of the 

main advantages of these strategies. 

Chemo and Radio therapy rely often on the inhibition of cell cycle through the 

damage to DNA and this event is often followed by cell death [5]. There is a wide 

variety of compounds which have been studied into the clinic. For instance, 
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chemotherapy in advanced non-small cell lung cancer (NSCLC) has been 

historically characterized by the use of platin-based compounds that bind and 

cross-link DNA strands. Carboplatin or Cisplatin have been adopted as preferred 

therapy, often in combination with other alkylating agents. However, the median 

survival benefit is only of six weeks compared to the standard of care [6]. To 

increase its efficacy, platinum-based chemotherapy can be combined with the so 

called "third-generation agents". Among those, it is worth mentioning pemetrexed, 

which is a folate antimetabolite. This drug inhibits several enzymes involved into 

the synthesis of purine and pyrimidine, thus it prevents the formation of DNA and 

RNA resulting into the arrest of cell proliferation [7]. Similarly, cyclophosphamide 

acts as a cross-linker and causes DNA damage leading to apoptosis of cells [8].  

In addition to cause direct damage to genomic DNA, another strategy is 

represented by interfering with the progress of cell cycle. Enzymes such as 

Topoisomerases (I and II) play a pivotal role in cell proliferation and their 

inhibitors have proved to decrease the progression of tumors successfully [9]. 

Doxorubicin is an anthracycline antibiotic that stabilizes the DNA-Topoisomerase 

complex, thus preventing the release of DNA strands. Approved by FDA for the 

treatment of brain tumors, several formulations have been successfully tested to 

improve the bio distribution and safety profile. For instance, doxorubicin has been 

encapsulated into conventional or PEGylated liposomes showing an improved 

safety profile along with a better bio distribution [10]. 

As previously anticipated, chemotherapy and radiotherapy share a similar 

mechanism of action.   About 50% of cancer patients is treated with radiations 

during the disease, whether as monotherapy or in combination with other 

treatments. Ionizing radiation (IR) is the most commonly used type of radiation 

therapy that causes DNA damage, resulting in apoptosis. The radiation source is 

usually external, and the radiation beams are shaped to focus on the lesion rather 

than surrounding healthy tissues. Similarly, brachytherapy relies on small implants 

that emits radiations which are placed close to the disease site. In both cases the 

main aim is to damage tumor cells while sparing healthy ones. Nevertheless, an 

area larger than the lesion is targeted to ensure the coverage of all the malignant 



   
 

   
 

27 

tissue, especially if radiations are given as adjuvant therapy after surgery; this 

usually provides the option to kill residual cells. 

As reviewed, both chemotherapy and radiation therapy heavily rely on DNA 

damage-induced apoptosis. However, this pathway is often mutated into tumor 

cells, thus resistance mechanisms arise making these approaches less effective for 

advanced diseases.  

 

2.2. Immunotherapy 

The therapeutic strategies which have been briefly summarized into the previous 

paragraph rely on the use of drugs to directly kill tumor cells. On the contrary, 

immunotherapy aims at stimulating the patient's own immune system and let 

immune cells recognize and eradicate malignant ones. This is an interesting strategy 

because it can create an immunological memory which can potentially provide 

protection from relapses and efficacy against metastatic diseases. 

The methods used to modulate the immune system of patients determines the 

mode of action and mechanism. While some approaches rely on drugs that are 

“ready to work” when infused (such as monoclonal antibodies), other strategies 

exploit the full potential of the immune system and anti-tumor responses are 

created in vivo. 

 

2.2.1. Biological response modifiers (BRMs) 

This class of drugs is composed of biological molecules that regulate functions of 

our immune system. The aim is to upregulate inflammatory pathways and stimulate 

anti-tumor responses in an unspecific way. As examples, I will discuss about 

interleukins (ILs) and granulocyte and macrophages colony stimulating factor 

(GM-CSF).  

The year 1976 marked a turning point into the history of immune therapy with the 

discovery of IL-2 as a T-lymphocyte growth factor. The availability of purified IL-

2 allowed for more detailed studies about the differentiation and activation of T-

cell and NK cells. Interestingly, the importance of IL-2 was firstly assessed in mice 

with defective production of T-regulatory cells (Tregs). Defects in IL-2 production 
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led to a reduced number of Tregs, thus development of abnormal autoimmunity 

[11]. In fact, Tregs are equipped to readily respond to low levels of IL-2 [12] and 

blockade of IL-2 receptor signalling has been exploited to dampen the activity of 

this immune suppressive subset of T-cells [12]. At the same time, IL-2 is important 

for the function of effector cells and generation of memory ones as well. In fact, 

IL-2 is produced by antigen-activated T-cells as early as 1 hour after the stimulation 

of T-cell receptor (TCR) [13]. 

Despite the opposing roles of IL-2 in the regulation of T-cell function, the 

potential benefits of boosting immune responses led to its use into the clinic. Since 

low levels of IL-2 favour the expansion of Tregs, high dose IL-2 has been tested 

into patients with metastatic renal cell carcinoma (mRCC) with an overall response 

rate of 10 % and a complete response rate of only 5 % [14]. Interestingly, the 

combination of IL-2 with blockade of CD40 reduced the levels of Tregs and 

myeloid-derived suppressor cells (MDSCs) in tumor tissues [15]. In other studies, 

IL-2 has been modified to bind with higher affinity its receptor on naïve T-cells 

(IL-2Ra) rather than the receptor isoform on Tregs (IL-2Rb) [16]. In addition to 

IL-2, the cytokine family of γ chain (γc) comprises IL-7, IL-15 and IL-21, which 

support of differentiation, proliferation and long term-survival of T-cells. IL-15 is 

of interest since it has been showed to be essential to maintain the memory 

phenotype of CD8+ T-cells [17]. In addition, when combined with IL-21, both 

cytokines can provide support to anti-tumor immunity [18]. 

Interleukins are not the only example of BMRs that have been used to modulate 

the immune system functions. Colony Stimulating Factors increase the 

proliferation, maturation and homing of antigen presenting cells (APCs). In fact, 

mice lacking GM-CSF showed defects in anti-bacterial responses due to sub 

optimal function of macrophages and dendritic cells [19]. Of interest, is the ability 

of GM-CSF to promote the generation of a subtype of DCs that would support 

T-helper Type I cells [20]. In clinical studies, GM-CSF has been used to potentiate 

T-cell responses in combination with IL-2 therapy; administration of IL-2, IFN-

alpha and GM-CSF to patients with mRCC resulted in 19 % of overall responses 

[21, 22]. In a subsequent study Verra and colleagues found an increased number 
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of tumor-infiltrating T-cells and mature DC in tumor samples from the patients 

that received the cytokine cocktail compared to control group [23]. The effect that 

GM-CSF has upon APCs makes it an attractive molecule to include in vaccination 

strategies (which will be discussed in the following paragraphs) [24]. 

IL-2 and GM-CSF are only two of the wide selection of BRMs that are used for 

immune therapy. However, their long-term use provides the perfect example of 

how naturally available immune modulators can re-shape the tumor 

microenvironment and affect the function of T-cells.  

 

2.2.2. Cell Therapy for cancer 

Biological drugs that relieve immune suppression within the tumor 

microenvironment can evoke rather general immune responses. This can be 

beneficial when tumor antigens are unknown. However, the efficacy and specificity 

of the therapy can be limited. In addition, biodistribution of the molecules and 

their ability to reach immune cells are important factors to consider. These 

challenges can be addressed by direct modification of immune cells which are 

isolated from the patient. The isolated immune cells can be modified to potentiate 

their activation state or to redirect them against specific targets. 

 

2.2.2.1. Dendritic Cell Therapy 

The tumor immunity cycle starts with the uptake of tumor antigens by APCs which 

migrate to the nearest lymph node to present epitopes to T-cells. Hence, the 

activated and antigen experienced T-cells move into the tumor tissue to kill 

malignant cells. The lysis of tumor cells causes the release of new proteins which 

are then picked up again by APCs. 

The above-mentioned cycle is a theoretical and rather naïve simplification of how 

the immune system and tumor cells communicate with each other. It is very 

appropriate to talk about “communication” since tumor cells can readily respond 

to inflammatory signals with immune suppressive ones, escaping the immune 

surveillance by silencing immune functions.  
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One of the strategies that tumor cells use to escape immune responses is to make 

antigen presentation ineffective. In fact, tumor cells can secrete a wide variety of 

suppressive cytokines that limits the maturation of APCs. For instance, even in 

presence of antigen presentation an immature DC is not able to prime an immune 

response. In fact, naïve T-cells are fully activated only if they are provided with 

sufficient co-stimulatory signals. Interestingly, presentation of antigens without 

proper co-stimulation can establish tolerance of T-cells towards the antigen. To 

overcome these limitations, DCs have been engineered by using genetic 

modification or transduction with recombinant viruses [25].  

Mature DCs express the main co-stimulatory molecules CD80 and CD86 which 

bind the receptor CD28 on T-cells and promotes their full activation. DC 

maturation is usually achieved by stimulation of pattern recognition receptors 

(PRRs) which are activated by danger signals from pathogens or dying cells. 

However, tumor cells can secrete immune suppressive molecules to prevent DC 

maturation. Transforming growth factor β (TGF-β) and IL-10 are among the most 

potent immune suppressive mediators and can promote apoptosis of T-cells and 

DCs. Modifying DCs to make them resistant to TGF-β mediated suppression is 

an attractive strategy. For instance, transducing DCs with GM-CSF can induce the 

upregulation of B-cell lymphoma extra-large (Bcl-xL) molecule that increases the 

resistance of DCs to apoptosis. In addition, DCs can be made unresponsive to 

TGF-β by directly modifying its receptor as Wang and colleagues demonstrated 

and this approached can be applied directly by in vivo transduction of DCs with the 

dominant-negative mutant of the TGF-β receptor[25].  

The presentation of antigens by DCs can be enhanced by transducing them with 

the desired proteins. These will be produced, processed and presented to T-cells 

on MHC-I. Blalock and colleagues engineered DCs to express MART-1, tyrosinase 

and MAGE-A6 tumor antigens by using adenoviral vectors.  The engineered DCs 

are activated by the adenoviral pathogen associated molecular patterns (PAMPs) 

and can present efficiently the epitopes to T-cells, activating both CD8+ and 

CD4+ T-lymphocytes [26]. A recent study has shown how expression of the 

Notch ligand Delta-like-1 (DDL) in DCs promoted their maturation and increased 
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T-cell responses by polarization of T-helper cells towards type I [27]. Similarly, 

lentiviral vectors have been used to engineer DCs with both tumor antigens and 

stimulatory molecules. Daenthanasanmak and colleagues have used a lentivirus to 

make DCs constitutively express GM-CSF, IFN-α and the antigen pp65 from 

cytomegalovirus (CMV). This strategy promoted CMV specific responses and 

created memory cytotoxic T-lymphocytes highlighting the potential of engineered 

DCs [28]. 

To conclude this brief overview of DC-therapy, it is worth mentioning the clinical 

success of this approach for the treatment of prostate cancer. Sipuleucel-T (on the 

market as Provenge) is an active cellular immunotherapy which relies on ex vivo 

activation of autologous dendritic cells with a recombinant fusion protein 

(PA2024). The PA2024 protein is composed of prostatic acid phosphatase (which 

acts as tumor specific antigen) and GM-CSF (which acts as maturation factor for 

DCs). Mature DCs are then reinfused into the patients to activate tumor-specific 

T-cells. In a randomized clinical trial, treated patients experienced a reduction of 

risk of death of 41 % compared to placebo (hazard ratio of 0.59, 95 % confidence 

interval). Although statistical significance was not reached, a second trial showed 

a trend towards increased survival of treated patients. Interestingly, immunological 

analysis revealed high titers of antibodies against the anti PA2024 antigen and T-

cell proliferative responses to the protein. Hence, the limited efficacy of the 

therapy might not be caused by lack of immune stimulation [29]. 

 

2.2.2.2. T-cell Therapy 

In the previous paragraph, I reviewed few examples of how the first step of the 

tumor immunity cycle can be improved by engineering DCs to prime T-

lymphocytes in vivo. However, an even more direct approach is represented by 

modification of T-cells, thus bypassing in vivo antigen presentation [30]. 

T-cells are usually isolated from peripheral blood mononuclear cells (PBMCs) 

obtained from the patient. Then, purified lymphocytes are stimulated in vitro with 

specific tumor antigens and pro-inflammatory cytokines. Alternatively, T-cells are 

transduced with molecules that change their antigen-specificity, making them 
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tumor specific. After these modifications, engineered T-cells are reinfused into the 

patient and they home to the closest lymph node or tumor tissue where they exert 

their effector function [31]. 

The easiest type of T-cell therapy is represented by ex vivo expansion of antigen-

specific T-cells from the total pool of lymphocytes. This is achieved by incubation 

of PBMCs or purified T-cells with DCs which present tumor epitopes with proper 

co-stimulation. After the bulk expansion phase, epitope-specific T-cells are 

isolated by pentamer staining from the pool of T-cells or PBMCs. Single clones 

can be cultured and expanded for therapeutic use or further characterization. This 

strategy is used to overcome the immune suppressive signals that T-cells encounter 

into the tumor microenvironment and that prevent their full activation.   

The expansion of antigen-specific T-cells from the total pool of PBMCs is very 

challenging since the frequency of tumor-specific T-cells is very low into the blood 

stream. Hence, a more efficient approach is based upon isolation of T-cells directly 

from the tumor tissue. The rationale is that tumor-reactive cytotoxic T-

lymphocytes might be enriched already into immunogenic tumor lesions [32]. 

Thus, expansion and re-activation of tumor infiltrating lymphocytes (TILs) with 

IL-2 or other pro-inflammatory cytokines might be much more efficient. 

Interestingly, TILs can also be modified to express pro-inflammatory cytokines 

that would enhance their activation[33]. This strategy has been pioneered by 

Steven Rosenberg and impressive results have been achieved for the treatment of 

melanoma, considered one of the most immunogenic tumors. The first T-cell 

therapy trial was performed in 1989 to assess the safety of infusion of TILs 

engineered to carry resistance to neomycin, which acted as an identification marker 

for infused cells. All five melanoma patients included into the study showed no 

signs of toxicity or infection by the viral vector used to modify the cells. As regards 

the efficacy of the therapy, even if the trial was not designed to assess clinical 

benefit, 3 patients out of the 5 included into the study showed objective responses 

including one complete response [34]. 
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The strategies described previously rely on pre-existing antigen-specific T-cells 

which are activated or expanded ex vivo. However, T-cells can be engineered to 

recognize a chosen epitope. Tumor-reactive T-cells can be created by transducing 

T-cell receptors (TCRs) chains or chimeric-antigen receptors (CARs) with a known 

specificity. The main difference is that while CAR-T cells are engineered to 

recognize surface proteins through an antibody-like receptor, TCR-specific T-cells 

can recognize intracellular proteins which are processed and presented onto the 

MHC-I molecules. 

TCR-specific T-cells are transduced with both the alpha and beta chains of a TCR 

of known specificity. The T-cells express both chains from the transduced genes 

and they assemble as heterodimers within the cytoplasm together with CD8/CD4 

and CD3 proteins to ensure the transduction of the signal. The TCR of MART-1 

specific T-cell clones have been among the first ones to be identified and used to 

create MART-1 specific T-cells in vitro [35]. A small trial revealed a relative efficacy 

in advanced melanoma patients that received adoptive cell transfer (ACT) of 

engineered T-cells [36]. Gp100 TCR specific T-cells were compared to MART-1 

specific TCR T cells in the clinical study; targeting MART-1 resulted into 30% of 

responses while treatment with gp100 specific cells resulted in 19 % of responses 

[37]. Similarly, TCR-specific T-cells against the viral antigen E6 have been used to 

target carcinomas caused by infection of Human Papilloma Virus (HPV). Despite 

the limited responses, all responding patients showed robust levels of memory cells 

within the E6 specific TCR T-cells, suggesting that this phenotype might be 

correlated with an improved outcome (ClinicalTrials.gov Identifier: 

NCT02280811). NY-ESO-1 TCR specific T-cell have been also evaluated in 

patients with synovial cell sarcomas and melanomas. A recent follow up study 

reported between 50 and 66 % of objective responses in treated patients with 3 

and 5-year survival ranging from 14 up 38 % [38]. 

One advantage of using TCR-specific T-cells is the possibility to target intra-

cellular tumor antigens thanks to the presentation of epitopes on MHC molecules. 

Nevertheless, the identification of TCRs and their specificity is rather cumbersome 

and requires careful validation. A more direct approach is represented by giving to 
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T-cells the possibility to use an antibody-like receptor to recognize proteins and 

surface antigens, hence bypassing MHC-presentation of epitopes. CAR-T cells use 

a chimeric receptor composed by a surface immunoglobulin fused with the 

intracellular transduction domain of the CD3 molecule. Additional domains can 

be added to the intracellular portion to potentiate the transduction of the signal. 

The latest generation of CAR-T cells include both CD28 and 4-IBB intracellular 

domains which provide co-stimulation upon antigen recognition and prolong the 

survival of T-cells. One of the most successful examples of this strategy is the use 

of anti-CD19 CAR-T cells for the treatment of leukaemia and lymphomas [39]. 

CD19 is a lineage marker of B-cells and it is maintained through their malignant 

transformation [40], thus it represents an ideal target for T-cell therapy. In 2010 

the group led by Steven Rosenberg reported a case of durable remission 

(ClinicalTrials.gov Identifier: NCT00924326) due to eradication of CD19 positive 

clones following CAR-T cell therapy [41]. However, in the same year another study 

reported that the efficacy of the therapy might have been reduced by the poor in 

vivo persistence of infused cells. In fact, Jensen and colleagues performed a small 

phase I trial where they could observe a marked reduction in levels of infused T-

cells as early as 24 hours post-infusion. This suggested either apoptosis of 

engineered cells or an anti-transgene immune response [42]. Nevertheless, the 

persistence of CAR-T cells can be enhanced by pre-conditioning with 

cyclophosphamide, to reduce the tumor burden at the time of infusion [42]. In 

addition, an increase in half-life of infused cells can be obtained by preliminary 

lympho-depletion, however, this results into cytokine release syndrome (CRS), 

where potent cytokines are secreted following activation of the receptor [43]. While 

corticosteroids or cytokine antagonists are available to contrast the CRS, this 

massive cytokine production is usually a good prognostic factor as it is a sign of 

potent T-cell activation [44]. 

Despite these limitations, the use of CAR-T cell therapy for the treatment of B-

cell lymphomas has been approved by the Food and Drug Administration (FDA) 

[45]. The approval of Yescarta from the FDA is an historical success for cancer 

cell therapy, receiving the status of priority review and breakthrough therapy 
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during the approval process 

(https://www.fda.gov/NewsEvents/Newsroom/PressAnnouncements/ucm581

216.htm). 

 

2.2.3. Monoclonal antibodies 

Antibodies offer a versatile platform for cancer therapy. They can act as signals for 

cell-mediated killing, they can deliver molecules to precise cell populations or they 

can block the interaction of ligands with their receptors. 

Antibody dependent cell-mediated cytotoxicity (ADCC) is exploited to treat 

tumors with known surface antigens [46]. After the binding of the immunoglobulin 

to the target, the Fc portion of the antibody is recognized by Natural Killer (NK) 

cells through the Fcγ receptors (FcγRIIIA and FcγIIC), resulting in secretion of 

perforin, granzimes or TNF molecules which mediate cell death [47].  

The first antibody for the treatment of cancer was developed by Cheung and 

colleagues in 1985. The target of the 3F8 clone, a murine IgG3 antibody [48], was 

GD2, an antigen often overexpressed by neuroblastoma and melanoma cells [49]. 

The work of Cheung and colleagues fuelled enthusiasms around this class of 

molecules and many more clones were developed with the aim to enhance the 

efficacy of the treatment or reduce side effects. In addition, therapeutic use of this 

antibody has been combined with cytokines to enhance the cell-mediated 

cytotoxicity. In fat, anti-GD2 MAb has been combined with IL-2, GM-CSF and 

13-cis-retinoic-acid (CRA) improving the overall survival of treated patients [50]. 

Despite being the first antibody to be developed for clinical use, the anti-GD2 

MAb did not have the same success of the anti-human epidermal growth factor 

receptor (HER) 2 immunoglobulin (Trastuzumab), which marked a milestone in 

the history of biological drugs [51, 52]. HER-2 positive tumors are characterized 

by a robust proliferative potential[53] and they are associated with a poor 

prognosis. Hence, blocking the activity of HER-2 was thought to be the best 

clinical strategy for the treatment of HER-2 positive breast cancer. Consistent to 

the initial idea behind Trastuzumab, the drug would block the dimerization of 
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HER-2 monomers, thus reducing the proliferative signalling. However, later 

studies found the activity of the antibody to be largely mediated by ADCC [54].  

 

2.2.3.1. Checkpoint Inhibitors 

In addition to mediate ADCC, antibodies can disrupt the function of receptors 

and ligands, thus inhibiting specific molecular pathways. One class of antibodies 

that raised interest due to the impressive results is the Immune Checkpoint 

Inhibitors which act upon inhibitory pathways that suppress the function of 

antigen-specific T-cells that infiltrate tumors [55, 56]. These pathways are activated 

by the engagement of immune checkpoint which induce T-cell exhaustion. These 

immune suppressive pathways are physiologically used to control and resolve the 

immune response [57, 58] and pioneering studies have been performed on chronic 

infections of viruses [59]. It has been shown that continuous antigen recognition 

due to persistence of pathogens into the host, shifts T-cells from an effector 

phenotype to an anergic one, with severe impairment of their killer function [60, 

61] [62] [63-65]. 

Among the most relevant immune checkpoint receptors it is worth mentioning 

programmed cell death protein 1 (PD-1), lymphocyte activation gene 3 (Lag-3) and 

T-cell immunoglobulin and mucin-domain containing-3 (TIM-3) which are the 

most studied into the clinic nowadays. 

PD-1 is a glycosylated protein which has been first identified on the surface of 

activated T-cells. In fact, very low levels of PD-1 were found in thymocytes and 

cells from spleen and lymph nodes in normal conditions. However, upon 

treatment with anti-CD3 Mab or Concanavalin A, PD-1 was readily detected on 

T-cells [66]. Engagement of PD-1 by one of its ligands, PD-L1 and PD-L2, 

prevents T-cell activation and this pathway is used to maintain peripheral tolerance, 

explaining the diffused expression of PD ligands on different cells. In particular, 

PD-L1 is expressed by T and B lymphocytes as well as macrophages, mesenchymal 

stem cells and bone marrow-derived mast cells [67]. In addition, this molecule can 

be found on non-immune cells such the vascular endothelium and keratinocytes. 
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Interestingly PD-L2 expression is confined to DCs, macrophages and peritoneal 

B-cells [68].  

Overexpression of PD-L1 is a mechanism of resistance of tumors[56]. In fact, the 

PD-1/PD-L1 pathway is exploited by cancer cells to drive T-lymphocytes into 

exhaustion and Spranger and colleagues demonstrated that upregulation of PD-L1 

in the tumor microenvironment is caused by production of IFNγ by CD8 T-

lymphocytes indeed [69]. In fact, mice lacking the IFNγ receptor 1 showed an 

increased presence of TILs [70]. This paradoxical scenario, where CD8 T-cells 

foster the upregulation of their own inhibitor highlights the complex challenge of 

immune therapy and the fine balance between pro and anti-inflammatory signals. 

Blockade of immune checkpoint showed promising results with patients 

experiencing durable responses and long-term remissions, however, many patients 

fail to respond or develop resistance over time [63]. For instance, treatment with 

Ipilimumab during the phase III clinical study resulted into a response rate of only 

10.9% and a disease control rate of 28.5%. Similarly, blockade of PD-1 by 

Nivolumab in patients with non-small cell lung cancer, melanoma and renal cell 

carcinoma resulted into a response rate ranging from 18 to 27 %. On the contrary, 

another independent study showed a response rate of 51 % in patients with 

advanced melanoma, despite only 9 % of the patients experiencing complete 

responses [63]. 

The absence of anti-tumor immunity and poor immune infiltration of tumors play 

a key role into the inconsistent response to ICIs [71]. Hence, it is important to 

screen patients to know their immune profile before the initiation of the therapy. 

A “cold” tumor is unlikely to respond to ICIs, while a “hot” tumor, rich of TILs 

and with a high mutational burden would respond better to the therapy [72, 73]. 

This aspect is of extreme importance since it is widely accepted that ICIs do not 

create immune responses, but they protect pre-existing immune responses from 

inactivation by the TME. In addition, several studies suggested that ICIs can 

partially mediate ADCC. For instance, the anti-CTLA-4 Ipilimumab can bind 

CTLA-4 on regulatory T-cells, marking them for killing [74]. Similarly, expression 

of PD-L1 on tumor cells can enhance their killing through ADCC [75].  
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The versatility of ICIs paves the way to combinations with drugs that actively 

promote immune responses. One of the most attractive combination, which is 

evaluated into Study III of this thesis, is the association of ICIs with cancer 

vaccines. In fact, cancer vaccines have historically been used to prime antigen-

specific responses (see following paragraphs), but their success into the clinic has 

been modest. With the new knowledge about the tumor microenvironment it is 

now clear that priming naïve T-cells is not sufficient to achieve anti-tumor efficacy. 

The T-cells which have been primed and expanded with the cancer vaccine need 

to be protected from inactivation by using immune checkpoint inhibitors. As 

reviewed, poorly infiltrated tumors fail to respond to checkpoint blockade, thus 

therapies able to attract immune cells would synergize with this class of drugs. For 

this reason, in Study III we chose oncolytic viruses as cancer vaccine platform due 

to their ability to prime antigen-specific responses and increase the immune 

infiltration of tumors (as demonstrated in Study I). 

 

2.2.4. Cancer vaccines 

 The idea that exposure of the immune system to a non-virulent form of a 

pathogen would build a protective immunological memory is extremely appealing 

for cancer as well. However, in the oncology field it is impossible to predict when 

and where tumor cells would occur (unless the patient suffers from specific rare 

syndromes) and which would be the antigenic signatures of those lesions; thus, 

cancer vaccines are typically for therapeutic use. Hence, the term "vaccine" is 

referred to a formulation which usually include a strong adjuvant and tumor 

proteins or peptides which prime the immune system [76].  

An ideal tumor antigen is expressed exclusively by malignant cells and features 

highly immunogenic mutations that produce neo-epitopes; these proteins are 

defined as Tumor Specific Antigens (TSAs). Unfortunately, this is a rare scenario 

and most of the known tumor antigens which have been tested into the clinic are 

shared with healthy cells. For instance, proteins such as HER-2, glycoprotein 100 
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(gp100), Telomerase or Tyrisonase Related Proteins [77]are found in normal 

tissues as well, hence they are defined Tumor Associated Antigens (TAAs). 

TAAs are not specifically expressed into tumor cells, but they can be found on 

healthy tissues. For this reason, most of the TAAs-reactive T-cells are deleted 

during the thymic selection to avoid self-responses and cells who escape the 

selection are kept inactivated by the peripheral tolerance through the activity of T-

regulatory cells [78-80]. Despite these limitations, several studies highlighted the 

potential of targeting TAAs. The efficacy of vaccination against gp100 has been 

demonstrated in several pre-clinical studies: mice pre-immunized with a fusion 

protein featuring gp100 and the chemokine macrophage inflammatory protein 3 

alpha (MIP3a) showed a reduced growth of B16F10 tumors [81]. This fusion 

construct has been evaluated also in therapeutic settings by Gordy and colleagues 

who found that therapeutic use of this fusion protein increased the survival of mice 

and reduced the size of their tumors[82]. In addition, despite no clear differences 

in the number of infiltrating TILs were found, the number of gp100 reactive T-

cells was increased in the study group. A separate study explored the possibility of 

fusing the gp100 protein to the CD40L cytokine to deliver the antigen specifically 

to DCs. Therapeutic vaccination reduced the growth of B16F10 tumors and the 

effect was potentiated by the addition of other cytokines such as IL-12 and GM-

CSF to the formulation [83]. 

Tumor-specific antigens (TSAs) are exclusively expressed by malignant cells and 

they feature neo-epitopes, cancer testis antigens and embryonic antigens. Cancer 

Testis Antigens are proteins usually found in the germinal tissues and rarely 

expressed in the brain and other organs at low level. However, their expression 

can be atypically activated in tumors such as melanomas [84]. For instance, 

melanoma associated antigens (MAGE) are a cluster of genes on the chromosome 

Xq28 and their products have been found non-small cell lung cancer (NSCLC), 

bladder cancer, sarcomas and head and neck cancer[84]. The immunogenicity of 

the MAGE proteins has been proven in different studies, although no MAGE-

targeting vaccines are commercialized at the moment. Naturally occurring anti-
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MAGE T-cells have low frequencies, however, anti-MAGE TILs could be 

potentially expanded from tumors of patients [85] highlighting the potential of this 

antigen. In fact, a clinical study performed in 1995 recorded the regression of 

tumors in patients vaccinated with a peptide from the MAGE-A3 protein [86]. 

Another clinical study revealed the presence of TILs against MAGE-A10 in 

patients with hepatocellular carcinoma [87].  

In the context of lung cancer, several antigens are expressed by malignant cells and 

can be targeted by cancer vaccines. MAGE-A4 and NY-ESO-1 have been found 

in samples from patients with NSCLC which showed T-cell infiltration [88]. A 

phase I study tested a liposomal formulation of a peptide vaccine against the 

MUC1 antigen in advanced stage IIIB/IV NSCLC patients recording a modest 

induction of MUC1 specific T-lymphocytes in 5 out of 12 evaluable patients. In 

particular, an increase in median survival was observed with higher doses of 

vaccine (200 ug) [89]. Interestingly, studies in mouse models revealed a relative 

inefficacy of the strategy since chemically induced tumors into C57 mice were 

unresponsive to the combination of vaccine and low-dose cyclophosphamide [90]. 

Consistently, a recent randomized, double-blind placebo controlled phase III trial, 

the therapy failed to show efficacy when used as maintenance therapy following 

chemotherapy [91].  

Taken together, the above-mentioned strategies highlight the complex scenario in 

which cancer vaccines operate. On one side, the efficacy of the therapy is partially 

determined by the ability to induce antigen-specific responses; on the other side, 

antigen-specific T-cells which are induced by the vaccination schedule, are usually 

inactivated by the heavy immune suppressive environment within tumors. These 

problems can be addressed by increasing the immunogenicity of the peptides 

included into the formulation, by using more immunogenic adjuvant platforms or 

by combining the vaccine with immune checkpoint inhibitors. 

 

2.2.4.1. Heteroclitic peptides 
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Vaccination with peptides might be ineffective if the chosen epitope shows poor 

binding to MHC molecules [92]. In fact, the sequence of the epitope and the spatial 

conformation of the lateral chains of each single residue determine the interaction 

with the MHC binding pocket and the patterns are usually known for different 

MHC molecules [93-95]. While some residues might be more important for MHC 

binding (position 2 or 8) other might be more relevant for TCR engagement [96]. 

The knowledge of binding preferences for each MHC/HLA allowed researcher to 

optimize the amino acidic sequence, mutating single residues, to improve the 

overall binding affinity of the peptide. The mutated peptides, defined as 

heteroclitic peptides, often show an increased immunogenicity due to the more 

efficient presentation on MHC [97]. 

One of the first studies to show that modified epitopes could be more 

immunogenic of their natural counterparts was performed by Overwijk and 

colleagues in 1998. They showed that immunization of mice with the human the 

gp100 resulted in specific CD8+ T-cell responses, while the murine gp100 was 

non-immunogenic [98]. Similarly, the NY-ESO-1 peptide 157-165 was modified 

in its carboxyl-terminal cysteine to study its ability to expand T-cells clones specific 

for this peptide. Chen and colleagues demonstrated that three heteroclitic peptides 

were able to be recognized 100 times more efficiently than the wild-type sequence 

[99]. Similarly, the ITDQVPFSV epitope derived from the human gp100 tumor 

antigen was also studied by replacing the T in position 2 with an M. The gp100209 

2M heteroclitic peptide was more efficiently presented than its natural counterpart 

and induced increased T-cell proliferation and IFNγ secretion [100]. 

An important aspect to consider when using heteroclitic peptides is the ability of 

the expanded T-cell clones to cross-react with the initial non-mutated epitope. This 

cross-reactivity is necessary to preserve anti-tumor activity against the original 

peptide which is presented by target cells [101]. In fact, a validation step should 

always be included when studying these peptides. As shown by Speiser and 

colleagues, heteroclitic peptides might engage T-cell clones with a reduced affinity 

for the natural peptide, thus resulting in non-optimal immune responses [102]. 

However, whether or not this represents a real limitation to the use of modified 
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epitopes remains to be determined. In fact, the engagement of T-cell clones with 

lower affinity might actually be at the basis of the efficacy of this class of peptides. 

In particular, these low-avidity clones might be not heavily suppressed by the 

peripheral tolerance. In addition, only low avidity clones against TAAs survive the 

thymic selection and are available to target TAAs. This model is demonstrated in 

Study II of this thesis and also supported by a study showing that tolerance towards 

a peptide can be broken with treatment with modified analogues indeed [103]. 

The study of these peptide is often time consuming and cumbersome. Hence 

bioinformatics tools are needed. Among the common methods we find the 

prediction of binding affinity of the peptides to MHC molecules through web-

based tools and molecular modelling [104]. However, no structured framework has 

been proposed or established and we tried to address this aspect in Study II by 

proposing an improved framework based on the use of both artificial-neural 

network tool and molecular dynamics simulation. 

 

3. Adenoviruses for cancer immunotherapy 

3.1. Viruses for cancer therapy 

In the context of immunotherapy, strong adjuvants are needed to overcome the 

suppressive TME. For this reason, viruses have been studied as agents able to 

promote a pro-inflammatory environment which is potentially able to relieve 

immune suppression and activate antigen presenting cells due to the infection of 

tumor tissue.  

In this section of the thesis I will review oncolytic viruses with a particular focus 

on adenoviruses, which have been at the center of the studies of this thesis. 

 

3.2. Adenoviruses 

Adenoviruses were first discovered by Rowe and colleagues studying human 

adenoid cells [105]. They feature a double-stranded DNA genome of about 36 kb 

packaged into an icosahedral structure named capsid. Adenoviruses are mainly 

responsible for infection of respiratory tracts and nearly 50 serotypes are known 
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so far. The serotypes are classified into 6 subgroups (A-F) with the most 

extensively studied being the subgroup C with serotype 2 adenovirus (Ad2) and 

serotype 5 adenovirus (Ad5). 

 The virion of adenoviruses is a non-enveloped particle about 70-90 nm in size 

with an outer protein shell (capsid) surrounding an inner nucleoprotein core. The 

capsid is formed by 240 hexons and 12 pentons. The penton by five monomeric 

polypeptides (polypeptide III) act as the base for a trimeric protein, the fiber 

(polypeptide IV) (Figure 2). The fiber is responsible for the binding of the 

adenovirus receptor on the target cells and it is different among different serotypes. 

Moreover, the capsid is composed by several minor components, including protein 

IIIa, pVI, pVIII and pIX. 

 

 
Figure 2. Adenovirus structure. The double strand DNA, inside the virion, is bound to several proteins. The capsid 
is composed by hexons and pentons, along with other minor proteins (e.g. pIIIa and pIX). The fiber, responsible for 
the recognition of the receptor on the cell membrane is linked to the viral capsid through the penton. 

The viral genome is packed into the viral core and it features inverted terminal 

repeats (ITR) at the extremities which bind the terminal proteins (TP) [105]. The 

TP protect the DNA from the activity of endonucleases in the host cell. The 

genome is associated with other proteins like the basic protein VII and a small 

peptide termed mu [106], with the function to stabilize the DNA into the capsid. 

Another protein, the protein V, act as a linker between DNA and the capsid [107]. 

The virions contain also some copies of protease (Pr) that cleaves many of the 

structural pre-proteins into their mature forms during the last stage of viral 

assembly. 

Adenovirus infection cycle (Figure 3) consists of two distinct phases, known as 

“early” and “late”. The “early” phase occurs in 6-8 hours after the infection. This 
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phase comprises the entry of the virus into host cell, its release in cytoplasm, the 

passage of viral genome into the nucleus and the transcription and translation of 

some viral genes, named early genes. In this phase, the virus enters into host cell 

and, through products of early genes, modulates cell metabolism to facilitate the 

replication of viral genome and the expression of late genes. The second phase is 

the “late” phase which can take about 4-6 hours after the beginning of the 

transcription of the late genes. 

 

Figure 3. The adenovirus life cycle. Different stages of the infection cicle of adenoviruses. The adsorption is mediated by 
the binding of the Fiber to the adenovirus receptor (CAR). Then the virus is internalized by a clatrin-mediated 
endocytosis process, promoted by the interaction between the Penton and Integrins. Once in the cell, the virus blocks all 
cell’s activities and takes control over cell metabolism, in order to start the production of new virions that will be released 
by cell lysis. 

The initial attachment of the virion particles to cell surface occurs through a high 

affinity binding between a portion of the fiber (knob domain) and a cell receptor. 

The first receptor identified was shown to be identical to that for Coxackie B virus 

and has therefore been termed Coxackie/adenovirus receptor (CAR) [108]. This 

receptor is expressed on the basolateral membrane of several epithelial cells in 

different tissues. With a size of 46 kDa it belongs to the immunoglobulin 

superfamily. CAR receptors are essentials for virus adsorption to the target cell, 

except for the adenoviruses of group B. These viruses bind another cellular 

receptor, the CD46, a complement regulatory protein. Therefore, the adenoviruses 

of group B are capable to infect some cells, like hematopoietic cells, dendritic cells 

and malignant tumor cells, which are resistant to the infection by adenoviruses 

using CAR as the primary attachment receptor. All these data suggest that receptor 

recognition could be a key factor involved in cell tropism and that, with 

appropriate fiber engineering, modification of knob domain, by binding it to 

antibodies, could give us the option to target different tissues [109, 110]. After the 
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interaction between the fiber knob and CAR on cell surface, an RGC motif, 

exposed on the penton base [111], interacts with cellular αv integrins [112], in 

particular integrins αvβ3 and αvβ5 (Figure 4).  

 
Figure 4. Mechanism of virus internalization. After the interaction of fiber knob domain and penton RGD motif with 
CAR and integrins, the virus is then internalized by clathrin covered endosomes. Then, the virus quit endosome and, 
using dynein cell transport system, arrives to the nuclear pores. The viral DNA then passes through the nuclear 
membrane. 

The virus is then internalized through a clatrin-mediated endocytosis. This event 

is the direct consequence of the activation of many different pathways: Rho 

GTPase family activation due to phoshoinositide-3-OH kinase activity; MAPK 

activation and consequent interleuchin-8 production.  

In the acidic environment of the endosome, the virus-encoded protease mediates 

the dismemberment of the viral capsid through the proteolysis of the protein VI, 

which induces, in turn, the escape of virions to the cytoplasm (Figure 4). 

The transport to the nucleus involves dynein and microtubules [113], and seems 

to be mediated by the cellular protein p32 [114], which binds to the virus core 



   
 

   
 
46 

(constituted by the DNA and its associated proteins TP, mu, proteins VII and V). 

Protein p32 binds the nuclear lamin B to permit the dissociation between the viral 

DNA and the linked proteins.  

 

3.2.1. Transduction, transcription and biodistribution 

The transcription of adenoviral genes can be divided in two phases, early and late, 

occurring before or after viral DNA replication. The first viral transcribed gene is 

E1, which encodes for two products: E1A and E1B, each of them producing 

multiple proteins by way of differential mRNA processing. Two E1A transcripts 

are produced during early infection, encoding the 289R protein and 243R protein. 

These proteins have the function to modulate the cellular metabolism to make the 

cell more susceptible to virus replication. In order to do this, they act as trans-

activators on the other early adenovirus genes and induce the cells to enter in S 

phase [115]. Indeed, both 289R and 243R protein are able to sequester Rb protein 

(Retinoblastoma protein), bounded to the transcriptional factor E2F, allowing the 

release of this factor and the activation of its target genes necessary for driving the 

cell into S phase [116]. Moreover, E1A proteins can also bind proteins involved in 

the control of cell cycle, such as cyclin-dependent-kinase-inhibitor p21, or factors 

mediating chromatin structure like p400, pCAF and p300/CBP. The E1B gene 

product 55K (E1B-55K) acts blocking p53-dependent apoptosis by directly 

binding p53, accumulated during cell cycle deregulation by E1A, and inhibiting its 

ability to induce expression of proapoptotic genes [117]. Instead, the other product 

of E1B gene, E1B-19K, blocks the pathway of programmed cell death binding 

directly the proapoptotic proteins Bak and Bax [118]. These mechanisms are 

essential to keep the cell alive as long as possible in order to permit the virus 

replication. The E2 gene products (E2A and E2B) are proteins that are necessary 

for the replication of viral genome and the ensuring transcription of late genes, the 

latters are a DNA polymerase, the pre-terminal protein (pTP) and the 72-kDa 

single stranded DNA binding protein (DBP). The E3 gene expression is 

indispensable for subverting the host defense mechanism, allowing the persistence 

of the viral antigen, preventing the translocation of MHC class I (major 
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histocompatibility complex) molecules to the cell surface by sequestering them in 

the endoplasmic reticulum [119]. Moreover, the E3-10.4K, 14.5K and 14.7K 

proteins inhibit the apoptotic pathway inducing the clearance of TNF-α, Fas ligand 

(FasL) and TRAIL receptors from the cell membrane. The gene products derived 

from the E4 cassette are involved in cell cycle control, promote virus replication 

and shut-off the host protein synthesis [120]. 

During the last steps of early phase of the adenovirus infection, the viral DNA 

replication begins but requires sequences within the ITRs as origin of replication. 

Moreover, because the viral genome does not have telomeres, the integrity of 

DNA ends is ensured by the viral protein pTP. This protein is covalently linked to 

the 5’ end of each genome strand and acts as a primer for the viral DNA 

polymerase. The genes are encoded on both strands of DNA in a series of 

overlapping transcription units. 

After viral DNA replication, transcription of late genes begins (Figure 10). A key 

role in the control of this phase is played by the major late promoter (MLP), which 

is attenuated during the early stage of infection. In fact, during the “early phase”, 

the basal level of transcription is low while, after the viral DNA replication and the 

high expression of IVa2 and IX genes, the transcription via the MLP is fully 

functional. From the MLP, 5 genes (L1-L5) (Figure 10) are transcribed as single 

pre-mRNAs, each one encoding from 15 to 20 different mRNAs by differential 

splicing and polyadenylation. 

These transcripts encode structural proteins and other proteins involved in virion 

assembly. The virion assembly takes place in the nucleus, but the hexon 

trimerization begins in the cytoplasm and, subsequently, the hexon trimers, move 

to the nucleus where they are associated with pentons and minor proteins to form 

the capsid [121]. The viral genome encapsidation requires the L1-52/55K, IVa2, 

L4-33K proteins and the packaging signal, which consists in a series of seven (A1-

A7) repeats, enriched in AT, at the lets end of the adenoviral DNA. These events 

are accompanied by changes in the nuclear structure. About 30 hours after 

infection, the host cell is lysed in a process involving the ADP protein (adenovirus 
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death protein), a product of E3 gene, which is expressed only during the late phase 

of infection and is transcribed from MPL rather than E3 promoter [122]. 

Coxsackievirus and adenovirus receptor (CAR) was described as the receptor on 

the cell membrane for subgroup C and B adenoviruses (Ads) [108, 123]. After the 

initial interaction between CAR and the fiber protein of the capsid, the engagement 

of integrin αv with the penton base leads to internalization of Ads [112]. However, 

Ads can also take advantage of a CAR-independent mechanism that involves 

different coagulation factors, such as coagulation factor X (FX), coagulation factor 

IX (FIX) and the complement factor C4BP (ref). The vitamin K-dependent FX is 

positively charged thus it is able to bind the negative hexon protein on the surface 

of Ads. More specifically, the serine protease domain of the FX interacts with the 

hypervariable regions (HVRs) of the hexon protein. With the FX on their surface, 

Ads can interact with the heparan sulfate proteoglycans (HSPGs) on the cellular 

membrane of hepatocytes [124]. The ablation of the formation of functional FX, 

with warfarin administration prior to Ad vector injection, resulted in a decreased 

infection of liver [125]. This model has been confirmed in non-human primates 

[126]. Similarly, FIX and C4BP bind to the fiber of Ads, promoting interactions 

with HSPGs and low-density lipoprotein receptor-related protein (LRP) [127]. 

Based on this knowledge, different strategies have been developed to re-target Ad 

vectors to different tissues and to avoid liver pooling.  

 

3.2.2. Adenovirus Immunogenicity 

The primary aim of our immune system is to protect us from pathogens and it has 

evolved to efficiently recognize viruses and bacteria. The eradication of a viral 

infection requires physiological changes into our body to facilitate the trafficking 

of lymphocytes to the site of infection and efficient elimination of infected cells. 

For this reason, the inflammation process is at the center of anti-viral responses 

and it is ignited by the production of potent immune modulatory molecules such 

as cytokines and chemokines. Therefore, there is a strong rationale for the use of 

viruses as drugs able to tilt the tumor microenvironment towards an inflammatory 

state, hence promoting the infiltration of immune cells within the tumor. In 
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addition, viruses that can replicate within the tumor tissue, participate actively to 

the tumor immunity cycle by lysing tumors cells, causing the release of tumor 

antigens which are picked up by APCs. The same APCs can also phagocyte viral 

particles, which engage innate immunity receptors and activate the cells. Hence, 

tumor antigens might be presented in a context of co-stimulation, rich of pathogen 

associated molecular patterns (PAMPs) and danger associated molecular patterns 

(DAMPs). 

Recent data on the tumor microenvironment supports the idea that immune 

infiltration is a key component of anti-tumor immunity and the ability of viruses 

to turn cold tumors into hot tumors, enriched with immune cells, is an attractive 

characteristic of oncolytic viruses. In the following paragraphs I will review some 

of the main immunological features of viruses. 

 

Adenoviruses are able to engage multiple mechanisms of defence through the 

activation of the complement system or the release of cytokines. These 

mechanisms are promoted by the recognition of the viral capsid thus the immune 

activation is not entirely associated with viral replication.  

First and second generation adenoviral vectors feature the deletion of important 

genes and viral promoters that prevents the start of the replication cycle, such as 

the E1, E2 and E3 viral genes [128]. Nevertheless, these replication-deficient 

vectors are still able to cause lethal toxicity. In fact, in 2003 the first clinical trial 

for the gene therapy ended with the death of an 18-year-old patient which received 

a first-generation adenoviral vector encoding for the ornithine transcarbamylase 

(OTC). The patient suffering from OTC deficiency, was part of a phase I clinical 

trial evaluating the safety of the gene therapy. Following the injection of 6x1011 

vp/kg, symptoms of acute toxicity appeared as early as 18 hours post infusion. The 

patient showed an altered mental state which later developed into biochemically 

detectable abnormalities such as the disseminated intravascular coagulation and 

multiple organ failure. The clinician recorded the death of the patient 98 hours 

post injection [129]. 
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The early appearance of toxicity with high serum levels of inflammatory cytokines 

such as IL-6 suggested a replication independent mechanism of toxicity. This 

theory was later confirmed by a pioneering study of gutless vectors, also defined 

as Helder Dependent Adenoviral Vectors (HD-Ad). HD-Ad are devoid of all viral 

genes, thus no viral protein can be produced; however, they are still able to express 

the transgene due to an external promoter within the expression cassette in their 

genome. Hence, they represent the safest type of adenoviral vector. Brunetti-Pierri 

and colleagues defined the limiting doses in non-human primates, which served as 

guidelines for future human studies. They treated one animal with 5.6x1012 vp/kg 

and a second animal with 1.1x1013 vp/kg. The animal injected with the lowest dose 

showed signs of acute toxicity: cyanosis, dyspnoea, reduced activity and elevated 

body temperature. However, 24 hours post injection the animal fully recovered 

and no other signs of toxicity were recorded. On the contrary, the animal treated 

with the highest dose of vector showed heavy signs of toxicity including vomiting, 

dyspnoea, lethargy and increased heart rate which forced researchers to euthanize 

the animal due to poor conditions [130]. This study confirmed that the toxicity of 

adenoviral vectors is independent from viral replication and is mainly caused by 

activation of innate immunity pathways.  

Adenoviral particles induce the production of Type-I-interferons in infected cells. 

In addition, transfection of primary keratinocytes showed upregulation of IL-6, 

IL-1 alpha and IL-8; TNF-alpha was also upregulated upon adenoviral infection. 

These results were confirmed in vitro and ex vivo and the production of these 

cytokines was confirmed also in vivo as early as 48 hours post injection of the 

adenoviral vector encoding for the green fluorescent protein (GFP) [131]. 

Moreover, the production of inflammatory cytokines, thrombocytopenia is also 

recorded upon injection of adenoviruses into the blood stream of mice as well as 

increased levels of IL-12 [132].  

Once injected into the blood stream, the viral particles are readily decorated by 

coagulation factors, complement elements and neutralizing antibodies. These 

interactions are crucial for the initiation of immune responses as this process tags 

the virus for immune recognition. The adenovirus binds the coagulation factor X 
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(FX) and adenoviruses devoid of the FX binding site fail to activate pro-

inflammatory networks [133]. The complement fragment 3 (C3) participates to the 

anti-viral response by binding the virion and acting as a danger signal, leading to 

the activation of transcriptional factors which mediate the production of cytokines; 

C3 also efficiently directs the viral capsid to proteasomal degradation [134]. Pattern 

Recognition Receptors (PRRs) participate to the antiviral response also. Toll-like 

Receptors (TLRs) are key elements of innate immunity and their importance is 

highlighted by their implication in autoimmune disease [135]. Of the 10 TLR which 

are members of the family, four recognize nucleic acids: TLR3 senses dsRNA 

[136], TLR7 and TLR8 recognize ssRNA  [137, 138], while TLR9 senses dsDNA. 

These TLRs that recognize genomic material are extremely important for anti-viral 

responses. In particular, TLR9 activates myeloid differentiation primary response 

gene 88 (MyD88) which ultimately stimulates nuclear factor kB (NF- kB) [139]. 

These transcription factors induce the expression of cytokines and chemokines to 

potentiate the immune response, promoting the maturation of APCs [140]. This 

event is crucial for the initiation of anti-viral adaptive immune responses. DNA-

viruses, such as, hepatitis B virus (HBV) are sensed by TLR9 [141] and it was 

demonstrated that the DNA of adenoviral vectors is able to activate TLR9 leading 

to production of IL-6 from macrophages[110].  

In summary, adenoviruses activate a wide variety of innate immune pathways 

thanks to their PAMPs which stimulate PRRs. This provides strong pro-

inflammatory stimuli which are typical of viral infections. In some cases, viruses 

have been modified to allow their selective replication only in cancer cells, hence 

they can potentially provide DAMPs as they induce immunogenic cells death in 

infected cells which increase the immune activation. For this reason, adenoviruses 

have been used for immunotherapy of cancer as a tool to shift the tumor 

microenviroment towards an inflammatory state, thus breaking the immune 

suppression. 

 

3.3. Adenoviruses for cancer therapy and oncolytic adenoviruses 
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As reviewed into the previous paragraph, adenoviruses can activate the immune 

system efficiently. However, those immunological aspects acquired relevance only 

in the last decades. In fact, lysis of tumor cells was thought to be the main and only 

mechanism of action of oncolytic viruses since the first studies of the field. 

At the start of last century, an italian doctor reported the complete remission of a 

case of cervical cancer after a strong viral infection of the patient [142]. In 1922 

Levatidi and Nicolau documented the lysis of murine tumors by vaccinia virus 

[143]. Similarly, measles infection were linked to tumor regression and, in the 

middle of the 20th century, attenuated rabies virus were successfully used to treat 

cancer patients [144]. 

The ability of viruses to infect and kill cancer cells has been object of several 

studies. For instance, reovirus shows a natural tropism for tumor cells and it has 

been combined with both radiation and chemo therapies [145]. Similarly, 

adenoviruses can infect tumor cells, however, this process is not tumor-specific, 

thus healthy cells are also target of infection. To overcome this limitation, 

researchers developed several strategies to prevent the lysis of healthy cells while 

enhancing the safety profile of such agents. The first approach relies on targeting 

biologically relevant differences between tumor and normal cells, such as the lack 

of cell defence mechanisms. 

Conventional adenoviruses express several proteins that inhibit the activity of 

products of gatekeeper genes, such as p53 and retinoblastoma proteins. In 

particular, the viral E1B 55KD disrupts p53 while retinoblastoma protein is 

inactivated by the viral E1A protein [146, 147] 

(Figure X). Consequently, an adenovirus lacking the E1B gene would not be able 

to complete its replication cycle within normal cells. However, malignant cells lack 

functional p53 or Rb proteins, thus E1-deleted adenoviruses would still be able to 

replicate in p53-defective tumors. 

Exploiting the lack of cell defence mechanism led to the production of the first 

oncolytic adenovirus (OAd) for clinical use. ONYX-015 is an adenovirus which 

lacks the E1B 55D gene, hence it is able to replicate only in tumors lacking p53 [148, 

149]. This model, however, has been challenged several times by researchers who 



   
 

   
 

53 

demonstrated that the ONYX-015 virus can replicate in tumor cells with intact 

p53 pathways. Interestingly, Geoerger and colleagues demonstrated that several 

patients-derived primary glioblastoma cells lines, showing a wild type p53, were 

actually more susceptible to viral lysis in vivo [150]. Similar to ONYX-015, E1A-

deleted OAds exploit the lack of functional Rb protein in tumors. A deletion of 24 

bases (D24) in the E1A gene prevents the binding of the E1A protein to Rb. For 

this reason, Ad5-D24 viruses are unable to replicate in healthy cells, but they can 

efficiently kill tumor cells as demonstrated in vitro and in vivo. As shown by Fuayo 

and colleagues, a single dose of Ad5-D24 virus was able to reduce by 66% the 

growth of subcutaneous human tumors in nude mice [151].  

In addition to target specific mutations and lack of gatekeeper genes, another 

interesting strategy is represented by having the viral replication under the control 

of tumor-specific promoters of overexpressed pathways. For instance, the viral 

E1A gene can be placed under the regulation of hypoxia responsive elements 

(HRE). Following this strategy, Wang and colleagues exploited the higher activity 

of hypoxia-related proteins and promoters that tumor cells need to survive in low-

oxygen concentrations [152]. To this end, they produced an OAd with E1 genes 

under the control of a hypoxia responsive element (HRE) and human telomerase 

transcriptase (hTERT). This virus showed an improved efficacy against lung cancer 

adenocarcinoma tumors in nude mice when compared to the wild type virus [153]. 

Similarly, hTERT and prostate specific antigen (PSA) gene promoters have been 

used to regulate the replication of an oncolytic adenovirus, restricting its lysing 

activity to prostate tumor cells [154]. Conditionally replication OAds have been 

used also to express transgene in the tumor tissue selectively. For instance, a double 

regulated adenovirus, encoding for a short-hairpin RNA against the focal adhesion 

kinase (FAK) was used to inhibit the growth of hepatocellular carcinoma in vitro 

and in vivo [155]. The versatility of genome editing techniques allowed for complex 

engineering of the adenoviral genome as shown by Xu and colleagues. The study 

evaluated the efficacy of a quadruple-regulated oncolytic adenovirus carrying three 

mutations to ensure tumor-selective replication with the addition of a tumor-

targeted expression cassette. In particular, the virus featured the D24 deletion in 
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E1A gene, which was placed under the control of the survivin promoter (SP); in 

addition, the E1B gene was entirely deleted, including the sequences encoding for 

E1B 55kDa and E1B19kDa. Finally, the pro-apoptotic protein hepatocellular 

carcinoma suppressor 1 was regulated by the alpha-feto protein promotes, to limit 

its expression to the hepatic tumor tissue. The virus showed anti-tumor efficacy 

against Huh-7 xenografts by stimulating mithocondrial apoptotic pathways [156].  

Adenoviruses show great potential due to the possibility to selectively infect and 

kill tumor cells. In addition, viruses can function as gene delivery vectors and 

infected cells can produce transgenes of interest such as suicide gene products. 

This class of genes produce viral of bacterial proteins that converts non-toxic pro-

drugs to toxic compounds that induce cell death. The most studied suicide genes 

are the cytosine deaminase gene (CD) from Escherichia coli and the herpes 

simplex virus thymidine kinase gene (HSV-tk). The CD converts the pro-drug 5-

Fluorocytosine (5-FC) to 5-Fluorouracil (5-FU), while the HSV-tk converts 

ganciclovir (GCV) to ganciclovir monophosphate, which is then converted by the 

cancer cells to ganciclovir triphosphate. For instance, adenovirus-mediated suicide 

gene therapy has been effective against prostate cancer both in vitro and in vivo [157]. 

Similarly, a replication-defective adenovirus expressing the HSV-tk suicide gene 

under the hTERT promoter has shown efficacy against human gynaecological 

tumor cell lines by induction of apoptosis [157]. In a different study, an HSV-tk-

armed adenovirus reduced by threefold the growth of orthotopic bladder cancer 

in mice compared to control treatment [158]. Interestingly, suicide gene therapy 

can be combined with the immune stimulation provided by interleukins; this 

combination elicited both innate and adaptive immunity improving the efficacy 

against local and metastatic prostate adenocarcinoma in mice [159]. 

In summary, the development of genome editing techniques allowed for complex 

engineering of adenoviruses which nowadays represent a versatile tool for cancer 

gene therapy. Replication-deficient vectors or conditionally-replication vectors 

could be used to selectively lyse tumor cells or deliver transgenes to specific cell 

types. Nevertheless, the most successful application of viruses from an 

immunotherapeutic point of view is represented by oncolytic viruses armed with 
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cytokines and immune modulators able to re-shape the immunological landscape 

of tumors. This aspect will be discussed in the next paragraph. 

 

3.4. Adenoviruses for cancer immunotherapy: state of the art 

The ability of oncolytic adenoviruses to selectively replicate and kill tumor cells is 

only one of their mechanisms of action. In fact, adenoviruses can express cytokines 

or small biological drugs such as antibody-like molecules also. In addition, their 

immunogenicity provides pro-inflammatory signals that promote adaptive anti-

tumor responses. Ultimately, the infection of the tumor tissue attracts immune 

cells, hence increasing the level of immune infiltration of the lesions.  

As reviewed in previous paragraphs the tumor immunity cycle relies on the lysis of 

tumors cells to release tumor antigens and on the maturation of antigen presenting 

cells. These two processes can be greatly enhanced by oncolytic adenoviruses while 

providing danger signals for immune infiltration [160]. The viral oncolysis can 

induce danger signalling molecules in infected cells, mediating forms of 

immunogenic cell death which activates DCs and primes T-cells [161]. In fact, a 

conditionally replicating adenovirus regulated by the hTERT promoter, showed to 

induce autophagy through the inhibition of mammalian target of rapamycin 

(mTOR) pathway [162]. In addition to increase the immunogenic cell death, 

adenoviruses can engage innate immunity through by actively engaging TLR9. This 

mechanism can be exploited by enriching the viral genome with CpG island, which 

represent one of the main ligands of TLR9 receptor [163]. Treating melanoma 

bearing mice with virus resulted in an increased number of antigen-specific T-cells 

and a lower number of myeloid-derived suppressor cells compared to a 

conventional OAds [164].  

OAds can be armed with immune modulating molecules such as interleukins 

which can synergize with the oncolytic activity, hence promoting an in situ 

vaccination. For instance, OAds expressing GM-CSF can efficiently improve the 

antigen processing while foster long-lasting immunological memory that protects 

animals from rechallenge [165]. Interestingly, the analysis of data from a clinical 

investigation of a GM-CSF-expressing oncolytic virus revealed massive infiltration 



   
 

   
 
56 

of tumors with T-cells after treatment with OAds when comparing histological 

slides pre-versus-post treatment. Interestingly, two patients showed the presence 

of tumor reactive T-cells in PBMCs with upregulation of T-helper Type 1 genes 

[166]. Similar results have been obtained by using an human IFNγ expressing 

adenovirus vector to treat patients with cutaneous T and B cell lymphomas [167, 

168]. In a similar approach, Su et al. studied an IFNγ expressing oncolytic 

adenovirus which showed treated with control and pathological analysis revealed 

an accumulation of CD4+ cells within the tumor [169]. Other researchers explored 

the advantages of expressing tumor necrosis factor alpha (TNFa) by arming an 

oncolytic adenovirus with this gene. TNFa was able to increase the induction of 

apoptosis and necrosis in human and murine tumor models. In addition, infection 

of cell lines with this virus increased the immunogenic cell death, thus increasing 

the immune recognition [170]. CD40/CD40L regulates the cross-talking between 

DCs and T-cells by increasing the levels of MHC and co-stimulatory molecules on 

antigen presenting cells [171]; CD40L gene therapy proved to be effective in 

modulating the T-lymphocyte phenotype [172]. In fact, an OAd expressing CD40L 

promoted tumor infiltration of macrophages and T-cells [173]. Interleukins are 

able to provide strong pro-inflammatory stimuli and as reviewed in the previous 

paragraphs they can re-shape the tumor microenvironment fostering anti-tumor 

immunity [174, 175]. For instance, interleukin 24 (IL-24) has also been used to arm 

OAds, showing anti-tumor efficacy controls [176]. Interleukin-armed OAds have 

also been used in combination with T-cell therapy to provide support to TILs. In 

particular, production of TNFa and IL-2 within the tumor tissue, due to OAd-

mediated gene delivery, controlled the tumors of immunocompetent Syrian 

hamsters and protected them from an additional rechallenge with tumor cells, 

highlighting the ability of OAds to promote long-lasting immunological memory 

[177]. The same strategy delivered promising results for the treatment of 

melanoma [178]. 

Using OAds as gene delivery tools, several groups have used them to express 

MAbs into the tumor. One main advantage of this strategy is the possibility to 

deliver the antibody directly to the tumor tissue due to the delivery of transgene to 
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tumor cells. In addition, the local expression of the Mab would limit the side effects 

caused by systemic administration. Different groups constructed OAds expressing 

full Mabs specific for cytotoxic t-lymphocyte associated-antigen-4 (CTLA-4; 

CD152). These engineered vectors were able to make tumor cells produce 

functional anti-CTLA-4 Mabs [179, 180].  However, since the oncolytic viruses 

have a limited amount of deleted genes and sequences one possible limitation of 

this approach is the size of the expression cassettes that can be included into the 

viral genome. 

4. Aims of the study 

The strategies described in the literature review brought adenoviruses, cancer 

vaccines and checkpoint inhibitors to clinical testing due to the potential shown in 

pre-clinical models.  However, clinical trials revealed several limitations for each 

approach [160] that I addressed in my PhD studies:  

1. Treatment with oncolytic viruses directs the immune response towards 

the viral proteins rather than the released antigens. In addition, priming 

tumor-specific T-cells is a side effect of oncolysis rather than a controlled 

and intentional process.  

2. The antigens that the virus releases are mostly self-proteins; therefore, the 

adjuvancy of the viruses is not maximized and focused on specific targets. 

In addition, optimization of the peptides is a time-consuming process, 

which at the moment is not automated. Hence, the development of cancer 

vaccines is limited by the amount of information that can be screened and 

utilized to design the peptides.  

3. Tumor cells establish a strong immune suppressive microenvironment 

which prevents recognition by T-cells. The checkpoint inhibition can 

protect T-cells by inactivation, however, they require a pre-existing tumor 

immunity and the infiltration of tumors by immune cells. 

 

Taking into account these limitations, my PhD studies focused on developing a 

novel oncolytic vaccine platform with an enhanced immunological activity 
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compared to conventional OAds (Study I). This oncolytic vaccine platform would 

use improved and more immunogenic peptides (Study II) selected with the use of 

an automated in silico framework. Ultimately treatment with the oncolytic vaccine 

platform would increase the response to checkpoint inhibitors by providing 

inflammation and immune infiltration in tumors (Study III). 

 

MATERIALS AND METHODS 
4.1. Cell lines 

The cell lines used in the studies included in this thesis have been cultured and 

maintained according to ATCC guidelines. In particular, cells were grown in 

humidified incubators at 37°C with 5 % CO2. A549, CACO-2 and A2058 cell 

cultured in DMEM supplemented with 10 % FBS. 1 % L-glutamine and 1 % 

penicillin-streptomycin antibiotics. MDA-MB-436, B16.OVA and B16-F10 cells 

were cultured with RPMI-1640 with 10 % FBS, 1 % L-glutamine and 1% penicillin-

streptomycin. EMEM supplemented as described for other culture media was used 

for the SK-MEL-2 cell line. RMA-S cell line was culture with IMDM media 

supplemented with 10 % FBS, 1 % glutamine and 1 % penicillin-streptomycin. 

Splenocytes, peripheral blood mononuclear cells (PBMCs) and other immune cells 

were cultured with RPMI-1640 supplemented with 10 % FBS, 1 % L-glutamine, 1 

% penicillin-streptomycin, 55 uM beta-mercaptoethanol, HEPES and sodium 

pyruvate. Selection of OVA-positive clones in B16.OVA cultures was performed 

by supplementing the media with 5 mg/mL of G418 (Gentamicin).  

 

 Table 1. Cell lines used in the studies 

Cell line 

(name) 

Species Description Source Used in 

Study 

A2058 Human Melanoma ATCC1 I 

A549 Human Lung 

adenocarcinoma 

ATCC I, II, III 

B16-F10 Murine Melanoma ATCC I, II 
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B16.OVA Murine Melanoma 

expressing 

chicken 

ovalbumin 

Dr. Vile2 I, II, III 

CACO-2 Human Colorectal 

adenocarcinoma 

ATCC I 

MDA-MB-

436 

Human Triple negative 

breast cancer 

ATCC III 

RMA-S Murine Lymphoma with 

defective MHC 

presentation 

Prof. Tos 

Daemon3 

II 

SK-MEL-2 human melanoma ATCC I and III 
1American Type Culture Collection, Manasas, VA, USA 
2Provided by Professor Richard Vile, Mayo Clinic, Rochester, MN, USA 
3Provided by Prof. Toos Daemen, University of Groningen, Groningen, 

Netherlands 

 

4.2. HLA typing of PBMCs and tumor cell lines (II, IV) 

 First genomic DNA was extracted from the HS294T tumor cell line and human 

PBMCs for HLA typing. Qiagen DNeasy blood and tissue kit (Qiagen, Venlo, NL) 

was used to extract DNA by manufacturer´s instructions and the HLA genotyping 

and analysis was carried out in an EFI (European Federation for Immunogenetics) 

accredited HLA Laboratory in Haartman Institute, University of Helsinki. The 

genotyping of HLA-A, -B  and -C  genes were performed using sequence specific 

primers (Olerup SSP HLA-A-B-C Combi Tray, Applied 

Biosciences, Stockholm, SE). The reactions were performed according to 

manufacturers’ instructions providing at least four-digit resolution (for example, 

HLA-A*01:01 ). PCR reactions from agarose-gel were evaluated manually and the 

alleles were called with SCORE software. The HLA alleles were assessed using 
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HLA nomenclature release 3.5.0 (IMGT/HLA database) and carefully interpreted 

by two persons. 

 

 

4.3. Adenoviruses 

Adenoviruses used in the studies of this thesis are all human serotype 5 

adenoviruses which have been genetically modified to be cancer specific. A 

deletion of 24 bp pair (Δ24) has been introduced into the constant region CR2 of 

the E1A gene. This deletion produces an E1A protein which is unable to bind to 

Rb protein, thus disrupts the viral replication within healthy cells. However, in 

tumor cells, Rb protein is usually mutated (Sherr 1996). Therefore, despite the lack 

of functional E1A protein, the Δ24 adenovirus is still able to perform a full 

replication cycle (see Figure X). 

The adenoviruses used in the studies were produced according to the standard 

large-scale production protocol.  Briefly, all adenoviruses were propagated in A549 

cells. Hyper flasks (Corning) were seeded with 26x106 cells and after three days 

infected with 30 MOI. Three days later, when CPE reached almost 80%, cells were 

detached by vigorous tapping and centrifuged. Pellet was resuspended in 7 mL of 

OptiPRO media with 1 % FBS and lysed by four cycles of freeze-thaw. Cell lysate 

was centrifugated and supernatant was processed by ultracentrifugation on cesium 

chloride gradient. The virus was recovered and dyalised overnight in 

cryoprotective buffer. Next, the purified virus was aliquotted and stored at -80°C 

(Luo et al. 2007). 

Purified preparation of viruses were tittered by spectrophotometry OD260 to 

determine the amount of viral particles (vp) per milliliter (vp/mL). The infectious 

units (IU) per milliliter were deterined by immunocytochemistry staining (ICC) 

accodring to standard protocol (Capasso et al. 2015). The concentration of viral 

proteins was determined by the colorimetric assay of Bradford by using the Biorad 

Protein Assay Dye Reagent Concentrate (Biorad Laboratories, Hercules, CA, US). 

Viruses were also characterized by PCR and restriction enzyme analysis to verify 
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the presence of the D24 deletion and absence of contamination from wild type 

virus. 

All adenoviruses used in this study are listed in Table 2. 

Virus 

(Name) 

Transductional 

Targeting 

(Fiber) 

Transcriptional 

Targeting (E1 

modification) 

Transgene Reference Study 

Ad5-Δ24 Wt Ad5 24 bp deletion in 

E1A 

- Heise et al. 

2000 

I 

Ad5-Δ24-

CpG 

 

Wt Ad5 

 

24 bp deletion in 

E1A 

 

CpG islands Cerullo et al. 

2012 

I, II, III 

Ad5-Δ24-

GM-CSF 

 

Wt Ad5 

 

24 bp deletion in 

E1A 

 

GM-CSF Cerullo et al. 

2010 

I 

 

4.3.1. PeptiCRAd complex formation and peptides used 

In Study I, we developed a new oncolytic vaccine platform based on adenovirus. 

MHC-I restricted tumor epitopes were linked to the spongy capsid of the 

adenovirus. The interaction occurs via electrostatic interaction between the 

negatively charged capsid of the virus and the tumor epitope which is made 

positive by the addition of a poly-lysine chain at the N or C terminus of the peptidic 

sequence. The two components (I.e. the adenovirus and the polyK-peptide) are 

mixed with a ratio of 1:500 viral-to-peptide protein amount. The complex is 

allowed to form by incubating the solution for 15 minutes at room temperature. 

After 10 seconds of vortexing to ensure an heterogeneous suspension of the 

PeptiCRAd complex, the sample can be diluted into the buffer of choice which is 

needed for the experiment. Typically, MilliQ water is used for Zeta Sizer analysis; 

growth media for in vitro assays; saline solution for in vivo injections. 

The peptides used in this thesis for the preparation of different PeptiCRAds were 

SIINFEKL (OVA 257-264), SVYFFVWL (TRP2 180-188), polyK-SIINFEKL , 
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SIINFEKL-polyK, polyK-AHX-SIINFEKL, polyK-SVYFFVWL, polyK-

KVPRNQDWL (human gp100 25-33), polyK-SLFRAVITK (MAGE-A1 96-104). 

In Study I modified versions of the peptides were used, in particular: SIINFAKL 

and polyK-SIINFAKL, SIIWFEKL and polyK-SIIWFEKL, SAYFFVWL and 

polyK-SAYFFVWL, SVYFFVAL and polyK-SVYFFVAL. 

In Study III the neo-epitopes used to build the PeptiCRAds against the triple 

negative breast cancer were Tmtc2 

KKKKQGVTVLAVSAVYDIFVFHRLKMKQILP, Wdr11 

KKKKKKKKKKNDEPDLDPVQELIYDLRSQCDAIRVTK, Zfr 

KKAHIRGAKHQKVVTLHTKLGKPIPSTEP, Adamts9 

KKKKKKKDYTAAGFSSFQKLRLDLTSMQIITTD, Pan HLA-DR reactive 

epitope (PADRE) KKKKAKFVAAWTLKAAA, Mageb-1/Mageb-2 

KKKKKKAGTSIQHTLKDPI and MAGE A4 KKKKKKKKWVQENYLEY. 

All peptides were purchased from Zhejiang Ontores Biotechnologies Co. 

(Zhejiang, China). 

 

4.4. Human specimens 

In Study I and (III) we made use of human PBMCs. In Study I Buffy coats were 

ordered from the Finnish Red Cross Blood Service and PBMCs were extracted by 

Ficoll Gradient purification. 

For Study III, cryopreserved PBMCs were purchased from the bank available at 

CTL-Immunospot (Cleveland, OH, US) 

 

4.5. In silico studies 

The sequence of the epitopes was mutaded in position. Each amino acid of the 

original sequence was substituted with all other natural aminoacids. The resulting 

virtual library of analogues was then screened to determined MHC class I binding 

affinity and immunogenicity for TCRs. In particular, the two predictions were 

performed by using artificial neural networks (ANN) based methods available 

form online servers. For the prediction of the binding affinity to the MHC-I 

molecule the NetMHC 4.0 Server from the Center for Biological Sequence analysis 
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(EDIS 22, 23) was used; for the prediction of the Class I Immunogenicity the 

server available at the Immune Epitope Database and Analysis Resource (IEDB) 

was used (EDIS 24). 

The results of the two predictions were ranked according to MHC-I binding 

affinity and binders with an IC50 lower than the wild type epitope were considered 

for further studies. Data on Class I Immunogenicity was taken into account when 

considering peptides with similar affinity to the MHC-I binding pocket. 

The epitopes with strongest in silico properties were then subjected to molecular 

dynamics simulations. The crystal structure of the SIINFEKL-epitope within the 

murine H-2Kb molecule deposited at the RCSB Protein Data Bank[181] was used 

as starting point to simulate all the peptides studied [182].The interactions of the 

epitopes with the MHC-I binding pocket (within the alpha chain of MHC 

molecule) was simulated for 300 ns. The structure resulted to be the most 

represented was chosen to be predictive of the peptide-MHC-I complex spatial 

conformation.  

 

4.6. In vitro studies 

4.6.1. Zeta potential and dynamic light scattering 

Samples were prepared as described in the previous section. Each sample was then 

vortexed and diluted to a final volume of 700 µl with sterile Milli-Q water adjusted 

to pH 7.4, after which the sample was transferred to a polystyrene disposable 

cuvette to determine the size of the complexes. Afterward, the sample was 

recovered from the cuvette and transferred to a DTS1070 disposable capillary cell 

(Malvern, Worcestershire, UK) for zeta potential measurements. All 

measurements were performed at 25°C with a Zetasizer Nano ZS (Malvern). 

 

4.6.2. Viability Assay (MTS) 

Tumor cells were seeded at 1 × 104  cells per well on 96-well plates. On the next 

day, viruses were diluted in growth media with 2% fetal calf serum, cells were 

infected for 1 h at 37 °C and then incubated in 5% FCS containing media at 37 °C 

for 3 to 5 days. Cell viability was determined by MTS assay according to the 
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manufacturer's protocol (Cell Titer 96 Aqueous One Solution Cell Proliferation 

Assay; Promega, Nacka, Sweden), measuring optical density with 

spectrophotometer at 490 nm. 

 

4.6.3. Infectivity assay (immunocytochemistry (ICC) assay) (IV) 

Tumor cells were seeded at 2 × 105 cells per well on 24-well plates in 3 or 5 

replicates. On the following day, the cells were infected with 100 µl of viral 

dilutions. The plates were centrifuged for 90 minutes at 1000 rcf at +37°C and 

then transferred to the incubators for 48 hours. After the incubation period, the 

culture medium was removed and cells were fixed with 250 µl of ice-cold methanol 

for 15 minutes. Once methanol was disposed, cells were washed 3 times with 300 

µl of PBS supplemented with 1% Bovine Serum Albumin (BSA). Afterwards, cells 

were stained with 250 µl of 1:2000 diluted mouse monoclonal antihexon antibody 

(Novus Biologicals, Littleton, CO, US) for 1 hour at RT in the dark. Cells were 

washed and stained with 250 µl of 1:500 diluted Biotin-Streptiavidin-conjugated 

goat anti-mouse antibody with PBS/1% BSA for 1 hour at RT in the dark. Cells 

were then incubated for 30 minutes at RT with 250 µl of 1:200 diluted extravidin-

peroxidase (Sigma-Aldrich, St. Louis, MO, US). Cells were washed extensively and 

DAB staining solution (Sigma-Aldrich, St. Louis, MO, US) was prepared according 

to manufacturer´s instruction. A total of 250 l of DAB staining solution was 

applied to each well. Cells were monitored 

under microscope for the appearance of dark spots. When optimal signal to noise 

ratio was reached the reaction was quenched by addition of PBS/1% BSA (500 µl 

per well). For each replicate (i.e. well) 5 images of non-overlapping fields were 

acquired using an AMG EVO XL microscope. For determining the infectious titer, 

the following formula was used: 

𝐼𝑛𝑓𝑒𝑐𝑡𝑖𝑜𝑢𝑠	𝑡𝑖𝑡𝑒𝑟

= 𝑥 ∗	
𝑤𝑒𝑙𝑙	𝑎𝑟𝑒𝑎
𝑓𝑖𝑒𝑙𝑑	𝑎𝑟𝑒𝑎 ∗	

1
𝑑𝑖𝑙𝑢𝑡𝑖𝑜𝑛	𝑓𝑎𝑐𝑡𝑜𝑟

∗ 	
1	𝑚𝐿

𝑣𝑜𝑙𝑢𝑚𝑒	𝑜𝑓	𝑑𝑖𝑙𝑢𝑡𝑖𝑜𝑛	𝑎𝑝𝑝𝑙𝑖𝑒𝑑 
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4.6.4. Cross-presentation assay on spleenocytes 

2×106 spleenocytes in 800 µl of 10% RPMI-1640 culture media were incubated 

with 200 µl of SIINFEKL, polyK-SIINFEKL, SIINFEKL-polyK or SIINFEKL-

AHX-polyK peptide dilution (0.19 µg/µl). Alternatively, 7.9×109 vp mixed with 

37.5 µg of polyK-SIINFEKL (OVA-PeptiCRAd) in 200 µl of 10% RPMI-1640 

was applied. The PeptiCRAd complex was prepared as described previously. After 

2 h of incubation cells were washed and stained with either APC anti-mouse H-

2Kb bound to SIINFEKL or APC Mouse IgG1, κ Isotype Ctrl (BioLegend, San 

Diego, CA, USA) and the samples were analyzed by flow cytometry. 

 

4.6.5. Surface Plasmon Resonance 

Measurements were performed using a multi-parametric SPR Navi™ 220A 

instrument (Bionavis Ltd, Tampere, Finland). Milli-Q water with its pH adjusted 

to 7.4 was used as a running buffer. A constant flow rate of 30 µl/min was used 

throughout the experiments, and temperature was set to +20°C. Laser light with a 

wavelength of 670 nm was used for surface plasmon excitation. 

A sensor slide with a silicon dioxide surface was activated by 3 min of plasma 

treatment followed by coating with APTES ((3-aminopropyl)triethoxysilane) by 

incubating the sensor in 50 mM APTES in toluene solution for 1 h. The sensor 

was then placed into the SPR device, and the OAds were immobilized in situ on 

the sensor surface of the test channel by injecting 50 µg/ml OAds in Milli-Q water 

(pH 7.4) for approximately 12 min, followed by a 3 min wash with 20 mM CHAPS 

(3-[(3-cholamidopropyl)dimethylammonio]-1-propanesulfonate). The second flow 

channel was used as a reference and was injected with Milli-Q water (pH 7.4), 

followed by washing with CHAPS. The baseline was observed for at least 10 min 

before sample injections. PolyK-SIINFEKL or SIINFEKL was then injected into 

both flow channels of the flow cell in parallel, with increasing concentrations. 

 

4.6.6. CFSE proliferation assay on OT-I spleenocytes 
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The CD8 T-cells of C57BL/6-Tg(TcraTcrb)1100Mjb/Crl (OT-I) mice (Charles 

River have a T-cell receptor specific for the OVA-derived class I epitope 

SIINFEKL (EDIS reg 39). Spleens were collected from OT-I mice and were gently 

disrupted through 70 µM cell strainers and single cell suspensions were frozen in 

10% DMSO at -80°C. On the day of the assay, splenocytes were thawed, washed, 

resuspended in PBS. Then, splenocytes were added with CFSE (Sigma-Aldrich) 

diluted 1:100 in a volume of 1,1 mL of PBS for 10 minutes at +37°C. Labeled cells 

were washed two times in 10 mL of PBS and then resuspended in complete media. 

CFSE-labeled OT-I splenocytes were incubated for 72 hours with indicated stimuli 

(13 µM for peptides and 0,1 µg /µL for Concanavalin A) in 230 µL in 96 multiwell 

plates (V-bottom shaped). Samples were washed and incubated with Fc Block 

(Biolegend) and then stained with APC-labeled anti-CD8 and PE-labeled anti-CD3 

antibodies. Cells were washed two times, resuspended in 400 µl and analysed by 

flow cytometry. 

 

4.6.7. MHC stabilization assay with RMA-S cells 

The antigen processing-defective mutant cell line RMA-S express a very limited 

number of MHC-I molecules on their surface, and they are devoid of peptides. 

The addition of exogenous epitopes can stabilize the processing machinery and 

increase the amount of H-2Kb on the membrane. 2 x 106 RMA-S cells were 

incubated with indicated peptides at a concentration of 0,1 of 1 µg /µL in 2 mL of 

total volume. After 1,5 hours of incubation at +37°C, cells were washed with PBS 

and fixed in 4% formalin for 15 minutes at +4°C. Cells were then washed again 

with PBS and centrifuged at 1200 rpm for 5 minutes. The pellet was stained with 

a PE-labeled anti-H-2Kb antibody (Biolegend, San Diego, CA, USA). Cells were 

washed two times and suspended in 400 µL of PBS. The amount of H-2Kb on the 

membrane was quantified by a Gallios flow cytometer (Beckman Coulter). 

Geometrical mean fluorescence intensity (gMFI) was normalized to 

the negative control (RMA-S cells incubated without peptide). 

 

4.7. In vivo studies 
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 All animal experiments were performed with permission from the Experimental 

Animal Committee of the University of Helsinki and the Provincial Government 

of Southern Finland. Mice were obtained at 3-6 weeks of age and quarantined at 

least 1-2 weeks before experiments were started. Mice were kept in standard cages 

with constant food and water supply. The health status of the mice was monitored 

daily and as soon as signs of pain or distress were evident, they were euthanized. 

Mice were, at the latest, euthanized when a single tumor reached an average 

diameter of 17 mm, or 15mm in experiments where the mice had two tumors. 

Euthanasia was done by using CO2  and neck dislocation. During the experiments 

mice were anesthetized either with isoflurane inhalation or with i.p. injection of 0.5 

mg/kg medetomidine and 50 mg/kg ketamine diluted in 0.9% sodium chloride. In 

all the experiments, the formula (length × (width)2  × 0.5) was used to calculate the 

tumor volumes. 

For experiments presented in Study III, the concept of “responder”mice is 

introduced. This is not equivalent to the response rates defined by RECIST 

criteria, hence a clarification is needed. By responding mice we intend mice that 

show a considerably slower tumor growth, hence a tumor volume at the end of the 

experiment which is about one third of the maximum observed volume. 

 

4.7.1. Syngeneic melanoma models (I, II and III) 

 The in vivo efficacy and immunogenicity of the viruses were tested in 

immunocompetent C57BL/6 mice bearing syngeneic melanoma tumors. Mice 

were obtained from Harlan Laboratories Inc. (Indianapolis, IN, USA) or from 

Scanbur (Karlslunde, DK) for Study IV. In Study I, 5-week-old C57BL/6 female 

mice (N = 7 per group) received 1x105  B16-OVA cells subcutaneously on a shaved 

flank (one tumor per mouse). In the “mild” regimen experiment, the virus was 

injected intratumorally at 10 8 VP/tumor on days 0, 1, 4 and 5 and in the “high” 

regimen experiment the same amount of virus was given every other day (a total 

of 7 times) starting when tumors reached the size of ~4x4 mm. In Study II, B16-

OVA melanoma tumors were established by injecting 1 × 105 B16-OVA cells 

subcutaneously into one flank of 10-week-old female C57BL/6J mice (N = 12 per 
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group). Tumors (one tumor per mouse, ~4×4 mm in diameter) were injected i.t. 

with vaccinia viruses in a volume of 50 µl on day 0 with 3 × 106 
 
pfu/tumor and 

on day 2 with 1 × 106 pfu/tumor. Mock tumors were injected with PBS only. In 

the re-challenging experiment where the mice received a second tumor contra-

laterally, either B16-OVA cells or B16-F10 cells 3 x 105  cells, were injected 10 days 

after the first virus treatment. In Study IV, melanoma tumors were injected into 

both flanks of C57BL/6 mice. The number of tumor cells injected into each flank 

was: 3 x 105  for B16-OVA, 1 x 106  for B16-F10 and 2 x 106  for SK-MEL-2. The 

treatment of tumors started when tumors reached an average diameter of 4 mm. 

In all the experiments, the mice were administered the PeptiCRAds three times 

with a dose of 1 x 109 VP/tumor + 20 ug of total peptides amount. The details 

about the schedule of treatment can be found in each figure legend. 

 

 

4.7.2. Humanized mice (I) 

To gain better understanding of the immunogenicity and efficacy of the viruses in 

a more translational system, we used mice with human peripheral blood 

mononuclear cells (PBMCs) and human melanoma tumors. For these studies 

highly immunodeficient NSG (NOD.Cg-Prkdcscid Il2rgtm1Wjl /SzJ) mice were obtained 

from The Jackson Laboratory (Bar Harbor, Maine, CA, US). Human melanoma 

cells (HS294T in Study II or SK-MEL-2 in Study IV) were injected subcutaneously 

into both flanks of the NSG mice, 5 × 106  of HS294T cells or 2x106  of SK-MEL-

2 cells per flank. When tumors reached the average size of 4×4 mm in size, human 

PBMCs were injected intravenously into the tail vein in 200 µl of PBS, 2 × 

107 cells/mouse. Two days later virus treatments were started. In Study II, tumors 

were treated on days 0 and 6 with 1 × 106  pfu/tumor in volume of 50 µl, mock 

mice were treated with PBS only. In Study IV, tumors were treated on days 0, 2 

and 4 with 2x108  VP/tumor in 50 µl of NaCl, mock mice received NaCl only. Part 

of the mice were left without PBMCs as a study control lacking the immune 

system. 
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4.8. Ex vivo studies 

 After euthanizing the mice with CO2  and neck dislocation, tumors, spleens and 

lymph nodes of treated mice were collected into tubes containing 10% RPMI-1640 

medium, and the tubes were kept on ice until further processing. Organs were 

smashed through 70-µm cell strainers and single cell suspensions were either used 

fresh or cryo-preserved at -80° after the addition of 10 % DMSO.  

 

4.8.1. Flow cytometry 

To study the phenotype of immune cells within lymphoid organs or tumors, single 

cells suspensions were stained with fluorochrome-conjugated monoclonal 

antibodies and analyzed using a FACSAria (BD Biosciences) or Gallios (Beckmann 

Coulter) flow cytometer and FlowJo software (TreeStar, Ashland, OR, US). 

Organs were collected in complete RPMI medium and dissociated by mechanical 

disruption through 70 um filters by using a syringe plunger. Cells were then frozen 

by adding 10 % DMSO and stored at -80 °C until the day of analysis. On the day 

of analysis cells were thawed in a water bath at +37 °C, then washed in PBS and 

stained according to manufacturer protocol in presence of FcBlock antibody 

(TruStain fcX™ (anti-mouse CD16/32) Antibody; clone 93, Biolegend) to reduce 

aspecific staining. 

To study tumor-specific T cells from B16-OVA tumor bearing mice, APC-

conjugated SIINFEKL MHC-I pentamer (PROIMMUNE, Oxford, UK) was used 

together with a FITC-conjugated anti-mouse CD8 (clone KT15; PROIMMUNE, 

Oxford, UK)  and a PE-conjugated anti-mouse CD19(clone 6D5, Biolegend, San 

Diego, US) antibodies respectively to gate the CD8+ cell population and to 

subtract unspecific binding of the pentamer to B cells. Other antibodies used in 

the studies are described in detail in the corresponding publications. Other 

antibodies used into the studies include the Fc block TruStain fcX anti-mouse 

CD16/32 (clone 93; Biolegend, San Diego, US), anti CD3 (clone HIT3a; 

Biolegend, San Diego, US), anti PD-L1(clone 29E.2A3, Biolegend, San Diego, 

US), anti MHC-SIINFEKL (clone 25-D1.16, Biolegend, San Diego, US), anti 

TIM-3 (clone RMT3-23, Biolegend, San Diego, US), anti CD3 (clone GK1.5, 
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Biolegend, San Diego, US), anti PD-1 (clone 29F.1A12, Biolegend, San Diego, 

US).  

 

4.8.2. ELISpot Assay (II) 

Spleens have been collected from mice, disrupted and passed through a 70 um cell 

strainer. They were stored in -80°C in 10% DMSO. On the day of the assay, 

splenocytes were quickly thawed at +37°C. Samples were transferred into falcon 

tubes and 8 mL of complete media was slowly added. Cells were centrifuged to 

eliminate residual DMSO and resuspended in serum free CTL media 

supplemented with 1% L-glutammine and benzonase (50 U/mL). Samples were 

counted and viability was assayed by Trypan-Blue staining. Samples viability ranged 

from 80 up to 95%. Splenocytes were plated at a concentration of 2,5 x 105 or 3 x 

105 cells/well (refer to figure legends). Cells have been stimulated with 50 or 200 

ng of peptides of interest in 200 µl of final volume. PBS + 1 % DMSO and 

Concanavalin A have been used as negative and positive controls respectively. 

Stimulation was carried out for 72 hours in incubators (37°C, 5% CO2). 

Afterwards, the plates have been processed according to manufacturer´s 

instructions (CTL Immunospot, Bonn, Germany). The analysis of the plates 

(digital images production and spot evaluation) has been outsourced to CTL 

Immunospot. 

 

4.8.3. Killing assay with PBMCs 

All the PBMCs used in this work were cultured with human IL-2 at a final 

concentration of 3.3 ng/ml per 0.15x106 cells and pulsed with PeptiCRAd as 

described in the experimental procedure for 2 days. The PBMCs were added to 

the cells at ratio 10:1 and after 5 days the viability was evaluated by MTS assay in 

according to the manufacturer´s protocol (CellTiter 96 Aqueous One Solution Cell 

Proliferation Assay; Promega, Nacka, Sweden). Spectrophotometric data were 

acquired with Varioskan Flash Multimode Reader (Thermo Scientific, Carlsbad, 

CA, USA). 
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4.9. Statistics 

 In Studies I, II and III GraphPad Prism 6 (GraphPad Software, Inc., La Jolla, CA, 

US) was used to determine the statistical differences between study groups. Usually 

two-tailed Student’s t-test was used to determine differences in the in vitro and ex 

vivo experiments, but two-way ANOVA was used in some cases in Study IV 

(statistical analyses used in study IV are explained in detail in the figure legends of 

the article). A nonparametric Mann–Whitney U-test was used to determine 

statistical differences between in vivo study groups. The area under the curve 

(AUC) was used in Study III to determine the size of the tumors of humanized 

mice. Kaplan-Meier survival curves and log rank statistics were used to compare 

survival of the treated mice. Results are presented as mean ±SD, or as mean ±SEM 

for tumor growth. All P values were two-sided and considered statistically 

significant when ≤ 0.05. * P <0.05, ** P <0.01, *** P 

<0.001, **** P <0.0001. 

 

RESULTS AND DISCUSSION 
4.10. Study I. PeptiCRAd: an oncolytic adenovirus coated with MHC-I 

tumor epitopes as a novel oncolytic vaccine platform 

 

In Study I we developed a novel oncolytic vaccine platform that is able to redirect 

the immune response towards specific tumor antigens. While normal oncolytic 

viruses rely on the lysis of tumor cells to prime antigen specific responses, our 

peptide-coated conditionally replicating viruses (PeptiCRAd) act as immunogenic 

carriers of peptides to antigen presenting cells, thus maximizing the efficacy of 

oncolytic adenoviruses. 

 

4.10.1. Exploiting the negative surface charge of adenoviruses to attach positive 

tumor epitopes: formation of PeptiCRAd complex. 

The formulation of classic vaccines features adjuvants that mediate the uptake of 

antigens by APCs. For instance, aluminium enhances the penetration of protein 
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sequences through the membrane of cells. Inspired by this mechanism we 

hypothesized that physically linking short epitopes to the viral capsid would 

improve the uptake of this complex by APCs that would be activated by the 

PAMPs of the virus and simultaneously cross-present the epitopes to T-cells. 

The capsid of the adenovirus features a negative surface potential (ranging from -

30 to -20 mV according to the preparation and buffers) as measured by Malvern 

Zetasizer, hence we optimized the peptides to allow for electrostatic interaction.  

We started by considering the SIINFEKL peptide, which is a known MHC-I 

epitope of the model antigen Ovalbumin. 

We added six lysines to the initial SIINFEKL sequence (polyK-SIINFEKL), 

increasing the net charge of the peptide from 0 up to +6 at neutral pH (Study I; 

figure 2 A; solid black line). The interaction between the viral capsid and the 

peptides was confirmed by surface plasmon resonance (SPR). While the 

SIINFEKL peptide did not interact with the virus (Study I; figure 2 B, dotted 

line), the polyK-SIINFEKL peptide (black solid line) attached to the viral surface 

with a concentration-dependent efficiency. The amount of peptide required for a 

stable formulation was about 500 ug for 1 ug of viral proteins. These settings 

produced positive complexes (+18 mV) with a monodispersed composition (i.e. a 

low particle size of 120 nm) as shown in figure 2 C of Study I. This prevented 

aggregation of particles while enhancing the biocompatibility. The physical 

properties remained unaltered after 15, 30 or 45 minutes of incubation (Study I; 

figures 2 D and E). 

These data about the formulation of the PeptiCRAd complex suggest the feasibility 

of the approach and the good stability data prompted us to select the 1:500 ratio 

as the formulation to use for the subsequent experiments. 

 

4.10.2. Modified MHC-I epitopes are efficiently cross-presented by immune cells. 

The core idea of PeptiCRAd is the ability to deliver to APCs specific tumor 

peptides by using adenoviruses as adjuvant. Therefore, we tested if the modified 

SIINFEKL was still able to be cross-presented after the addition of 6 lysines to its 

sequence. By comparing a C-terminus extended SIINFEKL-polyK to a N-
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terminus extended polyK-SIINFEKL we found that the position of the polyK 

chain widely affects the cross-presentation of the peptide on MHC-I. As shown in 

figure 3 A of Study I, the N-terminus extended polyK-SIINFEKL is processed 

as efficiently as the wild type SIINFEKL epitope, while the C-terminus extended 

counterpart shows impaired processing and cross-presentation on MHC-I. We 

also observed that the presence of the virus into the formulation would not hinder 

the cross-presentation of the peptide (Study I; Figure 3 B).  

These interesting results highlight that structural changes of peptides affect their 

ability to be processed and loaded onto MHC-I molecules. We hypothesize that 

the two different forms of SIINFEKL (C-terminus and N-terminus extended) 

undergo different processing pathways.  While the C-terminus has to be processed 

by into the cytosol and then transported to the ER according to the classical 

proteasome-dependent pathway, the N-terminus can use the faster non-canonical 

cross-presentation pathway that occurs directly into endosomes thanks to the 

presence of aminopeptidases into the vesicles. 

 

4.10.3. Infectivity of PeptiCRAd in human cell lines. 

Modification of the viral capsid can have a great impact on the ability of the virion 

to enter target cells. To this end we performed killing and infectivity assays after 

infection of cancer cell lines with either naked OAd or peptide-coated OAds (i.e. 

PeptiCRAd). The long-term oncolytic activity of the virus was not hindered by the 

modification of the viral capsid as killing curves between the naked OAd and the 

PeptiCRAd were equal in all cell lines that we tested (Study I; Figure 4 A). 

However, when looking at the entry of the viruses into cells, we observed a higher 

degree of infectivity of PeptiCRAd, especially when using low-CAR cell lines 

(Study I; Figure 4 B).  

These findings highlight how modification of the viral capsid by electrostatic 

interaction does not decreases the entry of the virus into target cells, but it could 

actually favour it. Previous studies demonstrated that surface modification of 

adenoviruses could affect their transduction efficacy. We speculate that the 

positive peptides could mask the negative areas of the viral capsid, thus reducing 
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the repulsion between the virus and the negative cell membrane and favouring the 

interaction of the viral proteins to the cell-membrane receptors. 

 

4.10.4. PeptiCRAd elicits potent anti-tumor responses compared to normal 

oncolytic adenovirus in a neo-antigen melanoma model. 

After acquiring data about the formulation of PeptiCRAd and its in vitro 

transduction and killing properties, we tested our new oncolytic vaccine platform 

in vivo. To this end, we choose a model that would allow us to rule out any 

contribution of the oncolytic to the efficacy of the therapy. Hence, we utilised the 

syngeneic murine B16.OVA melanoma model as a neo-antigen model. This cell 

line has been engineered to express chicken ovalbumin (OVA) and can be targeted 

by eliciting immune responses against the SIINFEKL epitope (REF). Importantly, 

this cell line is not permissive to the human adenovirus serotype that we used, 

hence all observations can be attributed exclusively to the immunogenic potential 

of the PeptiCRAd platform. 

First, we asked if complexing the virus with the peptides was necessary to achieve 

the full efficacy of the therapy. Hence, we treated C57BL/6J mice bearing 

established B16.OVA tumors with either non-complexed mixture of OAd and 

SIINFEKL or the PeptiCRAd complex. Treatment with Peptide alone or the 

OAd+SIINFEKL mix slowed down the growth of tumors compared to mock. 

However, an increased control of melanomas was achieved when treating tumors 

with PeptiCRAd (Study I; Figure 5 A) after 16 days from the start of the 

treatment. Nevertheless, the rate of complete responses was still low among all 

treated groups. This could be due to the fact that targeting a single tumor antigen 

leads to the elimination of the most immunogenic clones, hence the takeover of 

resistant ones. In addition, after stopping the intratumoral therapy with viruses, 

the immune suppressive tumor microenvironment could dampen the initial anti-

tumor immunity, for example through the upregulation of immune checkpoint 

such as PD-L1. This is a well-known mechanism that tumor cells use in response 

to exposure to pro-inflammatory mediators such as IFNγ as we also demonstrated 

in the Study III of this thesis. 
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The immunological analysis revealed an increased the number of tumor-specific 

T-cells into draining lymph nodes already 7 days after the first injection of 

PeptiCRAd (Study I; figure 5 B, left panels). By day 16, the number of 

SIINFEKL-specific CD8+ T-cells increased into the spleen and, most 

importantly, tumors (Study I; figure 5 B, right panels). This suggests that the 

early activation of T-cells led to their migration into tumor tissues explaining the 

lower growth of when compared to controls. 

To deepen our knowledge of the mechanism of action we studied DCs and their 

activation state. In addition, thanks to the availability of a specific antibody 

recognizing the SIINFEKL peptide onto the H-2Kb molecule we could detect a 

specific population of DCs cross-presenting the OVA-derived epitope. Consistent 

to our results, we observed that treatment with PeptiCRAd caused the greatest 

increase overtime of DCs that were mature (CD86+) and that were cross-

presenting SIINFEKL to T-cells (Study I; Figure 5 F).  

Taken together, these data demonstrate that PeptiCRAd activated dendritic cells 

and favoured the presentation of the delivered epitope. This resulted into an 

increased proliferation of antigen-specific CTLs that would allow for an improved 

tumor control. These finding correlate with studies of vaccine systems where 

complexing the antigen to the adjuvant increased the vaccination efficacy by 

favouring the uptake of the complex by APCs. Considering that the PeptiCRAd 

platforms allows for the adsorption of the target epitopes onto the surface of an 

immunogenic virus, we believe that our system features a similar mode of action 

to other adjuvant systems such as the aluminium. 

 

4.10.5. PeptiCRAd efficacy on contralateral and untreated melanomas is boosted 

by targeting multiple antigens simultaneously. 

The results of the previous experiments prompted us to investigate whether 

PeptiCRAd could be effective when targeting a poorly immunogenic model such 

as the B16F10 melanoma. Lacking immunogenic antigens our primary aim was to 

limit the immunological escape of tumors. Hence, we decided to target two 

epitopes deriving from two different antigens which are presented by two different 
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MHC molecules. We formulated a PeptiCRAd with both the TRP2180-188 and the 

hgp10025-33 epitopes featuring the poly lysine chain to allow for their adsorption 

onto the viral capsid. Viruses decorated with only one of the epitopes were used 

as controls (i.e. TRP2-PeptiCRAd and hgp100-PeptiCRAd). In addition to the 

primary tumor on the right flank, as shown in figure 6 A of Study I, we engrafted 

a secondary tumor on the left flank after the PeptiCRAd treatment and left it 

untreated. 

Treatment with the PeptiCRAds targeting the single antigens were not effective in 

this model (Study I; figure 6 B). Surprisingly, when targeting the hgp100 antigen 

alone we observed an increased growth of tumors compared to mock. This might 

be due to a faster elimination of immunogenic clones, thus a more rapid outgrow 

of resistant tumor cells. Interestingly, when using the PeptiCRAd targeting both 

tumor antigens (i.e. TRP2-hgp100-PeptiCRAd) we were able to decrease the 

growth of the primary tumors significantly. Most importantly, the secondary 

tumors showed a reduced volume in all the animals receiving one of the 

PeptiCRAd formulations (Study I; figure 6 C). However, mice treated with the 

double-coated TRP2-hgp100-PeptiCRAd showed the lowest volume of the 

contralateral and untreated tumors. These finding suggest that the targeting two 

antigens on different MHC can reduce the immunological escape of tumors. In 

fact, pentamer staining for antigen-specific CD8+ T-cells revealed an higher anti-

tumor response against the different epitopes in mice treated with TRP2-hgp100-

PeptiCRAd (Study I; figure 6 D). Our results correlate with clinical studies where 

patients that received multi-epitopes vaccines were more likely to experience stable 

disease or partial responses. This strategy is particularly useful if tumor cells 

downregulate a certain antigen or lose the expression of an MHC allele. 

 

4.10.6. Efficacy of PeptiCRAd in humanized mice translational model. 

To conclude our pre-clinical study of the PeptiCRAd technology we decided to 

test it in humanized mice. Although challenging, this model is the most advanced 

one for testing oncolytic viruses. In fact, the presence of human tumor cell lines 

allows for the study of viral replication within the tumor microenvironment. At 
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the same time, the engraftment of patient-derived PBMCs in the mouse, allows for 

the evaluation of immunological effects of the oncolytic vaccine. To this end, triple 

knock-out NGS immune deficient mice were engrafted with the human melanoma 

cell-line SK-MEL-2 on both flanks. Then days after, PBMCs from an HLA-

matched healthy donor were isolated and injected into the tail vein of the mouse. 

Next day, we started treating mice with saline solution (Mock), or a normal 

oncolytic adenovirus expressing the GM-CSF cytokine (Ad5D24-GMCSF) or with 

a PeptiCRAd targeting the human Mage-A1 antigen (MAGE-A1 PeptiCRAd). As 

shown in figure 7 A of study I, while treatment with saline solution did not inhibit 

the growth of tumors, the normal Ad5D24-GMCSF was able to achieve the 

stabilization of melanomas. However, a more rapid tumor rejection was achieved 

by treatment with MAGE-A1 PeptiCRAd, as also proved by the analysis of the 

area under the curves (Study I; figure 7 B). Interestingly, when testing both 

oncolytic viruses in non-humanized mice (i.e. mice that were not engrafted with 

PBMCs) we could not observe dramatic differences as regards the efficacy of the 

therapies (Study I; figure 7 C). We speculate that in absence of the immune 

system, both the normal Ad5D24-GMCSF and the MAGE-A1 PeptiCRAd viruses 

could clear the tumors due to the oncolysis. However, in presence of a full immune 

system, the normal Ad5D25 virus is blocked by the antiviral response, thus losing 

its efficacy. On the contrary, PeptiCRAd can extend its beneficial effect through 

the stimulation of an antigen specific response against MAGE-A1, as we found by 

evaluating the number of antigen-specific T-cells (Study I; figure 7 D).  

 

4.11. Study II. The Epitope Improvement and Discovery System: a 

novel in silico framework to improve MHC-I epitopes 
Using wild-type tumor epitopes does not represent an optimal strategy to target 

tumor associated antigens because of the peripheral tolerance or suboptimal 

binding to HLA. For this reason, mutated versions are used (i.e. heteroclitic 

peptides) are often used as improved versions of wild-type epitopes. They might 

show improved binding affinity or increased T-cell activation. However, studying 
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the many possible sequences is time consuming. The EDIS framework is designed 

to provide automation when studying heteroclitic peptides. 

The workflow is based on different in silico tools ranging from high throughput 

prediction of HLA-binding affinity, immunogenicity and HLA-peptide stability 

simulations.  

Of extreme importance is the ability of the heteroclitic peptides to elicit a cross-

response towards the wild-type epitope, which is presented by tumors cells. At the 

moment, no in silico tool is able to predict such property, however, we propose 

the use of molecular dynamics simulation to study the structural similarities 

peptide-MHC complexes to collect insights on the cross-reactivity. 

 

4.11.1.1. Study and Improvement of the SIINFEKL epitope. 

As shown in figure 1 A of Study II, the SIINFEKL epitope acquires a specific 

conformation within the MHC-binding pocket. The lateral chains (depicted in 

blue) of residues 1, 2, 3, 5, and 8 are facing the binding pocket while residues 4, 6 

and 7 are extruding from the MHC, thus are available for screening by the TCR. 

For this reason, modification of each specific position has a different effect upon 

the properties of peptide-MCH complexes.  

To study the effect of mutations in each position, a mutational library was 

generated. Then every mutated analogue (i.e. heteroclitic peptide) was analyzed by 

using prediction servers for its binding affinity to the murine H-2Kb MHC 

molecule and the recognition of the peptide-MHC (pMHC) complex from the T-

cells (Immonogenicity score, IS).  

A shown in figure 1 B of study II, all analogues sharing a mutation at the first 

position (XIINFEKL; blue) or at the second position (SXINFEKL; red) feature a 

much worse MHC-binding affinity (higher IC50) compared to the native sequence 

(red dashed line). Consistently, all the analogues featuring a mutation at the eighth 

residue (dark blue), known to be an important binding anchor, show the lowest 

affinity. Interestingly, most of the mutations at the sixth position (SIINFXKL) 

would produce analogues with a higher affinity for the H-2Kb molecule compared 
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to the wild type SIINFEKL. This demonstrated that the SIINFEKL epitope is 

already optimized for binding the MHC. As regards the immunogenicity and the 

TCR recognition, we could appreciate that this parameter was not affected by 

mutating the first three residues (Study II; Figure 1 C). This is consistent with the 

theory that the residues that are sunk into the MHC-binding pocket are not readily 

accessible by the T-cell, thus might not be determinant for the TCR engagement. 

On the contrary, mutation at the fourth or sixth positions could improve the 

predicted immunogenicity of the epitope, especially when inserting aminoacids 

with large lateral chains, such as E, F, I or W (supplementary figures 1 B and C; 

red dots).  

Next, to evaluate the cross-reactivity between the native SIINFEKL and the most 

promising heteroclitic peptides, we used molecular dynamics simulations. We 

chose two mutated forms of SIINFEKL that were predicted to feature an 

improved IC50 (SIINFAKL) or an improved immunogenicity (SIIWFEKL), as 

shown in figures 1 D and E of study II. 

As shown in figure 2 A of study II both the SIINFAKL (red solid) and the 

SIIWFEKL (cyan solid) differ in their spatial orientation when compared to the 

wild type SIINFEKL (green transparent). For instance, the SIINFAKL peptide is 

shifted to the bottom of the binding pocket and this could explain the incresed 

binding affinity of this analogue form. On the contrary SIIWFEKL, featuring a 

large side chain due to the tryptophan in position 4 (4TRP), might extrude more 

from the binding pocket when compared to SIINFEKL.  

The TCR recognizes the pMHC by binding for one third the peptide and for two 

thirds the MHC-I. Hence, studying the single residues might be poorly predictive. 

Thus, we decided to study how the whole portion of pMHC that faces TCR 

(hereafter referred as the pMHC landscape) changes when considering different 

mutated analogues of the same epitope. The analogue SIINFAKL, featuring a 

smaller alanine in position 6, features a more open conformation (Study II; 

Figure 2 C); in fact, the residues 4ASN and 7LYS seem to extrude more from the 

MHC binding pocket. In contrast, the presence of the tryptophan at position 4 in 

the epitope SIIWFEKL, reduces the aperture of the binding pocket even if the 
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large aromatic chain of the 4TRP extrudes from the whole pMHC complex. Hence 

the whole pMHC landscape appears in a more closed conformation (Study II; 

Figure 2 D) when compared to the native SIINFEKL-MHC complex (Study II; 

Figure 2 B). 

These observations widen the classical model that considers the peptide binding 

affinity for to the MHC molecule the major determinant of immune responses to 

the epitopes [92, 183, 184]. In fact, both peptides are able to modify the shape of 

the whole MHC portion that is read by the T-cells. These small differences might 

be then amplified in the downstream signaling within the T-cell, according to the 

kinetic proof-reading model of T-cell activation [185]. This aspect is important 

when considering the cross-reactivity model where a small mutation within the 

epitope sequence can cause major conformational changes to the whole MHC 

molecule and this ultimately causes the engagement of TCRs with suboptimal 

affinity to the native epitope, thus cross-reactive responses that might be beneficial 

in order to break the tolerance. 

 

4.11.1.2. Study and improvement of the TRP2180-188 epitope. 

TRP2 melanoma antigen, is a self-protein which is overexpressed in tumor cells. 

Therefore, numerous strategies have been implemented to improve its 

immunogenicity. Similarly, to our work on the SIINFEKL epitope, we improved 

the initial sequence with the EDIS framework and studied the in silico properties 

of the resulting heteroclitic peptides. 

We started by building the mutational library and screened the mutated epitopes 

looking for the best MHC binders (lowest IC50) and the most immunogenic ones. 

The majority of the analogues with a mutation in the first three positions showed 

a higher IC50 compared to the wild type TRP2180-188 sequence, thus worse binding 

to MHC (Study II; figure 6 A). Consistent to our previous modelling, a mutation 

to the anchor site (9th residue) would result in a high IC50 as well (SVYDFFVWX; 

9th group on the x axis). Interestingly, the predicted IC50 of peptides sharing a 

mutation at the 4th residue was not affected by the mutation, highlighting that 

residues that extrude from the binding pocket might not directly contribute to the 
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overall binding of the peptide to the MHC. However, the extruding residues 

contribute to the engagement of the TCR, as proven by the fact that mutations at 

the 4th position would lower the immunogenicity score of the resulting peptides 

(Study II; figure 6 B). Interestingly, of all the possible 162 mutated peptides, only 

12 analogues showed an improved immunogenicity score compared to the wild 

type TRP2 peptide (TRP2WT; Study II; supplementary figure 1 D, red dots). 

This might suggest that the TRP2WT may be already optimized for TCR 

recognition and that poor TCR stimulation might be caused by the tolerance 

towards this peptide rather than poor TCR engagement. From the pool of 

heteroclitic peptides we choose to focus on two epitopes that showed an increased 

affinity for H-2Kb, but avoiding mutations into the central regions of the peptide: 

SAYDFFVWL (TRP2 2A) and SVYDFFAWL (TRP2 7A). These analogues 

displayed a lower IC50 (Study II; figure 6 C left) and were predicted to be 

recognized as efficiently as the TRP2 WT epitope (Study II; figure 6 C right). 

Consistent with the in silico analysis, both analogues stabilized the MHC-I 

molecules on the surface of RMA-S cells at both low and high concentrations 

(Study II; figure 6 D, left and right respectively). 

To dissect how the whole pMHC complex would change in case of each mutated 

peptide, we performed molecular dynamics simulations (Study II; figure 6 E). 

When comparing TRP2WT, TRP2 7A and TRP2 2A peptides (Study II; figure 6 

E left) when inside the binding pocket we observed a different conformation of 

the whole pMHC complex. In particular, the first 3-4 amino acids of the peptides, 

which are in deep contact with the MHC-I pocket (Study II; figure 6 E right) 

have a different conformation, especially when considering the TRP2 2A peptide; 

hence, the whole pMHC structure is modified (Study II; figure 6 F). For instance, 

the presence of an alanine in position 7 of the TRP2 7A analogue, modifies the 

spatial orientation of phenylalanine and tryptophan at position 6 and 8, respectively 

(Study II; figure 6 F center). No major spatial changes were observed for the 

pMHC complex when we simulated the presence of the TRP2 2A peptide into the 

binding pocket of the H-2Kb molecule when compared to the TRP2 WT peptide 

(Study II; figure 6 F right). 
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4.11.2. In vitro validation of in silico data. 

The previous section of this study focuses on the prediction of MHC-binding 

affinity and immunogenicity by in silico tools based on artificial neural networks. As 

reliable as these tools are, they have some limitations and the data need to be 

validated by in vitro assays. Therefore, we performed MHC-binding assays to 

compare the affinity of the mutated analogues with the native epitope. In this assay, 

we used the TAP-deficient RMA-S cell line, which lacks H-2Kb molecules on the 

surface due to the failure to load peptides into the binding pocket. However, in 

presence of strong binders, the MHC molecules are stabilized and brought on the 

membrane of the cells. The pMHC complexes can be then detected by flow 

cytometry. Hence, the more H-2Kb molecules are found on the surface of RMA-

S cells, the stronger the binding of peptides to the MHC. As regards the analogues 

of the SIINFEKL peptide we observed a stronger presence of H-2Kb on the 

surface of RMA-S cells when they were incubated with SIINFAKL and 

SIIWFEKL (Study II; Figure 3A and 3B). When we studied the ability of these 

peptides to engage the SIINFEKL-specific TCR of OT-1 immune cells, we found 

that SIINFAKL induced the highest proliferation of CFSE labelled spleenocytes 

(Study II; Figure 3C). This demonstrates that a higher affinity to MHC leads to 

an increased proliferation of the epitope specific T-cells. Most importantly, these 

data support the idea that mutated epitopes, such as SIINFAKL, can still cross-

activate TCRs against the wild type sequence. Hence, we were able to select cross-

reactive peptides, which is an important aspect of the selection of heteroclitic 

peptides. 

Similarly, we also validated the predicted affinity from our study of TRP2 WT, 

TRP2 2A and TRP2 7A peptides. Consistently to our in silico analysis, both 

analogues showed a stronger stabilization of H-2Kb molecules on the surface of 

RMA-S cells, suggesting a stronger MHC-affinity (Study II; figure 6D). 

 

4.11.3. The improved epitopes show a higher efficacy against multiple melanoma 

models. 
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After evaluating the in silico and in vitro properties of the heteroclitic peptides 

selected according to the EDIS framework, we sought to investigate their efficacy 

in vivo upon established tumors. To this end, we used B16.OVA and B16F10 tumor 

cell lines, which represent the most aggressive models of syngeneic murine 

melanomas. 

Immunocompetent mice were engrafted with B16.OVA cells, then formed tumors 

were treated by intratumoral injection of saline solution (mock) or the peptides 

mounted onto the oncolytic adenovirus. By this mean, we used the oncolytic virus 

as an adjuvant according to the PeptiCRAd technology discussed in Study I with a 

different treatment schedule in order to maximize the differences between the 

usual SIINFEKL-PeptiCRAd or the formulation with SIINFAKL and 

SIIWFEKL. 

In these settings, therapeutic vaccination with the SIINFEKL, did not have a 

dramatic effect on the growth of tumors, although the mice showed a slight 

reduction of tumor volumes (Study II; Figure 4A). Compared to SIINFEKL 

treatment, a superior efficacy was achieved by treating mice with SIIWFEKL 

(p<0.05) or SIINFAKL (p<0.01).  

To evaluate whether or not treatment with the heteroclitic peptides would engage 

in a more beneficial way the antigen-specific cells we analysed the presence of 

SIINFEKL-specific T-lymphocytes within the tumors and lymphoid organs of 

treated mice. First, we observed that no major differences were found as regards 

the number of cytotoxic T-lymphocytes (CTLs, defined as CD19-CD3+CD8+ cells; 

Study II; figure 4B); however, when we looked at the specificity of lymphocytes, 

we found a larger number of epitope-specific T-lymphocytes into the tumors of 

mice treated with SIINFAKL (Study II; Figure 4C). This suggests a beneficial 

cross-response and expansion of antigen-specific lymphocytes that infiltrated the 

tumors. An inter-organ analysis (Study II; Figure 4D) revealed a lower affinity 

for the SIINFEKL epitope of TCR of larger populations of antigen-specific T-

lymphocytes (Pearson´s correlation analysis; p=0.0002). These data suggest that 

low-avidity T-cell clones are attracted within the tumor in larger numbers (Figure 
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4D; black dots) and this mechanism could be exploited to circumvent the 

tolerance when targeting different tumor antigens such as TAAs. 

The same improved efficacy was seen when testing the analogues of TRP2WT. 

Interestingly while one analogue did not mediate any anti-tumor efficacy, the 

TRP27A peptide reduced slightly but significantly the growth of the aggressive 

B16F10 tumors (Study II; Figure 7A) 

 

4.11.4. Combining improved shared antigens and neo-antigens derived epitopes 

increases the response rate. 

Therapeutic cancer vaccination proved to be an effective way to foster antigen-

specific immunological responses. However, targeting a single antigen might not 

be the optimal choice against fast-growing tumors that can easily accumulate 

mutations and down regulate immunogenic proteins or specific HLA molecules. 

Therefore, therefore we sought to investigate a multi-peptide approach that would 

target together a TAAs, such as TRP2, and a neo-antigen such as the ovalbumin 

protein of B16.OVA cells. In addition, we boosted the therapy by combining the 

wild type epitopes with the EDIS-derived forms that we studied before. Hence, 

tumor bearing mice were treated with either TRP2 WT + 7A analogue peptides, 

SIINFEKL + SIINFAKL analogue peptide or a combination of all four peptides 

together (multi-vaccine). The overall response of the groups was variable, although 

they all performed better than mock (Study II; supplementary figure 3 A). 

Nevertheless, by visualizing the single growth curves we can appreciate differences 

in the number of mice responding to the therapy. As shown in figure 7C of study 

II, the percentage of slow progressing tumors in mock group was 20 %, while it 

was slightly improved in TRP2 WT-7A and SIINFEKL-SIINFAKL groups. 

Interestingly, the overall response was increased up to 57 % among mice receiving 

the multi-peptide vaccine.  

These results prove that by targeting both TAAs and neo-antigens within the same 

therapy broadens the immune response, thus helping to overcome the clone 

variability and down-regulation of specific antigens.  
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4.12. Study III. Oncolytic vaccines increase the response rate to PD-L1 

checkpoint inhibitor 

In Study III we addressed the problem of the low response rate to checkpoint 

inhibitors among treated patients.  

Immune checkpoint inhibitors are able to protect T-lymphocytes from exhaustion 

and, in some cases, to revert their dysfunctional state. However, many patients fail 

to respond to therapy with ICIs due to the lack of pre-existing infiltration of T-

lymphocyte within the tumor. Therefore, the current challenge is to maximize the 

benefit that patients can have from this expensive treatment. For this reason, 

combining checkpoint inhibitors with active immunotherapy that would attract 

and activate lymphocyte is the main aim of combinational therapies. In this 

context, we decided to study if the oncolytic vaccine platform PeptiCRAd would 

improve the overall response to ICIs therapy.  

 

4.12.1. Evaluation of immunogenicity of B16OVA and 4T1 tumor models. 

We investigated if the widely used neo-antigen tumor model B16.OVA and the 

poorly immunogenic triple negative breast cancer model 4T1 would modulate the 

expression of PD-L1 in response to immunotherapy. To this end, the two cell lines 

were seeded and cultured overnight in absence or presence of IFNγ and the levels 

of PD-L1 on their surface was measured by flow cytometry. Both the cell lines 

express high levels of PD-L1 in their steady state. In fact, 67 % of B16.OVA cells 

and 60% of 4T1 cells stain positive for the immune checkpoint. Interestingly, upon 

exposure to IFNγ, the percentage of PD-L1 positive cells rose to 79 and 98 % of 

cells for B16.OVA (Study III; figure 1A) and 4T1 (Study III; figure 4) cell lines 

respectively. This aspect is very important as highlighted recently by Antony Ribas 

at the latest AACR 2017 conference as a result of their clinical study on mutations 

involving the IFN signalling pathway within the tumor cells [186]. The authors 

investigated clinical cases of acquired resistance to PD-1 therapy and described 

how tumor cells use IFNγ to upregulate their PD-L1 surface levels, thus protecting 

them from T-cell killing. Subsequently, tumor cells accumulate mutations that 

abrogate IFN signalling, exploiting other immune suppressive pathways; hence 
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anti-PD-1 or anti-PD-L1 therapy becomes ineffective. Although B16.OVA and 

4T1 cell lines represent imperfect murine tumor models, their ability to respond to 

pro-inflammatory stimuli and upregulate PD-L1 on their surface make them a 

relevant model to study immune checkpoint inhibitors. 

 

 

In addition, we characterized the T-lymphocytes that infiltrate the tumors formed 

in vivo by these cell line. In particular, we evaluated the presence of the PD-1 and 

TIM-3 markers on the surface. PD-1 receptor is absent from the surface of näive 

T-cells but it is readily upregulated upon TCR engagement [187] while TIM-3 is 

mostly associated with exhausted T-cells [188]. First, we observed that the 

expression of PD-1 is higher on CD8 T-lymphocytes when compared to CD4 T-

lymphocytes (Study III; figure 1 B). In particular, the expression of PD-1 on CD8 

T-lymphocytes is highest in the tumors than in lymphoid organs. Similar results 

were observed also within tumor formed by 4T1 cells as shown in Study III figure 

4C (right panel). In fact, we found that 80 % of CD8+ cells was positive for PD-

1 in the tumors, while less than 20 % of CD8+ cells was PD-1+ in secondary 

lymphoid organs. This gave us useful indications on the nature of the model and 

its responsiveness to checkpoint blockade.  

Next, we wanted to evaluate the relationship between different subsets of 

lymphocytes as regards the exhaustion and activation state. We classified T-

lymphcoytes as being antigen-experienced but not exhausted (PD-1+TIM-3-; Act) 

and as being exhausted (PD-1+TIM-3+; Ehx). Hence, we performed a correlation 

analysis according to Pearson's Coefficient. A positive coefficient, indicates a 

positive correlation, whether a negative coefficient indicates a negative correlation. 

Interestingly, we found that the presence of activated but non-exhausted CD4 T-

lymphocytes (Study III; figure 1 C, left side) positively correlated with the 

presence of activated CD8 T-lymphocytes within the tumor. On the contrary, the 

presence of exhausted CD4 T-lymphocytes positively correlated with the presence 

of exhausted CD8 T-lymphocytes.  
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Taken together these results show that the both B16.OVA and 4T1 models 

respond to IFNγ by upregulating PD-L1 expression on their surface and the in vivo 

formed tumors host CD8+ cells which express PD-1. These cells can be eventually 

target of the PD-L1 blockade and protected from exhaustion. 

 

 

4.12.2. Increasing the response to PD-L1 blockade in melanoma with oncolytic 

vaccines. 

Next, we studied if active immunotherapy would enhance the response to 

checkpoint inhibition. To this end, we combined PeptiCRAd targeting the model 

epitope SIINFEKL with injection of anti-PD-L1 antibody (i.e. Combo treatment). 

However, compared to Study I, the route of administration of PeptiCRAd was 

modified to mimic a non-injectable lesion model; hence, PeptiCRAd was 

administered subcutaneously rather than intratumorally. This different route of 

administration abolished the efficacy of the oncolytic vaccines, as shown in figure 

2A. The anti-PD-L1 treatment reduced the growth of tumors compared to 

controls, however, its combination with PeptiCRAd significantly increased the 

efficacy of anti-PDL1 therapy (purple curve) as represented also in the comparison 

of the area under the curve (Study III; figure 2 B). Mice in these two groups were 

re-challenged with parental B16 cells, and we observed a significantly reduced 

growth of tumors on mice receiving the Combo treatment (Study III; figure 2 

C). Interestingly, not only the median survival of mice was improved by 

combination therapy (36 days for Combo group versus 21.5 days for aPDL1 

group) but also number of complete responses was higher (Study III; figure 2 E). 

In fact, we registered 3/8 complete responses in Combo group versus only 1/7 

complete responses in aPDL1 group. The response rate was also improved, as 87,5 

% of mice treated with combo therapy showed a tumor volume lower than 1000 

mm3 compared to 42,8 % in aPDL1 group (Study III; Figure 2 F). 

The high prevalence of neutralizing antibodies against adenoviruses in the human 

population prompted us to investigate if the Combination therapy would be 

effective in pre-immunized mice. We observed no differences as regards the 
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overall tumor growth between pre-immunized mice (PEI-Combo) and naïve mice 

(Combo) as shown in Study III figure 2 G. The overall survival was not affected 

significantly as both therapies were more effective than mock (Study III; Figure 

2 H). 

 

4.12.3. Immunological effects of combining checkpoint inhibition with oncolytic 

vaccines. 

We investigated the immunological effects of the combination of anti-PD-L1 

therapy and PeptiCRAd. First, we explored the activation and exhaustion state of 

T-cells. In particular, we followed the same phenotypic scheme according to which 

activated but non-exhausted cells are PD-1+ and TIM-3-, while exhausted cells are 

PD-1+ and TIM-3+.  

As we show in figure 3 A of Study III we observed an increased presence of 

activated CD8+ T-lymphocytes (blue bars) in mice treated with Combo and 

PeptiCRAd compared to Mock (p<0.05). Accordingly, mice treated with placebo 

showed the highest percentage of exhausted TILs (green bars). Interestingly, cells 

positive only for the TIM-3 marker were not detected in our assay (red bars).  This 

is an important finding as is supports the theory that TIM-3 expression is 

consequential to the upregulation of PD-1 and that PD-1 resistant tumors might 

be treated with TIM-3 blockade. 

Subsequently, we studied the presence of antigen-specific T-lymphocytes. As 

described previously in Studies I and II, SIINFEKL-specific CD8+ T-cells can be 

detected by Pentamer staning. Hence, we analysed the presence of these cells 

within the tumor microenvironment. As we hypothesized, mice receiving the 

PeptiCRAd oncolytic vaccine (PeptiCRAd-OVA and Combo groups) showed a 

significantly increased presence of antigen-specific cells compared to control 

groups (Study III; figure 3 B). Interestingly, when we analysed the state of these 

SIINFEKL-specific CD8+ T-cells we observed a statistically significant increase 

in the ratio of activated to exhausted cells in mice treated with Combination 

therapy (p=0.0058) (Study III; Figure 3 C)  
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4.12.4. Triple negative breast cancer responds to oncolytic vaccines targeting 

MHC-I and II epitopes. 

Having demonstrated the beneficial effect of combining PD-L1 blockade with 

oncolytic vaccines in an immunogenic model, we sought to investigate if this 

combination would also be effective against a poorly immunogenic tumor. To this 

end, we decided to study a triple negative breast cancer (TNBC) model, such as 

the murine 4T1 and the human MD-MBA-436 cell lines. First, we studied the 

expression of MHC molecules in order to understand whether or not the poor 

immunogenicity could be explained by lack of MHC molecules on the surface. As 

shown in supplementary figures 1A and 1B of Study III, we found a sustained 

expression of both MHC-I and MHC-I molecules.  

The presence of MHC molecules on the surface of 4T1 cells confirmed that they 

might be targeted by T-cells. To this end, we decided to include in our oncolytic 

vaccine neo-epitopes that have been described in literature [189]. In particular, we 

investigated if the stimulation of both CD4+ and CD8+ T-cells would improve 

upon treatment with only CD4 or CD8 restricted peptides. Therefore, we 

engrafted Balb/c mice with 4T1 tumor cells and treated their tumors 9 days after 

with placebo solution (Mock) or PeptiCRAd with MHC-I-restricted peptides 

(PeptiCRAd+I) or with MHC-II-restricted peptides (PeptiCRAd+II) or a 

PeptiCRAd created with a mixture of both class I and II epitopes (PeptiCRAd-

I+II). Mice treated with the oncolytic vaccine targeting both class I and II epitopes 

showed a reduction of tumor volumes when compared to mock until day 15. 

However, due to heavy ulceration of tumors, mice had to be sacrificed. Hence, 

despite the marginally improved anti-tumor efficacy, the tumors could not be fully 

controlled (Study III; Figure 4 A). This prompted us to investigate if the reason 

could be a heavily immunosuppressive environment. Thus, we analysed the surface 

expression of PD-L1 molecule and found that the 4T1 cell line feature high 

expression of this immune checkpoint ligand, which is inducible upon exposure to 

IFNγ (Study III; Figures 4B, left and right panels). In addition, tumors of 

engrafted mice, showed a very high degree of staining, with almost 100% of 
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analysed cells being positive for PD-L1 on their surface (Figure 4C, left and right 

panels). 

To further understand if CD4+ and CD8+ T-cells could have been targeted by 

this inhibitory pathway, we analysed the expression of the PD-1 receptor. T-helper 

cells featured a higher expression of PD-1 within the tumor and draining lymph 

nodes compared to spleen (Figure 4D, left panel). In sharp contrast, we find the 

majority of PD-1+ CD8+ TILs in the tumor microenvironment. In fact, while 

only about 17% of CD8+ cells were PD-1+ in the spleen and draining lymph node, 

85% of CD8+ T-cells were PD-1+ in the tumor (Figure 4D, right panel). 

Taken together, these results show that it is possible to achieve an increased anti-

tumor response when stimulating both arms of the cellular immune response by 

treatment with both MHC-I and II epitopes. However, the poorly immunogenic 

tumors escape the growth control through immune suppressive pathways, such as 

the PD-1/PD-L1 axis. In this mode, PD-L1 is upregulated in response to the pro-

inflammatory signals mediated by IFNγ, and both CD4 and CD8 TILs are 

inhibited through the engagement of PD-1 receptor on their surface. 

 

4.12.5. Oncolytic vaccines increase the response to PD-L1 blockade in a model 

of triple negative breast cancer. 

The results from the previous in vivo experiment showed how poorly immunogenic 

tumors are resistant to advanced cancer vaccines and they activate immune 

suppressive pathways in order to limit the efficacy of immune responses. This 

aspect represents a strong rationale to combine oncolytic vaccines with PD-L1 

blockade to treat TBNC. In particular, recent studies highlighted how infiltration 

of immune cells might represent a predictive marker of response to ICIs. 

Therefore, the possibility to attract within the tumor immune cells with oncolytic 

vaccines can potentially increase the number of responders to ICIs. As shown in 

figure 5A of Study III, monotherapy with an anti-PD-L1 antibody increased the 

number of responding mice moderately compared to mock. In fact, only 37.5 % 

of treated mice showed a tumor volume lower of 200 mm3 at the endpoint. In 

contrast, mice receiving both anti-PD-L1 therapy and PeptiCRAd-I+II vaccine 
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responded in 62.5 % of the cases. This result highlights how it is extremely 

important to combine ICIs with active immune therapies that can activate and 

attract immune cells within the TME. In fact, tumors of mice treated with the 

combination treatment featured a more favourable CD8/CD4 ratio of cells. As 

shown in figure 5B of Study III with 96.86 % of lymphocytes being CD8+ and 

only 3.14% being CD4+. In addition, tumors of mice receiving aPD-L1 and 

PeptiCRAd-I+II were significantly more infiltrated with myeloid-derived 

suppressor cells with a neutrophil profile (defined as CD11b+ Ly6Ghigh and 

Ly6Cintermediate/high) which have been associated with direct cytotoxic activity against 

tumor cells (Study III; Figure 5C). 

 

4.12.6. Efficacy of combination of active immunotherapy and checkpoint 

blockade in a translational model of co-culture of human PBMCs and human 

tumor cell lines 

 

In order to evaluate the combination of active immunotherapy and checkpoint 

inhibition in a translational model, we performed a co-culture experiment featuring 

human PBMCs and human tumor cell lines. Mimicking a clinically relevant 

treatment schedule, we pre-stimulated the PBMCs with the oncolytic vaccine 

PeptiCRAd targeting the antigen MAGE-A1 (for the melanoma) or the antigen 

MAGE-A4 (for the TNBC), then we incubated the PBMCs with the tumor cell 

lines in presence or absence of anti-PD-L1 antibody. In both cases, the 

combination of the two therapies increased the killing activity of the PBMCs of 20 

and 40 % against the melanoma and the TBNC tumor cells respectively (Study 

III; Figure 5D). This experiment confirms that the activity of the anti-tumor T-

cells, primed with oncolytic vaccines, can be preserved by blocking the PD-1/PD-

L1 axis. Hence oncolytic vaccines and checkpoint inhibitors can synergize indeed 

and should be combined to maximize their efficacy. 
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CONCLUSIONS AND FUTURE PROSPECTS 
 
The last five years have seen an incredible expansion of the use of immunotherapy 

for the treatment of cancer with many first-in-class drugs being approved for the 

clinical use. Ipilimumab (aCTLA-4), Nivolumab (aPD-1), Yescarta (anti-CD19 

CAR-Tcells), Imlygic (Oncolytic Herpes Virus) are few examples of an expanding 

array of tools that oncologist can use to fight cancer by exploiting the patient´s 

own immune system. 

Unfortunately, achieving full efficacy by using only one of the above-mentioned 

approaches is difficult and combination therapies are expected to be the future of 

immune therapy. A remarkable example of how combining therapies can improve 

the outcome is testing of Imlygic with Pembrolizumab in patients with advanced 

melanoma [190] which is being tested in the KEYNOTE-034 clinical study 

sponsored by Amgen (www.clinicaltrial.gov). Despite few adverse events due to 

immune activation, the study is recording a striking 62% of confirmed objective 

response with a 33% of complete responses. 

 

The studies described in this thesis faced some of the limitations of oncolytic 

vaccines, cancer vaccines and checkpoint inhibitors. By improving the vaccine 

platforms available I expect an increased synergy with drugs that are able to 

reshape the tumor microenvironment, such as checkpoint inhibitors. However, I 

believe that immunotherapy should also take into account the personal 

immunogenic signatures of tumors. At the moment few technologies are available 

to discover neo-antigens: Whole-Exome Sequencing, total RNAseq or ligandome 

analysis. Although they have not been a topic of study of this thesis, our research 

group is focusing on ligandome analysis and its optimization. This will provide a 

platform that would give precise guidelines when designing oncolytic vaccines and 

it might represent the missing piece of the puzzle in the fight of cancer. 
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In conclusion, a multimodal approach that takes into consideration the tumor 

heterogeneity, patient immune profiling, neo-antigens and tumor 

microenvironment represents a promising direction that might potentially lead to 

an increased response rate among cancer patients. This aim should always be at 

the centre of our work as researchers and, most importantly, as human beings 

working to impact the society in a significant way. 

 

  



   
 

   
 
94 

REFERENCES 
1. Rush, B., An Account of the Late Dr. Hugh Martin's Cancer Powder; with Brief 

Observations on Cancers. Lond Med J, 1787. 8(Pt 1): p. 89-96. 
2. Huo, J., et al., Utilization of surgery, chemotherapy, radiation therapy, and hospice 

at the end of life for patients diagnosed with metastatic melanoma. Am J Clin Oncol, 
2015. 38(3): p. 235-41. 

3. Hanahan, D. and R.A. Weinberg, Hallmarks of cancer: the next generation. Cell, 
2011. 144(5): p. 646-74. 

4. Couzin-Frankel, J., Breakthrough of the year 2013. Cancer immunotherapy. 
Science, 2013. 342(6165): p. 1432-3. 

5. Borges, H.L., R. Linden, and J.Y. Wang, DNA damage-induced cell death: 
lessons from the central nervous system. Cell Res, 2008. 18(1): p. 17-26. 

6. Chemotherapy in non-small cell lung cancer: a meta-analysis using updated data on 
individual patients from 52 randomised clinical trials. BMJ, 1995. 311(7010): p. 
899-909. 

7. McLeod, H.L., et al., Pharmacokinetic and pharmacodynamic evaluation of the 
glycinamide ribonucleotide formyltransferase inhibitor AG2034. Clin Cancer Res, 
2000. 6(7): p. 2677-84. 

8. Friedman, O.M., I. Wodinsky, and A. Myles, Cyclophosphamide (NSC-
26271)-related phosphoramide mustards- recent advances and historical perspective. 
Cancer Treat Rep, 1976. 60(4): p. 337-46. 

9. D'Yakonov, V.A., L.U. Dzhemileva, and U.M. Dzhemilev, Chapter 2 - 
Advances in the Chemistry of Natural and Semisynthetic Topoisomerase I/II 
Inhibitors, in Studies in Natural Products Chemistry, R. Atta ur, Editor. 2017, 
Elsevier. p. 21-86. 

10. Gaillard, P.J., et al., Pharmacokinetics, brain delivery, and efficacy in brain tumor-
bearing mice of glutathione pegylated liposomal doxorubicin (2B3-101). PLoS One, 
2014. 9(1): p. e82331. 

11. Malek, T.R., The biology of interleukin-2. Annu Rev Immunol, 2008. 26: p. 
453-79. 

12. Cheng, G., A. Yu, and T.R. Malek, T-cell tolerance and the multi-functional role 
of IL-2R signaling in T-regulatory cells. Immunol Rev, 2011. 241(1): p. 63-76. 

13. Sojka, D.K., et al., IL-2 Secretion by CD4+ T Cells In Vivo Is Rapid, Transient, 
and Influenced by TCR-Specific Competition. The Journal of Immunology, 2004. 
172(10): p. 6136-6143. 

14. Achkar, T., et al., High-dose interleukin 2 in patients with metastatic renal cell 
carcinoma with sarcomatoid features. PLoS One, 2017. 12(12): p. e0190084. 

15. Weiss, J.M., et al., Successful immunotherapy with IL-2/anti-CD40 induces the 
chemokine-mediated mitigation of an immunosuppressive tumor microenvironment. 
Proc Natl Acad Sci U S A, 2009. 106(46): p. 19455-60. 

16. Levin, A.M., et al., Exploiting a natural conformational switch to engineer an 
interleukin-2 'superkine'. Nature, 2012. 484(7395): p. 529-33. 



   
 

   
 

95 

17. Markley, J.C. and M. Sadelain, IL-7 and IL-21 are superior to IL-2 and IL-15 
in promoting human T cell-mediated rejection of systemic lymphoma in immunodeficient 
mice. Blood, 2010. 115(17): p. 3508-19. 

18. Gade, T.P., et al., Targeted elimination of prostate cancer by genetically directed 
human T lymphocytes. Cancer Res, 2005. 65(19): p. 9080-8. 

19. Stanley, E., et al., Granulocyte/macrophage colony-stimulating factor-deficient mice 
show no major perturbation of hematopoiesis but develop a characteristic pulmonary 
pathology. Proceedings of the National Academy of Sciences, 1994. 91(12): 
p. 5592-5596. 

20. Ferlazzo, G., et al., Dendritic cells efficiently cross-prime HLA class I-restricted 
cytolytic T lymphocytes when pulsed with both apoptotic and necrotic cells but not with 
soluble cell-derived lysates. Int Immunol, 2000. 12(12): p. 1741-7. 

21. de Gast, G.C., et al., Phase I trial of combined immunotherapy with subcutaneous 
granulocyte macrophage colony-stimulating factor, low-dose interleukin 2, and interferon 
alpha in progressive metastatic melanoma and renal cell carcinoma. Clin Cancer Res, 
2000. 6(4): p. 1267-72. 

22. Verra, N., et al., Immunotherapy with concurrent subcutaneous GM-CSF, low-dose 
IL-2 and IFN-alpha in patients with progressive metastatic renal cell carcinoma. Br 
J Cancer, 2003. 88(9): p. 1346-51. 

23. Verra, N., et al., Infiltration of activated dendritic cells and T cells in renal cell 
carcinoma following combined cytokine immunotherapy. Eur Urol, 2005. 48(3): p. 
527-33. 

24. Arellano, M. and S. Lonial, Clinical uses of GM-CSF, a critical appraisal and 
update. Biologics, 2008. 2(1): p. 13-27. 

25. Boudreau, J.E., et al., Engineering dendritic cells to enhance cancer immunotherapy. 
Mol Ther, 2011. 19(5): p. 841-53. 

26. Blalock, L.T., et al., Human dendritic cells adenovirally-engineered to express three 
defined tumor antigens promote broad adaptive and innate immunity. 
Oncoimmunology, 2012. 1(3): p. 287-357. 

27. Lee, C.C., et al., Overexpression of Notch ligand Delta-like-1 by dendritic cells 
enhances their immunoregulatory capacity and exerts antiallergic effects on Th2-
mediated allergic asthma in mice. Clin Immunol, 2018. 187: p. 58-67. 

28. Daenthanasanmak, A., et al., Engineered dendritic cells from cord blood and adult 
blood accelerate effector T cell immune reconstitution against HCMV. Mol Ther 
Methods Clin Dev, 2015. 1: p. 14060. 

29. Kantoff, P.W., et al., Sipuleucel-T immunotherapy for castration-resistant prostate 
cancer. N Engl J Med, 2010. 363(5): p. 411-22. 

30. Restifo, N.P., M.E. Dudley, and S.A. Rosenberg, Adoptive immunotherapy for 
cancer: harnessing the T cell response. Nat Rev Immunol, 2012. 12(4): p. 269-
81. 

31. Feldman, S.A., et al., Adoptive Cell Therapy--Tumor-Infiltrating Lymphocytes, T-
Cell Receptors, and Chimeric Antigen Receptors. Semin Oncol, 2015. 42(4): p. 
626-39. 

32. Cohen, C.J., et al., Isolation of neoantigen-specific T cells from tumor and peripheral 
lymphocytes. J Clin Invest, 2015. 125(10): p. 3981-91. 



   
 

   
 
96 

33. Zhang, L., et al., Tumor-infiltrating lymphocytes genetically engineered with an 
inducible gene encoding interleukin-12 for the immunotherapy of metastatic melanoma. 
Clin Cancer Res, 2015. 21(10): p. 2278-88. 

34. Rosenberg, S.A., et al., Gene transfer into humans--immunotherapy of patients with 
advanced melanoma, using tumor-infiltrating lymphocytes modified by retroviral gene 
transduction. N Engl J Med, 1990. 323(9): p. 570-8. 

35. Chodon, T., et al., Adoptive transfer of MART-1 T-cell receptor transgenic 
lymphocytes and dendritic cell vaccination in patients with metastatic melanoma. Clin 
Cancer Res, 2014. 20(9): p. 2457-65. 

36. Morgan, R.A., et al., Cancer regression in patients after transfer of genetically 
engineered lymphocytes. Science, 2006. 314(5796): p. 126-9. 

37. Johnson, L.A., et al., Gene therapy with human and mouse T-cell receptors mediates 
cancer regression and targets normal tissues expressing cognate antigen. Blood, 2009. 
114(3): p. 535-46. 

38. Robbins, P.F., et al., A pilot trial using lymphocytes genetically engineered with an 
NY-ESO-1-reactive T-cell receptor: long-term follow-up and correlates with response. 
Clin Cancer Res, 2015. 21(5): p. 1019-27. 

39. Schwarzbich, M.A. and M. Witzens-Harig, Cellular Immunotherapy in B-Cell 
Malignancy. Oncol Res Treat, 2017. 40(11): p. 674-681. 

40. Scheuermann, R.H. and E. Racila, CD19 antigen in leukemia and lymphoma 
diagnosis and immunotherapy. Leuk Lymphoma, 1995. 18(5-6): p. 385-97. 

41. Kochenderfer, J.N., et al., Eradication of B-lineage cells and regression of 
lymphoma in a patient treated with autologous T cells genetically engineered to recognize 
CD19. Blood, 2010. 116(20): p. 4099-102. 

42. Jensen, M.C., et al., Antitransgene rejection responses contribute to attenuated 
persistence of adoptively transferred CD20/CD19-specific chimeric antigen receptor 
redirected T cells in humans. Biol Blood Marrow Transplant, 2010. 16(9): p. 
1245-56. 

43. Hay, K.A., et al., Kinetics and biomarkers of severe cytokine release syndrome after 
CD19 chimeric antigen receptor-modified T-cell therapy. Blood, 2017. 130(21): p. 
2295-2306. 

44. Frey, N., Cytokine release syndrome: Who is at risk and how to treat. Best Pract 
Res Clin Haematol, 2017. 30(4): p. 336-340. 

45. Roberts, Z.J., et al., Axicabtagene ciloleucel, a first-in-class CAR T cell therapy for 
aggressive NHL. Leuk Lymphoma, 2017: p. 1-12. 

46. Wang, W., et al., NK Cell-Mediated Antibody-Dependent Cellular Cytotoxicity in 
Cancer Immunotherapy. Front Immunol, 2015. 6: p. 368. 

47. Smyth, M.J., et al., Activation of NK cell cytotoxicity. Mol Immunol, 2005. 
42(4): p. 501-10. 

48. Cheung, N.K., et al., Ganglioside GD2 specific monoclonal antibody 3F8: a phase 
I study in patients with neuroblastoma and malignant melanoma. J Clin Oncol, 
1987. 5(9): p. 1430-40. 

49. Yang, R.K. and P.M. Sondel, Anti-GD2 Strategy in the Treatment of 
Neuroblastoma. Drugs Future, 2010. 35(8): p. 665. 

50. Cheung, N.K., et al., Murine anti-GD2 monoclonal antibody 3F8 combined with 
granulocyte-macrophage colony-stimulating factor and 13-cis-retinoic acid in high-risk 



   
 

   
 

97 

patients with stage 4 neuroblastoma in first remission. J Clin Oncol, 2012. 30(26): 
p. 3264-70. 

51. Horton, J.K., et al., Breast Cancer Biology: Clinical Implications for Breast 
Radiation Therapy. Int J Radiat Oncol Biol Phys, 2018. 100(1): p. 23-37. 

52. Romond, E.H., et al., Trastuzumab plus adjuvant chemotherapy for operable 
HER2-positive breast cancer. N Engl J Med, 2005. 353(16): p. 1673-84. 

53. Nicolini, A., et al., Recent Advances in Comprehending the Signaling Pathways 
Involved in the Progression of Breast Cancer. Int J Mol Sci, 2017. 18(11). 

54. Collins, D.M., et al., Trastuzumab induces antibody-dependent cell-mediated 
cytotoxicity (ADCC) in HER-2-non-amplified breast cancer cell lines. Ann Oncol, 
2012. 23(7): p. 1788-95. 

55. Smahel, M., PD-1/PD-L1 Blockade Therapy for Tumors with Downregulated 
MHC Class I Expression. Int J Mol Sci, 2017. 18(6). 

56. Zhang, L., T.F. Gajewski, and J. Kline, PD-1/PD-L1 interactions inhibit 
antitumor immune responses in a murine acute myeloid leukemia model. Blood, 2009. 
114(8): p. 1545-52. 

57. Reiser, J. and A. Banerjee, Effector, Memory, and Dysfunctional CD8(+) T Cell 
Fates in the Antitumor Immune Response. J Immunol Res, 2016. 2016: p. 
8941260. 

58. Marin-Acevedo, J.A., et al., Cancer immunotherapy beyond immune checkpoint 
inhibitors. J Hematol Oncol, 2018. 11(1): p. 8. 

59. Blackburn, S.D., et al., Coregulation of CD8+ T cell exhaustion by multiple 
inhibitory receptors during chronic viral infection. Nat Immunol, 2009. 10(1): p. 
29-37. 

60. Zajac, A.J., et al., Viral immune evasion due to persistence of activated T cells without 
effector function. J Exp Med, 1998. 188(12): p. 2205-13. 

61. Shin, H. and E.J. Wherry, CD8 T cell dysfunction during chronic viral infection. 
Curr Opin Immunol, 2007. 19(4): p. 408-15. 

62. Fuertes Marraco, S.A., et al., Inhibitory Receptors Beyond T Cell Exhaustion. 
Front Immunol, 2015. 6: p. 310. 

63. Callahan, M.K. and J.D. Wolchok, At the bedside: CTLA-4- and PD-1-
blocking antibodies in cancer immunotherapy. J Leukoc Biol, 2013. 94(1): p. 41-
53. 

64. Liu, J., et al., Targeting PD-1 and Tim-3 Pathways to Reverse CD8 T-Cell 
Exhaustion and Enhance Ex Vivo T-Cell Responses to Autologous 
Dendritic/Tumor Vaccines. J Immunother, 2016. 39(4): p. 171-80. 

65. Zitvogel, L. and G. Kroemer, Targeting PD-1/PD-L1 interactions for cancer 
immunotherapy. Oncoimmunology, 2012. 1(8): p. 1223-1225. 

66. Agata, Y., et al., Expression of the PD-1 antigen on the surface of stimulated mouse 
T and B lymphocytes. Int Immunol, 1996. 8(5): p. 765-72. 

67. Keir, M.E., et al., PD-1 and its ligands in tolerance and immunity. Annu Rev 
Immunol, 2008. 26: p. 677-704. 

68. Zhong, X., et al., PD-L2 expression extends beyond dendritic cells/macrophages to 
B1 cells enriched for V(H)11/V(H)12 and phosphatidylcholine binding. Eur J 
Immunol, 2007. 37(9): p. 2405-10. 



   
 

   
 
98 

69. Spranger, S., et al., Up-regulation of PD-L1, IDO, and T(regs) in the melanoma 
tumor microenvironment is driven by CD8(+) T cells. Sci Transl Med, 2013. 
5(200): p. 200ra116. 

70. Abiko, K., et al., IFN-gamma from lymphocytes induces PD-L1 expression and 
promotes progression of ovarian cancer. Br J Cancer, 2015. 112(9): p. 1501-9. 

71. O'Donnell, J.S., et al., Resistance to PD1/PDL1 checkpoint inhibition. Cancer 
Treat Rev, 2017. 52: p. 71-81. 

72. Sharma, P., et al., Primary, Adaptive, and Acquired Resistance to Cancer 
Immunotherapy. Cell, 2017. 168(4): p. 707-723. 

73. Sharma, P. and J.P. Allison, Immune checkpoint targeting in cancer therapy: toward 
combination strategies with curative potential. Cell, 2015. 161(2): p. 205-14. 

74. Romano, E., et al., Ipilimumab-dependent cell-mediated cytotoxicity of regulatory T 
cells ex vivo by nonclassical monocytes in melanoma patients. Proc Natl Acad Sci U 
S A, 2015. 112(19): p. 6140-5. 

75. Davenport, A.J., et al., CAR-T Cells Inflict Sequential Killing of Multiple Tumor 
Target Cells. Cancer Immunol Res, 2015. 3(5): p. 483-94. 

76. Ye, Z., et al., Cancer vaccine: learning lessons from immune checkpoint inhibitors. J 
Cancer, 2018. 9(2): p. 263-268. 

77. Wang, R.-F., et al., Identification of TRP-2 as a Human Tumor Antigen 
Recognized by Cytotoxic T Lymphocytes. The Journal of Experimental 
Medicine, 1996. 184(6): p. 2207-2216. 

78. Ju, J.M., et al., Escape from thymic deletion and anti-leukemic effects of T cells specific 
for hematopoietic cell-restricted antigen. Nat Commun, 2018. 9(1): p. 225. 

79. Dash, B., et al., Treg-specific deletion of NKAP results in severe, systemic 
autoimmunity due to peripheral loss of Tregs. J Autoimmun, 2018. 

80. Daniel, C., J. Nolting, and H. von Boehmer, Mechanisms of self-nonself 
discrimination and possible clinical relevance. Immunotherapy, 2009. 1(4): p. 631-
44. 

81. Schiavo, R., et al., Chemokine receptor targeting efficiently directs antigens to MHC 
class I pathways and elicits antigen-specific CD8+ T-cell responses. Blood, 2006. 
107(12): p. 4597-605. 

82. Gordy, J.T., et al., Fusion of the dendritic cell-targeting chemokine MIP3alpha to 
melanoma antigen Gp100 in a therapeutic DNA vaccine significantly enhances 
immunogenicity and survival in a mouse melanoma model. J Immunother Cancer, 
2016. 4: p. 96. 

83. Gupta, S., et al., A multi-trimeric fusion of CD40L and gp100 tumor antigen 
activates dendritic cells and enhances survival in a B16-F10 melanoma DNA vaccine 
model. Vaccine, 2015. 33(38): p. 4798-806. 

84. Babatunde, K.A., et al., Cancer/Testis genes in relation to sperm biology and 
function. Iran J Basic Med Sci, 2017. 20(9): p. 967-974. 

85. Groeper, C., et al., Cancer/testis antigen expression and specific cytotoxic T 
lymphocyte responses in non small cell lung cancer. Int J Cancer, 2007. 120(2): p. 
337-43. 

86. Marchand, M., et al., Tumor regression responses in melanoma patients treated with 
a peptide encoded by gene MAGE-3. Int J Cancer, 1995. 63(6): p. 883-5. 



   
 

   
 

99 

87. Connerotte, T., et al., Functions of Anti-MAGE T-cells induced in melanoma 
patients under different vaccination modalities. Cancer Res, 2008. 68(10): p. 3931-
40. 

88. Yoshida, N., et al., Expression of the MAGE-A4 and NY-ESO-1 cancer-testis 
antigens and T cell infiltration in non-small cell lung carcinoma and their prognostic 
significance. Int J Oncol, 2006. 28(5): p. 1089-98. 

89. Palmer, M., et al., Phase I study of the BLP25 (MUC1 peptide) liposomal vaccine 
for active specific immunotherapy in stage IIIB/IV non-small-cell lung cancer. Clin 
Lung Cancer, 2001. 3(1): p. 49-57; discussion 58. 

90. Wurz, G.T., et al., Antitumor effects of L-BLP25 antigen-specific tumor 
immunotherapy in a novel human MUC1 transgenic lung cancer mouse model. J 
Transl Med, 2013. 11: p. 64. 

91. DeGregorio, M., L. Soe, and M. Wolf, Tecemotide (L-BLP25) versus placebo 
after chemoradiotherapy for stage III non-small cell lung cancer (START): a 
randomized, double-blind, phase III trial. J Thorac Dis, 2014. 6(6): p. 571-3. 

92. Rammensee, H.G., K. Falk, and O. Rotzschke, Peptides Naturally Presented 
by Mhc Class-I Molecules. Annual Review of Immunology, 1993. 11: p. 213-
244. 

93. Delgado, J.C., et al., Identification of naturally processed ligands in the C57BL/6 
mouse using large-scale mass spectrometric peptide sequencing and bioinformatics 
prediction. Immunogenetics, 2009. 61(3): p. 241-6. 

94. Sidney, J., et al., Measurement of MHC/peptide interactions by gel filtration. Curr 
Protoc Immunol, 2001. Chapter 18: p. Unit 18 3. 

95. Escobar, H., et al., Large scale mass spectrometric profiling of peptides eluted from 
HLA molecules reveals N-terminal-extended peptide motifs. J Immunol, 2008. 
181(7): p. 4874-82. 

96. Calis, J.J., et al., Properties of MHC class I presented peptides that enhance 
immunogenicity. PLoS Comput Biol, 2013. 9(10): p. e1003266. 

97. Dyall, R., et al., Heteroclitic immunization induces tumor immunity. J Exp Med, 
1998. 188(9): p. 1553-61. 

98. Overwijk, W.W., et al., gp100/pmel 17 is a murine tumor rejection antigen: 
induction of "self"-reactive, tumoricidal T cells using high-affinity, altered peptide 
ligand. J Exp Med, 1998. 188(2): p. 277-86. 

99. Chen, J.L., et al., Identification of NY-ESO-1 peptide analogues capable of improved 
stimulation of tumor-reactive CTL. J Immunol, 2000. 165(2): p. 948-55. 

100. Dionne, S.O., et al., Antigen presentation of a modified tumor-derived peptide by 
tumor infiltrating lymphocytes. Cell Immunol, 2001. 214(2): p. 139-44. 

101. Tangri, S., et al., Structural features of peptide analogs of human histocompatibility 
leukocyte antigen class I epitopes that are more potent and immunogenic than wild-type 
peptide. J Exp Med, 2001. 194(6): p. 833-46. 

102. Speiser, D.E., et al., Unmodified self antigen triggers human CD8 T cells with 
stronger tumor reactivity than altered antigen. Proc Natl Acad Sci U S A, 2008. 
105(10): p. 3849-54. 

103. Wang, R., et al., The stimulation of low-affinity, nontolerized clones by heteroclitic 
antigen analogues causes the breaking of tolerance established to an immunodominant 
T cell epitope. J Exp Med, 1999. 190(7): p. 983-94. 



   
 

   
 
100 

104. Brusic, V., V.B. Bajic, and N. Petrovsky, Computational methods for prediction 
of T-cell epitopes--a framework for modelling, testing, and applications. Methods, 
2004. 34(4): p. 436-43. 

105. Rekosh, D.M., et al., Identification of a protein linked to the ends of adenovirus 
DNA. Cell, 1977. 11(2): p. 283-95. 

106. Anderson, C.W., M.E. Young, and S.J. Flint, Characterization of the adenovirus 
2 virion protein, mu. Virology, 1989. 172(2): p. 506-12. 

107. Matthews, D.A. and W.C. Russell, Adenovirus protein-protein interactions: hexon 
and protein VI. J Gen Virol, 1994. 75 ( Pt 12): p. 3365-74. 

108. Bergelson, J.M., et al., Isolation of a common receptor for Coxsackie B viruses and 
adenoviruses 2 and 5. Science, 1997. 275(5304): p. 1320-3. 

109. Balamotis, M.A., K. Huang, and K. Mitani, Efficient delivery and stable gene 
expression in a hematopoietic cell line using a chimeric serotype 35 fiber pseudotyped 
helper-dependent adenoviral vector. Virology, 2004. 324(1): p. 229-37. 

110. Cerullo, V., et al., Toll-like receptor 9 triggers an innate immune response to helper-
dependent adenoviral vectors. Mol Ther, 2007. 15(2): p. 378-85. 

111. Stewart, P.L., S.D. Fuller, and R.M. Burnett, Difference imaging of adenovirus: 
bridging the resolution gap between X-ray crystallography and electron microscopy. 
EMBO J, 1993. 12(7): p. 2589-99. 

112. Wickham, T.J., et al., Integrins alpha v beta 3 and alpha v beta 5 promote 
adenovirus internalization but not virus attachment. Cell, 1993. 73(2): p. 309-19. 

113. Leopold, P.L., et al., Dynein- and microtubule-mediated translocation of adenovirus 
serotype 5 occurs after endosomal lysis. Hum Gene Ther, 2000. 11(1): p. 151-65. 

114. Matthews, D.A. and W.C. Russell, Adenovirus protein-protein interactions: 
molecular parameters governing the binding of protein VI to hexon and the activation 
of the adenovirus 23K protease. J Gen Virol, 1995. 76 ( Pt 8): p. 1959-69. 

115. Berk, A.J., Adenovirus promoters and E1A transactivation. Annu Rev Genet, 
1986. 20: p. 45-79. 

116. Harlow, E., et al., Association of adenovirus early-region 1A proteins with cellular 
polypeptides. Mol Cell Biol, 1986. 6(5): p. 1579-89. 

117. Ben-Israel, H. and T. Kleinberger, Adenovirus and cell cycle control. Front 
Biosci, 2002. 7: p. d1369-95. 

118. Sundararajan, R., et al., Tumor necrosis factor-alpha induces Bax-Bak interaction 
and apoptosis, which is inhibited by adenovirus E1B 19K. J Biol Chem, 2001. 
276(48): p. 45120-7. 

119. Bennett, E.M., et al., Cutting edge: adenovirus E19 has two mechanisms for affecting 
class I MHC expression. J Immunol, 1999. 162(9): p. 5049-52. 

120. Querido, E., et al., Degradation of p53 by adenovirus E4orf6 and E1B55K 
proteins occurs via a novel mechanism involving a Cullin-containing complex. Genes 
Dev, 2001. 15(23): p. 3104-17. 

121. Cepko, C.L. and P.A. Sharp, Analysis of Ad5 hexon and 100K ts mutants using 
conformation-specific monoclonal antibodies. Virology, 1983. 129(1): p. 137-54. 

122. Tollefson, A.E., et al., The adenovirus death protein (E3-11.6K) is required at very 
late stages of infection for efficient cell lysis and release of adenovirus from infected cells. 
J Virol, 1996. 70(4): p. 2296-306. 



   
 

   
 

101 

123. Tomko, R.P., R. Xu, and L. Philipson, HCAR and MCAR: the human and 
mouse cellular receptors for subgroup C adenoviruses and group B coxsackieviruses. 
Proc Natl Acad Sci U S A, 1997. 94(7): p. 3352-6. 

124. Alba, R., et al., Biodistribution and retargeting of FX-binding ablated adenovirus 
serotype 5 vectors. Blood, 2010. 116(15): p. 2656-64. 

125. Parker, A.L., et al., Multiple vitamin K-dependent coagulation zymogens promote 
adenovirus-mediated gene delivery to hepatocytes. Blood, 2006. 108(8): p. 2554-61. 

126. Alba, R., et al., Coagulation factor X mediates adenovirus type 5 liver gene transfer 
in non-human primates (Microcebus murinus). Gene Ther, 2012. 19(1): p. 109-
13. 

127. Shayakhmetov, D.M., et al., Adenovirus binding to blood factors results in liver 
cell infection and hepatotoxicity. J Virol, 2005. 79(12): p. 7478-91. 

128. Danthinne, X. and M.J. Imperiale, Production of first generation adenovirus 
vectors: a review. Gene Therapy, 2000. 7: p. 1707. 

129. Raper, S.E., et al., Fatal systemic inflammatory response syndrome in a ornithine 
transcarbamylase deficient patient following adenoviral gene transfer. Mol Genet 
Metab, 2003. 80(1-2): p. 148-58. 

130. Brunetti-Pierri, N., et al., Acute toxicity after high-dose systemic injection of helper-
dependent adenoviral vectors into nonhuman primates. Hum Gene Ther, 2004. 
15(1): p. 35-46. 

131. Schulte, M., et al., Innate immune response after adenoviral gene delivery into skin 
is mediated by AIM2, NALP3, DAI and mda5. Springerplus, 2013. 2(1): p. 
234. 

132. Ahi, Y.S., D.S. Bangari, and S.K. Mittal, Adenoviral vector immunity: its 
implications and circumvention strategies. Curr Gene Ther, 2011. 11(4): p. 307-
20. 

133. Doronin, K., et al., Coagulation factor X activates innate immunity to human species 
C adenovirus. Science, 2012. 338(6108): p. 795-8. 

134. Tam, J.C., et al., Intracellular sensing of complement C3 activates cell autonomous 
immunity. Science, 2014. 345(6201): p. 1256070. 

135. Zhang, P., et al., Toll-like receptor 9 antagonist suppresses humoral immunity in 
experimental autoimmune myasthenia gravis. Mol Immunol, 2018. 94: p. 200-
208. 

136. Matsumoto, M., et al., Toll-Like Receptor 3 Signal in Dendritic Cells Benefits 
Cancer Immunotherapy. Front Immunol, 2017. 8: p. 1897. 

137. Diebold, S.S., et al., Innate antiviral responses by means of TLR7-mediated 
recognition of single-stranded RNA. Science, 2004. 303(5663): p. 1529-31. 

138. Dang, Y., et al., TLR8 ligation induces apoptosis of monocytic myeloid-derived 
suppressor cells. J Leukoc Biol, 2018. 103(1): p. 157-164. 

139. Hacker, H., et al., Immune cell activation by bacterial CpG-DNA through myeloid 
differentiation marker 88 and tumor necrosis factor receptor-associated factor 
(TRAF)6. J Exp Med, 2000. 192(4): p. 595-600. 

140. Pires, B.R.B., et al., NF-kappaB: Two Sides of the Same Coin. Genes (Basel), 
2018. 9(1). 



   
 

   
 
102 

141. Ma, Z., et al., Interaction between Hepatitis B Virus and Toll-Like Receptors: 
Current Status and Potential Therapeutic Use for Chronic Hepatitis B. Vaccines 
(Basel), 2018. 6(1). 

142. C, D.P., Sulla scomparsa di un enorme cancro vegetante del collo dell'utero senza cura 
chirurgica. Ginecologia, 1912. 0. 

143. Levaditi L.K., N.S., Sur le culture du virus vaccinal dans les neoplasmes epithelieux. 
CR Soc Biol, 1922(86): p. 928. 

144. Pack, G.T., Note on the experimental use of rabies vaccine for melanomatosis. AMA 
Arch Derm Syphilol, 1950. 62(5): p. 694-5. 

145. Thirukkumaran, C. and D.G. Morris, Oncolytic Viral Therapy Using Reovirus. 
Methods Mol Biol, 2015. 1317: p. 187-223. 

146. Choi, J.W., et al., Evolution of oncolytic adenovirus for cancer treatment. Adv Drug 
Deliv Rev, 2012. 64(8): p. 720-9. 

147. Capasso, C., et al., The evolution of adenoviral vectors through genetic and chemical 
surface modifications. Viruses, 2014. 6(2): p. 832-55. 

148. Crompton, A.M. and D.H. Kirn, From ONYX-015 to armed vaccinia viruses: 
the education and evolution of oncolytic virus development. Curr Cancer Drug 
Targets, 2007. 7(2): p. 133-9. 

149. Heise, C., et al., ONYX-015, an E1B gene-attenuated adenovirus, causes tumor-
specific cytolysis and antitumoral efficacy that can be augmented by standard 
chemotherapeutic agents. Nat Med, 1997. 3(6): p. 639-45. 

150. Geoerger, B., et al., Oncolytic activity of the E1B-55 kDa-deleted adenovirus 
ONYX-015 is independent of cellular p53 status in human malignant glioma 
xenografts. Cancer Res, 2002. 62(3): p. 764-72. 

151. Fueyo, J., et al., A mutant oncolytic adenovirus targeting the Rb pathway produces 
anti-glioma effect in vivo. Oncogene, 2000. 19(1): p. 2-12. 

152. Post, D.E. and E.G. Van Meir, A novel hypoxia-inducible factor (HIF) activated 
oncolytic adenovirus for cancer therapy. Oncogene, 2003. 22(14): p. 2065-72. 

153. Wang, X., et al., A novel triple-regulated oncolytic adenovirus carrying p53 gene 
exerts potent antitumor efficacy on common human solid cancers. Mol Cancer Ther, 
2008. 7(6): p. 1598-603. 

154. Zhou, J., et al., Stability analysis on the radioactive iodine-labelled prostate cancer-
specific recombinant oncolytic adenovirus. Oncol Lett, 2017. 14(6): p. 6403-6408. 

155. Gao, Y., et al., Gene therapy targeting hepatocellular carcinoma by a dual-regulated 
oncolytic adenovirus harboring the focal adhesion kinase shRNA. Int J Oncol, 2015. 
47(2): p. 668-78. 

156. Xu, H.N., et al., HCCS1-armed, quadruple-regulated oncolytic adenovirus specific 
for liver cancer as a cancer targeting gene-viro-therapy strategy. Mol Cancer, 2011. 
10: p. 133. 

157. Cheon, J., et al., Adenovirus-mediated suicide-gene therapy using the herpes simplex 
virus thymidine kinase gene in cell and animal models of human prostate cancer: changes 
in tumour cell proliferative activity. BJU International, 2000. 85(6): p. 759-766. 

158. Sutton, M.A., et al., In vivo adenovirus-mediated suicide gene therapy of orthotopic 
bladder cancer. Mol Ther, 2000. 2(3): p. 211-7. 



   
 

   
 

103 

159. Freytag, S.O., K.N. Barton, and Y. Zhang, Efficacy of oncolytic adenovirus 
expressing suicide genes and interleukin-12 in preclinical model of prostate cancer. 
Gene Ther, 2013. 20(12): p. 1131-9. 

160. Bramante, S., et al., Treatment of melanoma with a serotype 5/3 chimeric oncolytic 
adenovirus coding for GM-CSF: Results in vitro, in rodents and in humans. Int J 
Cancer, 2015. 137(7): p. 1775-83. 

161. Endo, Y., et al., Virus-mediated oncolysis induces danger signal and stimulates 
cytotoxic T-lymphocyte activity via proteasome activator upregulation. Oncogene, 
2008. 27(17): p. 2375-81. 

162. Ito, H., et al., Autophagic cell death of malignant glioma cells induced by a 
conditionally replicating adenovirus. J Natl Cancer Inst, 2006. 98(9): p. 625-36. 

163. Ghamlouch, H., et al., TLR9 Ligand (CpG Oligodeoxynucleotide) Induces CLL 
B-Cells to Differentiate into CD20(+) Antibody-Secreting Cells. Front Immunol, 
2014. 5: p. 292. 

164. Cerullo, V., et al., An oncolytic adenovirus enhanced for toll-like receptor 9 
stimulation increases antitumor immune responses and tumor clearance. Mol Ther, 
2012. 20(11): p. 2076-86. 

165. Cerullo, V., et al., Oncolytic adenovirus coding for granulocyte macrophage colony-
stimulating factor induces antitumoral immunity in cancer patients. Cancer Res, 
2010. 70(11): p. 4297-309. 

166. Ranki, T., et al., Phase I study with ONCOS-102 for the treatment of solid tumors 
- an evaluation of clinical response and exploratory analyses of immune markers. J 
Immunother Cancer, 2016. 4: p. 17. 

167. Accart, N., et al., Lymphocytic infiltration in the cutaneous lymphoma 
microenvironment after injection of TG1042. J Transl Med, 2013. 11: p. 226. 

168. Dreno, B., et al., TG1042 (Adenovirus-interferon-gamma) in primary cutaneous B-
cell lymphomas: a phase II clinical trial. PLoS One, 2014. 9(2): p. e83670. 

169. Su, C., et al., Immune gene-viral therapy with triplex efficacy mediated by oncolytic 
adenovirus carrying an interferon-gamma gene yields efficient antitumor activity in 
immunodeficient and immunocompetent mice. Mol Ther, 2006. 13(5): p. 918-27. 

170. Hirvinen, M., et al., Immunological effects of a tumor necrosis factor alpha-armed 
oncolytic adenovirus. Hum Gene Ther, 2015. 26(3): p. 134-44. 

171. Ma, D.Y. and E.A. Clark, The role of CD40 and CD154/CD40L in dendritic 
cells. Semin Immunol, 2009. 21(5): p. 265-72. 

172. Liljenfeldt, L., et al., CD40L gene therapy tilts the myeloid cell profile and promotes 
infiltration of activated T lymphocytes. Cancer Gene Ther, 2014. 21(3): p. 95-
102. 

173. Diaconu, I., et al., Immune response is an important aspect of the antitumor effect 
produced by a CD40L-encoding oncolytic adenovirus. Cancer Res, 2012. 72(9): p. 
2327-38. 

174. Fisher, D.T., M.M. Appenheimer, and S.S. Evans, The two faces of IL-6 in 
the tumor microenvironment. Semin Immunol, 2014. 26(1): p. 38-47. 

175. Batchu, R.B., et al., Inhibition of Interleukin-10 in the tumor microenvironment can 
restore mesothelin chimeric antigen receptor T cell activity in pancreatic cancer in vitro. 
Surgery, 2018. 



   
 

   
 
104 

176. Zhao, L., et al., Potent antitumor activity of oncolytic adenovirus expressing mda-
7/IL-24 for colorectal cancer. Hum Gene Ther, 2005. 16(7): p. 845-58. 

177. Havunen, R., et al., Oncolytic Adenoviruses Armed with Tumor Necrosis Factor 
Alpha and Interleukin-2 Enable Successful Adoptive Cell Therapy. Mol Ther 
Oncolytics, 2017. 4: p. 77-86. 

178. Siurala, M., et al., Adenoviral Delivery of Tumor Necrosis Factor-alpha and 
Interleukin-2 Enables Successful Adoptive Cell Therapy of Immunosuppressive 
Melanoma. Mol Ther, 2016. 24(8): p. 1435-43. 

179. Dias, J.D., et al., Targeted cancer immunotherapy with oncolytic adenovirus coding 
for a fully human monoclonal antibody specific for CTLA-4. Gene Ther, 2012. 
19(10): p. 988-98. 

180. Du, T., et al., Tumor-specific oncolytic adenoviruses expressing granulocyte 
macrophage colony-stimulating factor or anti-CTLA4 antibody for the treatment of 
cancers. Cancer Gene Ther, 2014. 21(8): p. 340-8. 

181. Denton, A.E., et al., Affinity thresholds for naive CD8+ CTL activation by 
peptides and engineered influenza A viruses. J Immunol, 2011. 187(11): p. 5733-
44. 

182. Fremont, D.H., et al., Crystal structure of an H-2Kb-ovalbumin peptide complex 
reveals the interplay of primary and secondary anchor positions in the major 
histocompatibility complex binding groove. Proc Natl Acad Sci U S A, 1995. 
92(7): p. 2479-83. 

183. Cole, D.K., et al., Modification of MHC anchor residues generates heteroclitic 
peptides that alter TCR binding and T cell recognition. J Immunol, 2010. 185(4): 
p. 2600-10. 

184. Koch, C.P., et al., Scrutinizing MHC-I binding peptides and their limits of 
variation. PLoS Comput Biol, 2013. 9(6): p. e1003088. 

185. Regner, M., Cross-reactivity in T-cell antigen recognition. Immunol Cell Biol, 
2001. 79(2): p. 91-100. 

186. Shin, D.S., et al., Primary Resistance to PD-1 Blockade Mediated by JAK1/2 
Mutations. Cancer Discov, 2017. 7(2): p. 188-201. 

187. Chemnitz, J.M., et al., SHP-1 and SHP-2 associate with immunoreceptor tyrosine-
based switch motif of programmed death 1 upon primary human T cell stimulation, but 
only receptor ligation prevents T cell activation. J Immunol, 2004. 173(2): p. 945-
54. 

188. Ferris, R.L., B. Lu, and L.P. Kane, Too much of a good thing? Tim-3 and TCR 
signaling in T cell exhaustion. J Immunol, 2014. 193(4): p. 1525-30. 

189. Kreiter, S., et al., Mutant MHC class II epitopes drive therapeutic immune responses 
to cancer. Nature, 2015. 520(7549): p. 692-6. 

190. Long, G.V., et al., A Phase I/III, multicenter, open-label trial of talimogene 
laherparepvec (T-VEC) in combination with pembrolizumab for the treatment of 
unresected, stage IIIb-IV melanoma (MASTERKEY-265). Journal for 
Immunotherapy of Cancer, 2015. 3(Suppl 2): p. P181-P181. 

 



STUDY I 
This is an Accepted Manuscript of an article published by Taylor & Francis in 
Oncoimmunology on 29/10/2015, available online : http://
wwww.tandfonline.com/10.1080/2162402X.2015.1105429



ORIGINAL RESEARCH

Oncolytic adenoviruses coated with MHC-I tumor epitopes increase the antitumor
immunity and efficacy against melanoma

Cristian Capassoa, Mari Hirvinena, Mariangela Garofaloa,b, Dmitrii Romaniuka, Lukasz Kuryka, Teea Sarvelaa,
Andrea Vitalec, Maxim Antopolskyd, Aniket Magarkard, Tapani Viitalad, Teemu Suutarid, Alex Bunkerd, Marjo Yliperttulad,
Arto Urttid,e, and Vincenzo Cerulloa

aLaboratory of Immunovirotherapy, Division of Pharmaceutical Biosciences and Center for Drug Research, University of Helsinki, Viikinkaari 5, Helsinki,
Finland; bDepartment of Molecular Medicine and Medical Biotechnology, University of Naples “Federico II”, Via Pansini, Naples, Italy; cDepartment of
Movement Sciences and Wellness (DiSMEB), University of Naples Parthenope, Via Medina 40, Naples, Italy, CEINGE-Biotecnologie Avanzate, Via G.
Salvatore 486, Naples, Italy; dDivision of Pharmaceutical Biosciences and Center for Drug Research, University of Helsinki, Viikinkaari 5, Helsinki, Finland;
eSchool of Pharmacy, University of Eastern Finland, Yliopistonranta 1, Kuopio, Finland

ARTICLE HISTORY
Received 14 July 2015
Revised 11 September 2015
Accepted 4 October 2015

ABSTRACT
The stimulation of the immune system using oncolytic adenoviruses (OAds) has attracted significant
interest and several studies suggested that OAds immunogenicity might be important for their efficacy.
Therefore, we developed a versatile and rapid system to adsorb tumor-specific major histocompatibility
complex class I (MHC-I) peptides onto the viral surface to drive the immune response toward the tumor
epitopes. By studying the model epitope SIINFEKL, we demonstrated that the peptide-coated OAd
(PeptiCRAd) retains its infectivity and the cross presentation of the modified-exogenous epitope on MHC-I
is not hindered. We then showed that the SIINFEKL-targeting PeptiCRAd achieves a superior antitumor
efficacy and increases the percentage of antitumor CD8C T cells and mature epitope-specific dendritic
cells in vivo. PeptiCRAds loaded with clinically relevant tumor epitopes derived from tyrosinase-related
protein 2 (TRP-2) and human gp100 could reduce the growth of primary-treated tumors and secondary-
untreated melanomas, promoting the expansion of antigen-specific T-cell populations. Finally, we tested
PeptiCRAd in humanized mice bearing human melanomas. In this model, a PeptiCRAd targeting the
human melanoma-associated antigen A1 (MAGE-A1) and expressing granulocyte and macrophage colony-
stimulating factor (GM-CSF) was able to eradicate established tumors and increased the human MAGE-A1-
specific CD8C T cell population. Herein, we show that the immunogenicity of OAds plays a key role in their
efficacy and it can be exploited to direct the immune response system toward exogenous tumor epitopes.
This versatile and rapid system overcomes the immunodominance of the virus and elicits a tumor-specific
immune response, making PeptiCRAd a promising approach for clinical testing.
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mice; immunotherapy;
melanoma; oncolytic
adenovirus; oncolytic
vaccine; tumor epitopes

Introduction

OAds selectively kill tumor cells 1,2 countering tumor
growth and favoring the spreading of damage-associated
molecular patterns (DAMPs) that can, under certain
circumstances, lead to the activation of surrounding
antigen-presenting cells (APCs) 3,4 and some degrees of
expansion of tumor-specific T-lymphocytes.5 However, the
lack of sufficient number of tumor-specific T cells and
immunosuppressive mechanisms limits the efficacy of
OAds.6 More sophisticated oncolytic vectors encode for
immune-modulating molecules such as IL-23,7 TNFa,8

CD40L,9,10 or GM-CSF.5,11,12 In addition, to further
improve the specificity of the immune response, adenovi-
ruses encoding for tumor antigens have been designed.13

The efficacy of these oncolytic agents, however, depends on

their persistence into the patients and their transduction
efficiency, which is a common limitation for all adenoviral
vectors used in clinical trials due to pre-existing immunity
14 and the rapid production of neutralizing antibodies.15 In
addition, the time required for the genetic manipulation of
the different viruses encoding for different antigens and the
consequent re-evaluation by the competent authorities
(FDA and/or EMEA) makes this approach incompatible
with next generation of personalized approaches that rely
on the identification of patient-specific antigenic signatures
to adapt immunotherapeutic protocols.

To this end, we specifically developed a novel oncolytic
vaccine platform in which tumor peptides are not expressed by
the virus and are not part of the viral proteins, in contrast to
the vast majority of current approaches. The peptides are
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instead adsorbed onto the viral capsid, allowing for the efficient
co-delivery of adjuvant (virus) and tumor-specific epitopes
(Fig. 1). Thus, the oncolytic virus acts as an “active” carrier that
is able to kill tumor cells and to boost the immunological
response against the chosen antigen. This method does not
involve chemical or genetic modification of the virus, signifi-
cantly increasing the rapidity and the versatility of the prepara-
tion. As a direct consequence, this system addresses the need
for tumor-specific and even personalized therapies that could
account for the expression of different antigens in different
patients or different antigens in different stages of the same
tumor.

In this study, we characterized the physical and biological
properties of Peptide-coated Conditionally Replicating Adeno-
viruses (PeptiCRAds). We demonstrated that by absorbing
tumor-specific MHC-I-restricted peptides onto the viral capsid,
we can direct the immunity toward the tumor, leading to a

significantly increased efficacy in different models of murine
melanoma and human melanoma in humanized mice. Pepti-
CRAd represents a novel oncolytic vaccine platform that is able
to fully exploit the immunogenicity of OAds and that can be
rapidly adapted to different antigens and tumors without any
genetic modification.

Results

The negative charge of the adenovirus capsid can be used
to complex positively charged immunogenic peptides,
forming PeptiCRAd

Adenovirus capsids is negatively charged 16 bearing mostly
acidic/negative regions in the hexon protein (red and pale red
regions in Fig. S1), thus we hypothesized that MHC-I-restricted
peptides, modified to become positively charged, would bind to
the capsid of the virus via electrostatic interactions. We tested
our hypothesis by using the MHC-I epitope SIINFEKL derived
from chicken ovalbumin (OVA).17 The addition of a poly-
lysine (polyK) chain to the aminoacidic sequence increases the
net charge of the peptide from 0 to C6 mV at neutral pH
(Fig. 2A). Next, we coated APTES silica SiO2 sensor with OAds
(Fig. S2A) and we injected increasing concentrations of SIIN-
FEKL or polyK-SIINFEKL into the surface plasmon resonance
(SPR) system (Fig. 2B). No virus-peptide interaction was
observed with the unmodified neutral SIINFEKL (Fig. 2B,
dashed line), whereas a concentration-dependent interaction
was observed with the modified positive polyK-SIINFEKL
(Fig. 2B, solid line). In these experimental settings, we observed
a plateau when using solutions of peptide with a concentration
above 7 uM. We found that the binding model for these

Figure 1. Schematic of PeptiCRAd (Peptide-coated Conditionally Replicating Ade-
novirus). PeptiCRAd is a novel cancer vaccine platform that exploits the natural
immunogenicity of adenoviruses. OAds act as adjuvants for exogenous MHC-I
tumor epitopes that are loaded onto the viral capsid by electrostatic interactions.
These peptides could be known MHC-I epitopes or patient-derived tumor epitopes.
Therefore, PeptiCRAd retains all the properties of a conventional oncolytic adeno-
virus (direct tumor-killing ability and possibility to express immune-stimulating
molecules), however, it has a superior ability to stimulate a tumor-specific immune
response.

Figure 2. Physical characterization of the interaction between the modified MHC-I epitope SIINFEKL and OAd. (A) The net charge of SIINFEKL (dashed gray line, circles) or
polyK-SIINFEKL (black line, triangles) is shown as a function of pH. (B) SPR was used to study the interaction between Ad5D24 oncolytic virus and increasing concentra-
tions (0.15, 0.3, 0.6, 1.2, 2.4, 7.2, and 21.6 mM) of either SIINFEKL (dashed line) or polyK-SIINFEKL (solid line). (C) zeta potential (dashed gray line, left axis) and hydrody-
namic diameter (solid black line, right axis) of virus-peptide complexes. Time-dependent study of complex�s zeta potential (D) and hydrodynamic diameter (E) after
incubation at room temperature. Representative results from two different experiments are shown. The data are plotted as the mean § SD (n D 3).
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electrostatic interactions is a complex one, since high goodness
of fit (R2D0,997) is observed only when applying a co-operativ-
ity model to the data (Fig. S2B). In addition, according to this
model, we were able to estimate a binding constant of
2.88 £ 10¡6 M and a Hill coefficient of C2.68 indicating a
positive co-operativity.

Next, we studied how the amount of peptide in the coating
reaction could affect the OAds-peptide complexes (Fig. 2C).
The lowest OAds: peptide ratio (1:5) was able to increase the
charge of the viral particles from ¡29.7 § 0.5 to C6.3 §
0.06 mV, although under these conditions, heavy aggregation
was observed, as indicated by an increase in the size of the com-
plexes (800 § 13.5 nm). Above 1:5, the net charge reached a
plateau-like kinetic as we measured zeta potentials of C17.5 §
0.2, C18.4 § 0.1 and C18 § 0.8 mV for the 1:50, 1:100 and
1:500 ratios, respectively. However, only at a ratio of 1:500 the
hydrodynamic diameter of the complex decreased (reaching
~120 nm), which represents the normal diameter of adenoviral
particles. The complex presented good stability and no signifi-
cant decrease of zeta potential occurred 30 and 45 min after
incubation in the same conditions (Fig. 2D) compared to
15 min incubation. In addition, we report no aggregation at
these time points (Fig. 2E) but only an increase in the hydrody-
namic diameter which can be caused by the increased presence
of water molecules on the particle. To prove that interaction is
not restricted to polyK-SIINFEKL peptide, we complexed the
adenovirus with another modified peptide, the polyK-MAGE
A1 epitope. We observed an increase of the zeta potential
(Fig. S2C) compared to the naked adenovirus and no aggrega-
tion (Fig. S2D) of the particles.

Modified MHC-I epitopes adsorbed onto peptiCRAd are
efficiently cross presented

Next, we investigated whether the presence and the position of
the polyK chain could affect the efficiency of cross presentation
of the epitope on MHC-I. We pulsed ex vivo-cultured spleeno-
cytes (from C57BL/6 mice) with two different lysine-extended

versions: polyK-SIINFEKL (N-terminus extended) and SIIN-
FEKL-polyK (C-terminus extended). As a negative control, we
included extended SIINFEKL containing an amino caproic
(AHX) residue, which is a well-known analog of lysine that can
inhibit the proteolytic activity of the proteasome. We then
assessed the cross presentation of the mature form of the epi-
tope (SIINFEKL) on MHC-I by flow cytometry.18

The 94.5% of the spleenocytes pulsed with the N-terminus-
extended peptide cross-presented SIINFEKL. In contrast, when
the spleenocytes were pulsed with the C-terminus-extended
SIINFEKL-polyK, the stained population decreased to 27.1%
(Fig. 3A). Based on these findings, we chose the N-terminus-
extended version (polyK-SIINFEKL) for further studies.

Next, we investigated if the adsorption of the modified SIIN-
FEKL onto the viral capsid could affect its cross presentation.
As in the previous experiment, we incubated mouse spleeno-
cytes with the polyK-SIINFEKL or with OVA-PeptiCRAd (i.e.
OAd coated with polyK-SIINFEKL). We found that all the con-
ditions allowed for efficient MHC-I-restricted presentation of
the SIINFEKL peptide (Fig. 3B).

PeptiCRAd shows increased infectivity compared with
unmodified viruses

We investigated whether coating the viruses with modified pep-
tides would affect their biological properties. We chose to study
a human colorectal adenocarcinoma cell line (CACO-2)
expressing low levels of coxsackie and adenovirus receptor
(CAR) a human melanoma cell line expressing intermediate
levels of CAR (A2058) and another human melanoma cell line
expressing high levels of CAR (SK-MEL-2). PeptiCRAd showed
unaltered oncolytic activity compared to naked Ad5D24 virus
(Fig. 4A) in all cell lines; in addition we observed no toxic effect
upon cell viability due to the modified polyK-SIINFEKL
peptide.

Next, we evaluated the infectivity of PeptiCRAd by immu-
nocytochemistry (ICC; Fig. 4B). Whereas, we did not observe
any significant difference in SK-MEL-2 cell line, when testing

Figure 3. Cross-presentation of modified SIINFEKL analogs on MHC-I adsorbed or not adsorbed onto the viral capsid. (A) C57BL/6 fresh spleenocytes were incubated with
SIINFEKL, the amino caproic acid-containing SIINFEKL-AHX-polyK, the C-terminus-extended SIINFEKL-polyK or the N-terminus-extended polyK-SIINFEKL. Cross presentation
was determined with APC anti-H-2Kb bound to SIINFEKL or isotype control antibodies. (B) Similar to (A), spleenocytes were infected with of OVA-PeptiCRAd, or incubated
with peptides SIINFEKL or polyK-SIINFEKL. The data are shown as the mean § SD (nD2). Significance was assessed using the unpaired student�s t-test; �� p < 0.01,
��� p < 0.001.
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in vitro models with intermediate (A2058) and low (CACO-2)
levels of CAR, PeptiCRAd showed a significant increase
(p < 0.05) in infectivity compared with the naked adenovirus.

Characterization of the anti-tumor immunity and efficacy
of PeptiCRAd in a murine model of melanoma

To thoroughly study the antitumor efficacy of PeptiCRAd, we
first used a murine model of melanoma over-expressing
chicken OVA (B16-OVA).17 A pilot experiment was performed
using an OAd bearing the D24 deletion in E1A (Ad5D24) 2

coated with the modified poly-K-SIINFEKL. We observed a sig-
nificantly reduced tumor growth in mice treated with Pepti-
CRAd (Fig. S3). Therefore, we investigated further this model
by using a CpG-rich OAd (Ad5D24-CpG) 19 to further boost
immunity (Fig. 5) through Toll-like receptor 9 activation. The
study groups included mice treated with OVA-PeptiCRAd,
with non-complexed Ad5D24-CpG and SIINFEKL (Ad5D24-
CpGCSIINFEKL), with naked Ad5D24-CpG, with SIINFEKL
peptide alone or with saline solution (mock).

Intratumoral injections of PeptiCRAd significantly reduced
the tumor’s growth compared with treatment with saline
buffer, SIINFEKL peptide or the mixture of OAd and SIIN-
FEKL. At the end of the experiment, the average volume of the
tumors in the OVA-PeptiCRAd-treated mice was significantly
lower than in all other groups (Fig. 5A).

Next, we studied the immunological background, hypothe-
sizing that the increased antitumor efficacy could be explained
by a more efficient CD8C T cell response. To this end, we ana-
lyzed spleens (Fig. 5B), tumors (Fig. 5C) and draining lymph
nodes (Fig. 5D) of mice 7 and 16 d after the start of the treat-
ment (early and late time points respectively). At early time
point, the CD8C response against the SIINFEKL epitope was
generally low in spleens (Fig. 5B, left) and tumors (Fig. 5C,
left), with mice treated with SIINFEKL peptide alone showing
an increased trend. Mice treated with OVA-PeptiCRAd did not
show any increased SIINFEKL response in spleens and tumors

while we detected a larger population of epitope-specific CD8C

T cells in the draining lymph nodes (Fig. 5D, left) compared to
all other groups. At the end of the experiment (day 16), we
observed that mice treated with OVA-PeptiCRAd showed an
increased percentage of pentamer specific CD8C T cells in
spleens, tumors and lymph nodes (Figs. 5B, 5C and 5D on the
right).

Next, we studied the correlation between the immunological
response and the antitumor effect (Fig. 5E). We found that data
would fit best to a non-linear model. According to the expo-
nential model, a very good correlation between tumor volumes
and CD8C-response was found in spleens (R2C0.9995); in
tumors and lymph nodes the correlation was still high but
slightly lower than in spleens. Interestingly, in the correlation
analyses, the PeptiCRAd group consistently showed the small-
est tumor volume and the greatest immunological response.

Finally, we evaluated the effect of PeptiCRAd vaccination on
professional antigen presenting cells 7 and 16 d after the start
of the treatment (early and late time points respectively). In
particular, we were interested in the proportion of dendritic
cells (DCs; CD19¡ CD3¡ CD11cC) showing a mature pheno-
type (CD86high) and presenting the SIINFEKL peptide on
MHC-I. We hypothesized that these cells might be the ones
responsible for direct CD8C T cell activation through the cross-
presentation mechanism. At the late time point, mice treated
with PeptiCRAd showed a significantly higher percentage of
mature SIINFEKL-presenting DCs (p< 0.05) than mice treated
with the non-complexed Ad5D24-CpGCSIINFEKL (Fig. S4B).
When both time points are considered, PeptiCRAd induced the
biggest increase of CD86high OVAC DCs, 9.67-fold change
(Fig. 5F).

Multivalent PeptiCRAd shows enhanced antitumor activity
toward distant, untreated melanomas

Next, we studied the efficacy of PeptiCRAd upon non-treated
contralateral melanomas and whether targeting two tumor

Figure 4. PeptiCRAd retains intact oncolytic activity and displays increased infectivity in cell lines with low CAR expression. (A) cell viability assay in different cell lines. The
data are shown as the mean § SD (n D 3). (B) Infectivity assay by ICC. Cells have been infected with 10 vp/cell of either naked OAd or OVA-PeptiCRAd. The average num-
ber of spots per visual field is presented (5 non-overlapping visual fields have been acquired and used for the generation of the means). Representative data from two
independent experiments are shown as the mean § SD (n D 2). Significance was assessed using the unpaired t-test with Welch’s correction; � p < 0.05.
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Figure 5. Antitumor efficacy of PeptiCRAd and immunological analysis of antigen-specific CD8C T cells and DCs. C57BL/6 mice (nD8–9) received 3£105 B16-OVA cells in
both flanks. Treatment was initiated nine days later and included saline solution (mock), peptide alone (SIINFEKL), virus alone (Ad5D24-CpG), a mixture of virus and SIIN-
FEKL peptide (Ad5D24-CpGCSIINFEKL), and Ad5D24-polyK-SIINFEKL complex (OVA-PeptiCRAd). Mice were treated three times (on days 0, 2, and 7; black arrows). At day
7, before the third injection, mice from each group were sacrificed for early immunological analysis (nD 2–3). The late immunological analysis was performed on samples
collected at the end of the experiment (tumors and spleens n D 3–4; lymph nodes n D 2–3). (A) Average tumor volume is represented excluding mice sacrificed at day 7.
The percentage of SIINFEKL-PentamerC cells among CD19¡CD8C T-cells is reported for spleens (B), tumors (C) and draining lymph nodes (D) at early (left panels) and late
(right panels) time points. Samples from Ad5D24-CpG group were collected at day 12. Data are presented as the mean § SD. (E) The average tumor size at the end of
the experiment was plotted against the average percentage of SIINFEKL-PentamerC CD8C T cells at late time point. A correlation analysis was performed using a non-lin-
ear exponential model and the R square value is reported for each set of data. (E) Dendritic cells (CD19¡CD3¡CD11cC) showing a mature profile (CD86high) and cross-pre-
senting SIINFEKL on their H2-Kb was determined in the spleens 7 and 16 d after the start of the treatment. The fold change between the two time points is presented.
Statistical analysis was done using unpaired Mann–Whitney test; �p < 0.05, ��p < 0.01.
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antigens (via multivalent PeptiCRAd) would increase the over-
all efficacy. Therefore, we chose two polyK-modified versions
of the tumor-specific MHC-I-restricted epitopes SVYDFFVWL
(TRP-2180-188; restricted to the murine MHC-I molecule H-
2Kb) and KVPRNQDWL (human gp10025-33, or hgp100;
restricted to the murine MHC-I molecule H-2Db 20), both
expressed by B16-F10 cells.21

We first implanted 1£105 B16-F10 cells into the right
flank of C57BL/6 mice (Fig. 6A). After 10 days, intratu-
moral treatments were initiated as follows: (i) saline solu-
tion (mock), (ii) naked oncolytic virus (Ad5D24-CpG),
(iii) single-coated hgp100-PeptiCRAd, (iv) single-coated
TRP-2-PeptiCRAd, and (v) double-coated TRP-2-
hgp100-PeptiCRAd. Two days after the last treatment, we
injected 3£105 B16-F10 cells into the left flank of the
mice (Fig. 6A). The double-coated PeptiCRAd signifi-
cantly reduced the growth of the primary tumors com-
pared with the other control groups (Fig. 6B). When
analyzing the size of the secondary-untreated tumors, we
observed an increased efficacy of all three PeptiCRAds.
The overall growth of the secondary tumors was signifi-
cantly reduced by the double-coated PeptiCRAd
(Fig. S5). In particular, the secondary tumors of mice
treated with TRP-2-hgp100-PeptiCRAd were significantly
smaller compared with those in the controls receiving
saline solution (p < 0.01) or only Ad5D24-CpG (p <

0.05; Fig. 6C). Although not statistically significant, the
improved antitumor efficacy on the secondary melano-
mas was noticed also when comparing the double-tar-
geted PeptiCRAd to both the single-targeted ones.

To better clarify the mechanisms underpinning these results,
we performed a flow cytometry analysis to study the specific
CD8C T cell populations. In mice treated with TRP-2-hgp100
PeptiCRAd, we observed the largest cumulative relative
response of epitope-specific CD8C T cells in mice treated with
TRP-2-hgp100-PeptiCRAd (Fig. 6D).

Taken together, these results demonstrate that the Pepti-
CRAd approach is effective against a less immunogenic and
more aggressive melanoma model. In addition, targeting multi-
ple antigens might be important to increase the outcome of this
therapeutic protocol.

PeptiCRAd displays enhanced efficacy and antitumor
immunity in humanized mice bearing human tumors

Finally, we studied PeptiCRAd in a clinical-relevant model. To
this end, we first engrafted triple-knockout mice (NOD.Cg-
Prkdcscid-IL2rgtm1Wjl/SzJ, or NSG) with the human melanoma
cell line SK-MEL-2 and then HLA-A3 matched human periph-
eral blood mononuclear cells (PBMCs) from a healthy donor
were injected into the same mice intravenously. One day after,
mice were treated with PeptiCRAd, uncoated virus or saline
solution. We chose an epitope derived from MAGE-A196-104
(SLFRAVITK) and modified it to allow for interaction with the
viral capsid (polyK-SLFRAVITK). To maximize the stimulation
of the engrafted human immune system, we selected an OAd
expressing human GM-CSF.5

As expected, both viruses performed better than the control
mock, however, we found the MAGE-A1 PeptiCRAd to be sig-
nificantly more effective when compared to the uncoated virus

Figure 6. Targeting two tumor antigens with PeptiCRAd reduces the growth of both treated and untreated tumors. (A) C57BL/6 mice received 1£105 B16-F10 melanoma
cells on the right flank and 3£105 B16-F10 cells on their left flank two days after the last treatment. Only the right tumor was treated. (B) The growth of the primary
(right) tumor is presented as the mean § SD (n D 6–7). (C) The size of the secondary (left) tumors at the end of the experiment is reported for each individual mouse.
Tumor size oh hgp100-PeptiCRAd group is referred to day 11 before euthanasia of the group of mice. (D) The percentages of TRP-2- and hgp100-specific CD8C T cells in
spleens and inguinal lymph nodes form each mouse were normalized against mock, stacked into single columns and presented as the cumulative relative response for
each experimental group. Samples from hgp100-PeptiCRAd group were collected at day 11. Significance was assessed by using the unpaired Mann–Whitney test; �p <

0.05; ��p < 0.01.
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(Fig. 7A). In fact, we observed a rapid rejection of the tumors in
mice treated with PeptiCRAd as shown by the area under the
curve for each group of mice (Fig. 7B). Interestingly, when the
same experiment was repeated in mice without a human
immune system, no clear difference was observed between Pep-
tiCRAd and the uncoated virus (Fig. 7C) suggesting the impor-
tant role of the immune system in the efficacy of our cancer
vaccine platform. To explore this hypothesis, we studied the
presence of human MAGE-A196-104-specific CD8C T cells by
pentamer staining (Fig. 7D). We found the largest population
in the spleens of humanized mice treated with MAGE-A1
PeptiCRAd.

These data confirm our previous findings: PeptiCRAd plat-
form is more effective than uncoated viruses as the oncolytic
activity cooperates synergistically with immune system activa-
tion, hence improving the efficacy of oncolytic vaccine in a clin-
ically relevant model.

Discussion

Personalized approaches are necessary to increase the success
rate and, most importantly, to avoid the side effects associated
with powerful 22-24 but unspecific immunotherapies.25 OAds
are an attractive platform thanks to their natural immunoge-
nicity. However, the time required for the genetic and struc-
tural manipulation of these viruses represent a major limitation
for their use in personalized approaches. Therefore, we focused
on the development of a new and versatile cancer vaccine plat-
form based on OAds coated with MHC-I epitopes.

Coating the viral capsid with different polymers and materi-
als is a widely used approach to increase the infectivity of
adenoviruses 26 or to reduce the interaction with neutralizing
antibodies. The rationale behind our system is different since
we aim at improving conventional OAds by using them as
tumor killing adjuvants for the peptides used to coat their sur-
face. We first demonstrated that positive tumor epitopes bind
the negative viral capsid electrostatically and that the modified
MHC-I epitope (i.e. polyK-SIINFEKL) can be cross presented.
Interestingly, the position of the polyK chain in the peptide
sequence has an important effect on the cross presentation. In
fact, C-terminus-extended epitopes are cross presented with a
significantly lower efficiency compared with their N-terminus-
extended counterparts. These results can be explained by con-
sidering that classical and non-classical cross-presentation
mechanisms cooperate inside APCs. In fact, while the C-termi-
nus-extended epitope need to undergo the classical protea-
some-dependent cross-presentation pathway,27 the N-terminus
extended versions can take advantage of a faster alternative
pathway thanks to the presence of amino peptidases into the
phagosomes from the endoplasmic reticulum.28 Hence, our
results are consistent with other studies showing that the
sequences flanking a mature epitope affect its cross
presentation.29

We found that the infectivity of PeptiCRAd is enhanced in
cell lines with low CAR expression. Previous studies demon-
strated that the surface modification could affect the transduc-
tion efficacy of adenoviral vectors.16,30,31 In the case of
PeptiCRAd, the positive peptides bring multiple residues of
lysine that can neutralize the acidic/negative zones of the viral

Figure 7. Efficacy of PeptiCRAd in humanized mice bearing human melanomas. Humanized and non-humanized mice bearing SK-MEL-2 human melanomas were treated
with one of the following: (i) saline solution (mock), (ii) Ad5D24-GM-CSF, and (iii) MAGE-A1 PeptiCRAd. The tumor volume of the humanized mice (A) is presented as the
mean § SD (n D 3). (B) The area under the curve (AUC) relative to the size of the tumors of humanized-mice is presented. (C) The tumor volume of non-humanized mice
(nD 2) is reported as the mean § SD. (D) Percentage of MAGE-A1-specific CD8C T cell population is presented as the mean § SD (n D 2). Mann-Whitney test; �p< 0.05.
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capsid. Hence, with less interference, the remaining positive
areas could now favor the interaction of the capsid with the
negative cell membrane and this phenomenon becomes
important when the expression of CAR is limited.

To study the antitumor efficacy of the immunogenicity of
OAds dissociated from the oncolysis, we chose a murine model
of melanoma in which the human adenovirus serotype 5 is
unable to replicate.8 Mice treated with OVA-PeptiCRAd
showed a significantly decreased tumor growth and a larger
antigen-specific immune response compared to control. Similar
results have been reported for naked armed oncolytic viruses.8

However, in all our experiments PeptiCRAd was more effective
than naked OAds. Our data suggest that the increased efficacy
of PeptiCRAd could be due to mediated by a modulation of
APCs that could uptake the virus-epitope complex. This would
eventually cause the maturation of these cells, mainly due to
the adenoviral-danger signals, and the cross presentation of the
epitopes that are bound to the viral surface. In fact, we showed
in vivo that the proportion of DCs that were activated and
cross-presenting SIINFEKL was significantly increased in the
group of mice treated with PeptiCRAd. These results are con-
sistent with current knowledge of other vaccine systems 32 and
with a recent work showing that adjuvant-antigen complexes
are more effective than the single components because of supe-
rior targeting of APCs and, in particular, DCs.33 These results
clearly show that the immunogenicity of OAds provides antitu-
mor efficacy in absence of oncolysis, which was thought to be
the only mode of action of OAds.

Next, we studied a more relevant tumor model by using
B16-F10 tumors and targeting real tumor antigens rather
than an artificial one (i.e. chicken OVA). We found that
targeting two tumor antigens results in a broader immuno-
logical response that could explain the increased efficacy of
TRP-2-hgp100-PeptiCRAd in controlling the growth of dis-
tant untreated tumors. Targeting multiple tumor antigens is
important to limit the escape of malignant cells from
immune surveillance 34 and to manage the variability of
tumor cells.35 In fact, clinical trials have shown that patients
who responded to multiple tumor epitopes are significantly
more likely to experience stable disease or a partial
response.36 In addition, the multivalent approach is particu-
larly useful if the tumor down regulates one antigen or one
type of HLA during the therapy.37

Finally, we used a clinically relevant in vivo model: mice
bearing human melanomas and engrafted with a human
immune system. This was still not an optimal solution as the
development of graft-versus-host responses and the decrease of
functional engrafted immune cells restricted the experimental
window. For this reason, we started the treatment even if
tumors showed a smaller volume compared to other experi-
ments. Nevertheless, humanized mice represent the only model
that allows for the study of both immunological properties and
oncolytic activity of human OAds. We observed that Pepti-
CRAd could completely cure melanomas of all humanized
mice, whereas in non-humanized mice, PeptiCRAd lost its
advantage over the normal OAd. These interesting results high-
light once again the complex interaction between OAds and the
immune system. We have to consider that the immunity
attempts to clear the OAds from the host, playing in this sense

against the oncolytic virus and in favor of the tumor. Therefore,
in absence of the immune system, both viruses are effective,
whereas in presence of the immune system PeptiCRAd has a
significant advantage. In support of this, the analysis of the epi-
tope-specific CD8C T cell population revealed an increased
anti-MAGE-A1 response in mice treated with MAGE-A1 Pep-
tiCRAd compared to other control groups. In this sophisticated
model, we could appreciate the synergistic relationship between
oncolysis and the immunogenicity of oncolytic viruses. In 2006,
it was shown that cells infected by OAds undergo a particular
cell death program that is characterized by autophagy and
spreading of immunogenic signals (ATP and HMGB1 release
and calreticulin exposure).38 Along the same line of research,
recent studies attempted to exploit the immunogenic cell death
(ICD) promoted by OAds to increase the efficacy of cancer
virotherapy.8,39 We conclude that PeptiCRAd system largely
benefits from the oncolytic activity of OAds but does not relies
on it completely.

In summary, tumor-specific MHC-I-restricted epitopes can be
complexed to an OAd, and these particles can act as a novel
oncolytic vaccine platform. The possibility to target multiple
antigenic entities simultaneously, improves upon the lack of
specificity of most current immunotherapies. The clear advantage
of this approach is its versatility, as no genetic and structural
modifications of OAds are needed foster a powerful tumor-spe-
cific response and eventually re-direct it to other antigens. This
gives the PeptiCRAd platform a clear advantage upon the classic
antigen-expressing oncolytic vectors when considering highly
personalized cancer vaccine immunotherapies.

Materials and methods

Cell lines, reagents, and human samples

The human lung carcinoma cell line A549, the human CACO-2,
the human malignant melanoma cell line SK-MEL-2, the human
melanoma cell line HS294T and the mouse melanoma cell line
B16-F10 were purchased from the American Type Culture Col-
lection (ATCC; Manassas, VA, USA). The cell line B16-OVA,17

a mouse melanoma cell line expressing chicken OVA, was kindly
provided by Prof. Richard Vile (Mayo Clinic, Rochester, MN,
USA). All cell lines were cultured under appropriate conditions.

SIINFEKL (OVA257-264), polyK-SIINFEKL, SIINFEKL-
polyK, polyK-AHX-SIINFEKL, polyK-SVYDFFVWL (TRP-
2180-188), polyK-KVPRNQDWL (hgp10025-33), and polyK-
SLFRAVITK (MAGE-A196-104) peptides were purchased from
Zhejiang Ontores Biotechnologies Co. (Zhejiang, China).

The net charge of peptides was calculated by the Peptide
Property Calculator Ver. 3.1 online tool.40

The HLA genotype of the SK-MEL-2 cell line was HLA-
A�03 - �26; B�35 - �38; C�04 - �12. Buffy coat from a healthy
donor was also obtained from the Finnish Red Cross service,
and the genotype was determined as HLA-A�03 - �03; B�07 -
�27; C�01 - �07.

OAd preparation

All OAds were generated, propagated, and characterized using
standard protocols, as previously described.41
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All viruses used in this study have been previously reported:
Ad5D24 is an adenovirus that features a 24-base-pair deletion
(D24) in the E1A gene,2 Ad5D24-CpG is an OAd bearing a
CpG-enriched genome in the E3 gene,19 and Ad5D24-GM-CSF
is an OAd expressing GM-CSF under the control of the viral
E3 promoter.5

PeptiCRAd complex formation

All PeptiCRAd complexes described in this work were prepared
by mixing oncolytic viruses and polyK-epitopes at a 1:500 ratio
according to the following protocol: (i) for each microliter of
viral preparation used, the corresponding number of micro-
grams of protein present was calculated; (ii) then, for each
microgram of viral protein, 500 mg of peptide was added; (iii)
after vortexing, the mixture was incubated at room temperature
(RT) for 15 min; and (iv) the solution was vortexed and used
for assays or animal injections. New PeptiCRAds were prepared
before each experiment using fresh reagents. All dilutions of
virus and peptides required before incubation were performed
in sterile Milli-Q water adjusted to pH 7.4. The PeptiCRAds
were then diluted with the buffer required by the assay.

Zeta potential and dynamic light scattering (DLS) analysis

Samples were prepared as described in the previous section.
Each sample was then vortexed and diluted to a final volume of
700 mL with sterile Milli-Q water adjusted to pH 7.4, after
which the sample was transferred to a polystyrene disposable
cuvette to determine the size of the complexes. Afterward, the
sample was recovered from the cuvette and transferred to a
DTS1070 disposable capillary cell (Malvern, Worcestershire,
UK) for zeta potential measurements. All measurements were
performed at 25�C with a Zetasizer Nano ZS (Malvern).

Surface plasmon resonance

Measurements were performed using a multi-parametric SPR
NaviTM 220A instrument (Bionavis Ltd, Tampere, Finland).
Milli-Q water with its pH adjusted to 7.4 was used as a running
buffer. A constant flow rate of 30 mL/min was used throughout
the experiments, and temperature was set to C20�C. Laser light
with a wavelength of 670 nm was used for surface plasmon
excitation.

A sensor slide with a silicon dioxide surface was activated by
3 min of plasma treatment followed by coating with APTES
((3-aminopropyl)triethoxysilane) by incubating the sensor in
50 mM APTES in toluene solution for 1 h. The sensor was then
placed into the SPR device, and the OAds were immobilized in
situ on the sensor surface of the test channel by injecting
50 mg/mL OAds in Milli-Q water (pH 7.4) for approximately
12 min, followed by a 3 min wash with 20 mM CHAPS (3-[(3-
cholamidopropyl)dimethylammonio]-1-propanesulfonate).
The second flow channel was used as a reference and was
injected with Milli-Q water (pH 7.4), followed by washing with
CHAPS. The baseline was observed for at least 10 min before
sample injections. PolyK-SIINFEKL or SIINFEKL was then
injected into both flow channels of the flow cell in parallel, with
increasing concentrations.

Viability assay

MTS assay was performed according to the manufacturer’s pro-
tocol (CellTiter 96 AQueous One Solution Cell Proliferation
Assay; Promega, Nacka, Sweden). Spectrophotometric data
were acquired with Varioskan Flash Multimode Reader
(Thermo Scientific, Carlsbad, CA, USA).

Infectivity assay by ICC

Tumor cells were seeded at 2.0£105 cells per well on 24-well
plates in three or five replicates. The following day, the cells
were infected with 10 vp/cell. The plates were then centrifuged
for 90 min at 1,000 rcf at 37�C, followed by incubation for
48 h. Infectivity analysis was performed using the anti-hexon
monoclonal antibody (Novus Biologicals, Littleton, CO, USA),
diluted 1:2,000. For each well, five images of non-overlapping
fields were acquired using an AMG EVOS XL microscope
(AMG group, Life Technologies). The following formula was
used to determine the infectious titer:

Infectious titerD x � well area
field area

� 1
dilution factor

� 1 mL
volume of dilution applied

:

For the infectivity comparisons, the data are presented as the
average number of spots in each field.

Cross-presentation experiment

2£106 spleenocytes in 800 mL of 10% RPMI-1640 culture
media were incubated with 200 mL of SIINFEKL, polyK-SIIN-
FEKL, SIINFEKL-polyK, or SIINFEKL-AHX-polyK peptide
dilution (0.19 mg/mL). Alternatively, 7.9£109 vp mixed with
37.5 mg of polyK-SIINFEKL (OVA-PeptiCRAd) in 200 mL of
10% RPMI-1640 was applied. The PeptiCRAd complex was
prepared as described previously. After 2 h of incubation cells
were washed and stained with either APC anti-mouse H-2Kb

bound to SIINFEKL or APC Mouse IgG1, k Isotype Ctrl (BioL-
egend, San Diego, CA, USA), and the samples were analyzed by
flow cytometry.

Animal experiments and ethical permits

All animal experiments were reviewed and approved by the
Experimental Animal Committee of the University of Helsinki
and the Provincial Government of Southern Finland. C57BL/6
mice were obtained from Scanbur (Karlslunde, Denmark), and
immunodeficient triple-knockout NOD.Cg-Prkdcscid-
IL2rgtm1Wjl/SzJ mice were obtained from Jackson Laboratories
(Bar Harbor, ME, USA).

For the efficacy experiments 3£105 B16-OVA or 1£105

B16-F10 or 2£106 SK-MEL-2 cells were injected subcutane-
ously on the flanks of mice. Three treatment injections were
performed on established tumors.
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Flow cytometry analysis

Flowcytometry analysis was performed using a BD LSR II (BD
Biosciences) or a Gallios (Beckman Coulter) flow cytometer
and FlowJo software (Tree Star, Ashland, OR, USA). Epitope-
specific T cells were studied using MHC Class I Pentamers
(ProImmune, Oxford, UK). Other antibodies used included the
following: murine and human Fc block CD16/32 (BD Phar-
Mingen); FITC anti-mouse CD8C and FITC anti-human CD8C

(ProImmune); PE/Cy7 anti-mouse CD3e, PE/Cy7 anti-mouse
CD19, FITC anti-mouse CD11c, PerCp/Cy5.5 anti-mouse
CD86, APC anti-mouse H-2Kb bound to SIINFEKL and APC
Mouse IgG1, k Isotype Ctrl (BioLegend). All staining proce-
dures were performed according to the manufacturer’s
recommendations.

Statistical analyses and correlation models

Statistical analysis was performed using GraphPad Prism 6
(GraphPad Software, Inc.., La Jolla, CA, USA). A detailed
description of the statistical methods used to analyze the data
from each experiment can be found in each figure caption. For
correlation analysis presented in Fig. 5A, a non-linear regres-
sion was used: exponential one phase decay. The model is
described by the equation

Y D Y0¡ Plateauð Þ£ e ¡K £ Xð Þ C Plateau:

Y0 is the Y value when X (time) is zero. It is expressed in the
same units as Y. Plateau is the Y value at infinite times,
expressed in the same units as Y. K is the rate constant,
expressed in reciprocal of the X axis time units. If X is in
minutes, then K is expressed in inverse minutes.

For models of virus-peptide interaction presented in Fig. S2
the following equations have been used:

One-site binding model Y D Ymax £ ½P�
K C ½P�

Co-operative binding model Y D Ymax
½P�a £ .Kco/

a

1C ½P�a £ .Kco/
a

Y D SPR response, Ymax D SPR response at saturation, [P]D
concentration of poly K-SIINFEKL, K D 1/Kco D binding con-
stant, a D Hill coefficient describing co-operativity of the inter-
action (a > 1, positive co-operativity; a < 1, negative co-
operativity).
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ABSTRACT
Tolerance toward tumor antigens, which are shared by normal tissues, have often limited the efficacy of
cancer vaccines. However, wild type epitopes can be tweaked to activate cross-reactive T-cell clones,
resulting in antitumor activity. The design of these analogs (i.e., heteroclitic peptides) can be difficult and
time-consuming since no automated in silico tools are available. Hereby we describe the development of
an in silico framework to improve the selection of heteroclitic peptides. The Epitope Discovery and
Improvement System (EDIS) was first validated by studying the model antigen SIINFEKL. Based on artificial
neural network (ANN) predictions, we selected two mutant analogs that are characterized by an increased
MHC-I binding affinity (SIINFAKL) or increased TCR stimulation (SIIWFEKL). Therapeutic vaccination using
optimized peptides resulted in enhanced antitumor activity and against B16.OVA melanomas in vivo. The
translational potential of the EDIS platform was further demonstrated by studying the melanoma-
associated antigen tyrosinase related protein 2 (TRP2). Following therapeutic immunization with the EDIS-
derived epitope SVYDFFAWL, a significant reduction in the growth of established B16.F10 tumors was
observed, suggesting a break in the tolerance toward the wild type epitope. Finally, we tested a multi
vaccine approach, demonstrating that combination of wild type and mutant epitopes targeting both TRP2
and OVA antigens increases the antitumor response.

In conclusion, by taking advantage of available prediction servers and molecular dynamics simulations,
we generated an innovative platform for studying the initial sequences and selecting lead candidates with
improved immunological features. Taken together, EDIS is the first automated algorithm-driven platform
to speed up the design of heteroclitic peptides that can be publicly queried online.

KEYWORDS
Cancer vaccine; heteroclitic
peptides; immunotherapy; in
silico; prediction servers;
tumor antigens

Introduction

Immunotherapy is widely recognized for its potential and
several studies have demonstrated that tumor-reactive T-cells
are present among the naive repertoire. For this reason, pep-
tide vaccination using cytotoxic T-lymphocyte (CTL) epito-
pes has been evaluated in different preclinical and clinical
studies.1-3

Peptide-based cancer vaccines represent a focused approach
that can take into account the inter-patient variability of the
neoplastic disease. Nevertheless, finding a candidate target
might not be sufficient for a successful therapy.4 While neo-
antigens represent the optimal target for cancer immunother-
apy, their discovery is not applicable to all clinical settings due
to economic and technological limitations. Thus, different clas-
ses of tumor antigens have been investigated, such as tumor-
associated antigens (TAAs). These proteins are not exclusively
found in tumor tissues, hence they can only be targeted by spe-
cific T-cells with low-affinity T-cell receptors (TCRs) survive

the thymic selection.5 These potential self-reactive clones are
kept inactivated by the peripheral tolerance.6 In addition, the
tumor cells are known to downregulate the major histocompat-
ibility complex (MHC) molecules to evade immune surveil-
lance.7 The above-mentioned scenario makes TAAs a difficult
target for cancer immunotherapy, however, TAAs still repre-
sents the largest class of tumor antigens available8 and they are
used into preclinical and clinical applications despite their non-
optimal nature as specific targets.9

T-cells are by nature cross-reactive and one specific clone can
recognize other highly similar sequences.10-12 In fact, if T-cells
were monospecific, an enormous number of lymphocytes would
be needed to confer protection against foreign antigens. Mathe-
matical modeling has shed light on the redundancy of this sys-
tem,13 suggesting that one T-cell might recognize as much as
106 minimal epitopes.14 One of the consequences of this model
is that one peptide might be recognized by multiple clones, espe-
cially if they feature low-avidity TCRs. This hypothesis is
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supported by previous studies where modified epitopes (i.e., het-
eroclitic peptides) were found to be more immunogenic than the
original ones. In fact, the presence of amino acid changes in pro-
teins of malignant cells can create epitopes that are able to drive
antitumor responses.15 Chen et al. generated mutated forms of
the NY-ESO-1 peptide, demonstrating their immunological effi-
cacy.16 Similarly, mutated MHC class-II peptides from the
gp100 antigen have been generated and their relative efficacy
was studied in humans. The results showed that even minor
changes in the sequence of the peptides led to variable
responses.17 Recently, Hoppes and colleagues replaced natural
amino acids with non-proteinogenic residues and generated
improved variants of the SVYDFFVWL peptide derived from
the tyrosinase-related protein 2 (TRP2) antigen.18

Although the exact mechanism is not completely under-
stood, the current knowledge suggests that the analogs may
have an increased affinity for human leukocyte antigen (HLA)
molecules. However, it is not clear whether heteroclitic peptides
act by providing a more potent stimulus to a tolerized epitope-
specific T-cell, or if they are able to stimulate other clones, such
as low avidity ones, that had not been tolerized.

In this study, we describe the development and validation of
the Epitope Discovery and Improvement System (EDIS). The
advantage of this approach relies on the integration of predictions
using several ANN in combination with molecular dynamics sim-
ulations (MDSs). While developed to optimize the sequence of
tumor associated antigens, overcoming tolerance, this framework
could also be used to improve the sequence of peptides.

By studying a classic model peptide, the SIINFEKL epitope
from chicken ovalbumin (OVA), we investigated in silico, in
vitro and in vivo properties of the two analogs SIINFAKL and
SIIWFEKL. In particular, we predicted and modeled their inter-
action with the murine allele H-2Kb to understand how the
mutations affect the binding with MHC-I. Then we evaluated
both their therapeutic efficacy upon established B16-OVA mel-
anomas and the immunological response.

While being an optimal strategy, targeting neo-antigens is not
always possible, therefore the use of TAAs is widespread into the
clinical setting. To mimic this scenario, we decided to study the
murine syngeneic tumor antigen TRP2. Interestingly, immuno-
logical responses against the TRP2 antigen have been evaluated
in different studies on melanoma patients.19 In fact, TRP2-spe-
cific CTL clones have been identified among tumor infiltrating
lymphocytes.20 In addition, Reynolds and colleagues detected
TRP2 reactive T-cells in the peripheral blood of patients.21

Therefore, we decided to study the tumor epitope SVYDFFVWL
(TRP2180–188) from this TAA. Among the two heteroclitic pepti-
des that we evaluated, one was able to reduce the growth of
established B16F10 tumors more efficiently than the wild type
TRP2180–188 epitope. Finally, we demonstrated that targeting
TAAs, neo-antigens combination of wild type peptides and their
mutated versions results in an increased antitumor efficacy.

In conclusion, a fine equilibrium between the mutation of
epitopes and immunological properties needs to be considered
when selecting heteroclitic peptides for cancer vaccines.
Hereby, we show that the integration of multiple in silico plat-
form can improve the accuracy of the prediction of peptide
properties allowing for a more efficient screening and selection
of CTL epitope-analogs.

Results

Developing an in-silico platform that predicts the effect
of amino acid changes on the immunogenicity of MHC-I
epitopes

Prediction servers offer the possibility to estimate several
immunological properties of putative MHC-I epitopes. These
technologies allow for the screening of sequences obtained
from mass-spectrometry analysis of proteins to search for pep-
tides suitable for cancer immunotherapy. This versatile and
scalable platform, however, has never been used for the
methodic research of heteroclitic peptides.

We started by generating an in silico library of analogs of
SIINFEKL, a frequently used model antigen in immunological
studies. To this end, each position was mutated with each natu-
ral amino acid. Then we run the library into two different pre-
diction servers. The NetMHC 4.0 Server from the Center for
Biological Sequence analysis (CBS) was used to predict the
binding affinity (IC50 values) of peptides to the murine MHC-I
allele H-2Kb.22,23 In addition, the class I immunogenicity pre-
diction server available at the Immune Epitope Database and
Analysis Resource (IEDB)24 was used to predict the recognition
of the peptide-MHC-I (pMHC-I) complexes by TCRs and
immunogenicity scores (IS) were acquired for each analog.

As shown in Fig. 1A, the lateral chains of the SIINFEKL pep-
tide (blue) have a specific orientation into space. While residues
1, 2, 3, 5 and 8 are sunk into the MHC-I binding pocket, residues
4, 6 and 7 extrude from the pocket, hence can be recognized by
the T-cells. Therefore, we hypothesized that mutations in MHC-I
anchors would significantly change the IC50 values, while replac-
ing residues 4, 6 and 7 would not hinder the MHC-I binding
affinity. As represented in Fig. 1B, all analogs sharing a mutation
at the first (XIINFEKL; blue) or second (SXINFEKL; red) posi-
tion, have a much higher IC50 (i.e., lower affinity). The group of
analogs sharing a mutation at the eight residue (dark blue),
known to be an important binding anchor,25 feature the highest
IC50 mean value, highlighting the importance of such residue in
the binding of SIINFEKL peptide to the MHC-I molecule. Con-
sistent with our hypothesis, no significant changes to the IC50
were observed for the analogs sharing a mutation at position 4
(SIIXFEKL; purple) and 7 (SIINFEXL; brown). Interestingly,
most of the substitution at position 6 (SIINFXKL; gray) would
result in a lower IC50 (i.e., higher affinity). By analyzing the effect
of each amino acid as substitute of the native one (Suppl. 1A) we
could conclude that, amino acids with big lateral chains, such as
glutamic acid (E), aspartic acid (D) or lysine (K) would cause a
reduced affinity, no matter which position was used for modifying
the native sequence. Regarding the recognition of the epitope by
the TCR, the immunogenicity score (IS) did not vary when the
first three positions (Fig. 1C; 1, 2 and 3 on x axis) were changed,
while aa variations at position 4, 5, 6 and 7 had significant effects
on the IS. In fact, most of the analogs with a substitution at posi-
tion 6 (SIINFXKL, gray) showed a lower score, compared with
the group of analogs with changes in position 7 (SIINFEXL); var-
iations in position 4 gave mixed results as proven by the wider
distribution of the data (Fig. 1C, purple group).

Taken together, these data suggested that the 4th position
was not crucial in determining the IC50, but might be very
important for the recognition of the TCR. Similarly, changes in
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position 6 might result in an improved MCH-I affinity, but a
generally lower immunogenicity.

To elucidate what is the contribution of each parameter to
the immunological response we further evaluated two analogs
with different properties. By plotting the IC50 values of all the
analogs (Fig. 1D) we could observe a group of analogs with a
higher affinity than SIINFEKL (IC50 < 17 nM). Among these,
the SIINFAKL peptide was predicted to bind the MHC-I with
the highest affinity, with an IC50 of 3 nM whereas the SIIW-
FEKL analog also resulted in a lower IC50 value (13 nM)

compared with SIINFEKL. As previously discussed, the analog
bearing a change in the 6th position (SIINFAKL) showed a
lower IS (Fig. 1E) while the analog with a mutation at the 4th
position (SIIWFEKL) showed an improved IS.

Crystal structures of pMHC complexes deliver the most reli-
able data regarding the conformation and orientation of pepti-
des into the binding pockets. However, resolved structures are
not available for most of the pMHC complexes. Hence, we used
MDSs to compare the conformation of peptides when inside
the MHC binding pocket. As shown in Fig. 2A, SIINFAKL

Figure 1. In silico screening of the mutational library of SIINFEKL. (A) Graphical representation of SIINFEKL peptide (violet) into the binding pocket of the H-2Kb MHC-I
molecule (transparent gray). The backbone of the peptide is visualized in green and the lateral groups in blue. Lateral groups facing the MHC-I binding pocket or emerg-
ing from the pocket are indicated. In silico prediction of the binding affinity (B) or the immunogenicity score (C) of the analogs of SIIINFEKL. The analogs were grouped
according to the position of the mutation (left panels). Alternatively, the analogs were grouped according to the aminoacid used to mutate each position (right panels).
The red-dotted line, represents the IC50 and the immunogenicity score of the wild type sequence. (D) The affinity scores of the whole library were plotted and indicating
analogs with a higher or lower affinity than the wild type SIINFEKL. The specific peptides SIINFAKL and SIIWFEKL are highlighted and their IC50 values are indicated. (E)
The immunogenicity predictions for the H-2Kb allele are displayed for the wild type SIINFEKL and two specific analogs.
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Figure 2. Molecular dynamics simulation to unravel conformational changes of epitope-MHC-I complexes. (A) Comparison of spatial conformation epitopes inside the
MHC-I binding pocket. SIINFEKL (green transparent), SIINFAKL (red solid) and SIIWFEKL (cyan solid) are compared by superimposition. Molecular dynamics simulations
were run for 300 ns, and the most representative states are shown. Left panel: SIINFEKL and SIINFAKL; central panel: SIINFEKL and SIIWFEKL; right panel SIINFAKL and
SIIWFEKL. The conformational landscape of the epitope-MHC-I complexes (SIINFEKL, B; SIINFAKL, C; SIIWFEKL, D) are shown from two angles: C-terminal of epitope (left
panels) and side views (right panels; epitopes are oriented from N-terminal on the left to C-terminal on the right). The extruding residues, responsible for contacting T-
cell receptors are highlighted by yellow captions showing the position and abbreviation for the aminoacid. The structure and orientation of the mutated residue for SIIN-
FAKL and SIIWFEKL peptides are highlighted by the yellow structure of the sidechains.
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(left panel, red solid) is shifted to the bottom of the binding
pocket compared with the wild type SIINFEKL (green transpar-
ent). This explains the increased predicted binding affinity of
this peptide for the H-2Kb molecule. On the contrary, SIIW-
FEKL (Fig. 2A, central panel; cyan solid) features a large side
chain due to the tryptophan in position 4 (4TRP). This allows
for a higher extrusion of the peptide from the MHC pocket
when compared with either SIINFEKL (central panel, green
transparent) or SIINFAKL (right panel, red solid).

The TCR recognizes the pMHC by binding for one third the
peptide and for two thirds the MHC-I. Hence, gathering infor-
mation about the single residues of the epitope which are extrud-
ing from the binding pocket might be poorly predictive.
Therefore, we decided to study how the whole portion of pMHC
that faces TCR (hereafter referred as the pMHC landscape)
changes conformation when using different analogs of the same
epitope. The wild type epitope SIINFEKL (Fig. 2B) features an
asparagine in position 4 (4ASN), a glutamic acid in position 6
(6GLU) and a lysine in position 7 (7LYS) which extrude from
the binding pocket. The analog SIINFAKL features a smaller ala-
nine in position 6 and this mutation affects the orientation of the
other residues as well. As shown in Fig. 2C, the whole binding
pocket seems to have a more opened conformation; in addition,
when comparing the 4ASN and 7LYS present in both the SIIN-
FEKL and SIINFAKL peptides, they seem to extrude more in the
latter one. In contrast, the insertion of the tryptophan in the
position 4 largely affects the whole pMHC landscape. Fig. 2D
shows the peptide SIIWFEKL into the binding pocket. The large
side chain of the 4TRP residue is evidently extruding from the
binding pocket, with the MHC pocket being more closed, thus
limiting the TCR access to the peptide (Fig. 2D, side view).

In silico properties predicted by EDIS correlate
with experimental in vitro data

In our in silico screening both SIINFAKL and SIIWFEKL ana-
logs are predicted to have an improved MHC-I binding affinity,
with the latter expected to be better recognized by the TCR. To
validate these findings, we performed an in vitro binding assay

using RMA-S cells. These cells bear mutations in the antigen-
processing machinery, hence they are almost devoid of surface
H-2Kb molecules.26 However, the addition of exogenous epito-
pes can stabilize the a chains and the b2 macroglobulin of the
MHC-I molecule, thus the binding affinity is proportional to
the amount of H-2Kb on the membrane. We observed a signifi-
cant increase in the amount of H-2Kb on cells incubated with
SIINFAKL and SIIWFEKL at both high (Fig. 3A; 1 mg/mL) and
low concentrations (Fig. 3B; 0.1 mg/mL) when compared with
the wild type SIINFEKL. This experimentally confirms that the
analog peptides do have a higher affinity for MHC-I compared
with the native epitope.

Next, we sought to investigate whether or not the selected
analogs would increase the proliferation of T-cells. To this end,
CFSE labeled OT-I splenocytes, containing exclusively
SIINFEKL-specific CD8C T-cells, were incubated with the three
peptides. After 3 d of incubation, we determined the amount of
proliferating CD3CCD8C T-cells (i.e., with a diluted CSFE fluo-
rescence) by flow cytometry. As expected both the SIINFEKL
and the SIIWFEKL peptides were able to stimulate the prolifer-
ation of the cells significantly more than the negative control.
Interestingly, incubation with SIINFAKL resulted in a signifi-
cantly increased proliferation of OT-I T-cells compared with
the other peptides. This finding confirms the presence of cross-
reactivity and the ability of the mutant analogs to stimulate the
population of lymphocytes recognizing the native epitope,
which is a crucial property for any heteroclitic peptide.

Analogs selected with the EDIS framework show improved
antitumor activity in vivo compared with the native
epitope

We then investigated whether the two mutant analogs would be
immunologically active in a therapeutic cancer vaccine
approach. To this end, we treated 9-d established B16-OVA
tumors with the three peptides using the previously described
cancer vaccine platform PeptiCRAd.27

In these settings, the therapeutic intra-tumor vaccination
with SIINFEKL resulted in a slightly reduced tumor growth

Figure 3. Experimental validation of in silico predictions of the MHC-I binding affinity. RMA-S cells were pre-incubated for 1 h at 4�C. Then, 4 £ 106 cells were incubated
for 2 h with one of the indicated peptides at two different concentrations (A) 1 mg /mL or (B) 0.1 mg/mL in a volume of 1 mL. The presence of H-2Kb molecules on the
membrane was measured by flow cytometry and normalized against cells incubated with no peptide (negative control). (C) OT-I splenocytes were labeled with CFSE dye.
Then, 3 £ 104 cells were incubated with different stimuli for 72 h in a volume of 200 mL of complete media. Then the percentage of proliferating (i.e., CFSE diluted)
CD3CCD8C T-cells was determined by flow cytometry; data was normalized against positive control Concanavalin A (defined as 100% of proliferation). All the data are
represented as mean § SD; Significance was assessed by One-way ANOVA with Tukey’s post hoc test; �p < 0.05, �� p <0.01.
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(Fig. 4A) compared with mice treated with saline solution or
the adjuvant alone. In contrast, a superior antitumor efficacy
was achieved by therapeutic vaccination with either SIIWFEKL
(p < 0.05) or SIINFAKL (p < 0.01) as can be appreciated also
by the single tumor curves (Fig. S2A) and by the increased dou-
bling time of tumors treated with these peptides (Fig. S2B).

Flow cytometry analysis revealed no major differences in the
number of CD19¡CD3CCD8C CTLs in secondary lymphoid
organs or tumors (Fig. 4B). However, a significant increase in the
amount of SIINFEKL-specific CTLs (i.e., antitumor T-cells) was
observed in the tumors of mice treated with the SIINFAKL pep-
tide (Fig. 4C). This suggested a beneficial cross-response and the
expansion of SIINFEKL-specific cells that infiltrated the tumors.

Following the hypothesis that clones with low-avidity TCRs
might be crucial in the antitumor responses avoiding tolerance,
we performed an inter-organ correlation analysis among all the
groups by comparing the percentage of SIINFEKL-specific
T-cells with their avidity for the pMHC-I complexes. The avidity
of T-cells for the pMHC-I complexes was measured by consider-
ing the affinity of TCRs for SIINFEKL-Pentamers, since high
avidity clones would capture more Pentamers and have stronger
fluorescence signal, i.e., a higher geometrical mean fluorescence

intensity (gMFI). Interestingly, we observed a clear negative cor-
relation (Fig. 4D): larger populations of SIINFEKL-specific CTLs
showed also the lowest fluorescence intensity of staining (Pear-
son’s correlation analysis; p D 0.0002). These data suggests that
low-avidity T-cell clones are attracted into the tumor (Fig. 4D;
black dots) in larger numbers and this mechanism could be
exploited in different settings to circumvent the tolerance when
targeting different tumor antigens such as TAAs.

Taken together these findings demonstrate that therapeutic
vaccination with heteroclitic peptides significantly improves
immune response resulting in a reduced growth of aggressive
B16OVA tumors. In addition, Pentamer staining suggested
that SIINFEKL-specific T-cell clones can be cross-stimulated
by using the SIINFAKL mutant analog. Finally, the avidity of
stimulated CTL clones seems to negatively correlate with their
expansion/proliferation.

The heteroclitic analogs SIINFAKL and SIIWFEKL can cross-
stimulate a response against the native epitope SIINFEKL

To achieve antitumor activity, the clones stimulated by
immunization using heteroclitic peptides must recognize the

Figure 4. Antitumor response and in vivo efficacy of SIINFEKL mutated analogs. (A) B16OVA cells were injected into both flanks of female C57BL6/J mice (2.5 £ 105 cells/
flanks). Mice (eight per group) were treated with PBS (Mock), Ad5D24-CpG human adenovirus (Adjuvant), and either SIINFEKL, SIINFAKL or SIIWFEKL peptides complexed
to the virus-adjuvant. Intra-tumor injections were made on day 9, 11, 13 as represented by the asterisks on the x axis. Tumor volumes were measured every 2–3 d by a
digital caliper. Tumor volumes normalized against the values on the 9th day are presented as the mean § SEM; significance was calculated by Two-way ANOVA with
Tukey’s post hoc test. Spleens, tumors and draining lymph nodes were collected to determine to percentage of (B) total CD8C T-cells (CD19¡CD3CCD8C) or (C) SIINFEKL-
specific T-cells (double positive PentamerCCD8C gated on CD19¡CD3C). (D) A correlation analysis was performed by plotting for each mouse the % of antigen-specific T-
cells against the intensity of the signal (gMFI) of such population. Data from spleens (empty triangles), draining lymph nodes (empty squares) and tumors (black dots) are
presented. Log transformed values were used to compute the Pearson’s correlation coefficiencies; p-value for the correlation is 0.0002.

e1319028-6 C. CAPASSO ET AL.



native epitope which is displayed by the tumor cells. For
this reason, an analysis of cross-reactivity of the immune
response was performed by IFNg ELISPOT assay on sam-
ples collected from animals described in the previous
experiment.

As expected, splenocytes from mice treated with SIINFEKL
reacted ex vivo to SIINFEKL (Fig. 5A; left graph), with two
mice showing a hyper-response (>500 SFU/well). A certain
degree of cross-response toward the native SIINFEKL was
observed in mice treated with SIIWFEKL also (Fig. 5A, left
graph, 2/4 cases). Mice immunized with SIINFAKL also cross-
responded to SIIWFEKL peptide (Fig. 5A, right graph; 3/4
cases). Consistently to our previous observations, splenocytes
of mice treated with SIINFAKL cross-responded to SIINFEKL
peptide (Fig. 5A, left graph, 4/4 cases) and this explains its anti-
tumor efficacy.

Next, we analyzed the size of the spots as an indirect mea-
sure of the amount of IFNg produced by the single activated
T-cells in response to the different MHC-I epitopes. Spleno-
cytes of mice immunized with SIINFAKL produced large spots
when re-pulsed with all the peptides, demonstrating a broad
response (Fig. 5B). Nevertheless, as shown in Fig. 5C, when
using SIINFEKL to re-stimulate the splenocytes (independently
from the initial immunization) we observed the largest spots,
suggesting that the efficacy of SIINFAKL is not achieved by
hyper-stimulation of the TCR.

An heteroclitic peptide designed with EDIS was able
to break the tolerance toward B16F10 melanomas

One of the main challenge that cancer vaccines strategies face is
the paucity of antigens which are exclusively present on tumor

Figure 5. Cross-reactivity of the immunological responses elicited by the mutated analogs of SIINFEKL. Splenocytes from mice treated with SIINFEKL, SIINFAKL or
SIIWFEKL (presented in Fig. 4, here indicated on the x axis), were assayed for cross-responses to the peptides. 3 £ 105 cells were incubated with 100 ng of each indicated
peptide for 72 h and the IFNg response was determined by ELISPOT assay. (A) The number of Spot-Forming Units (SFU) is normalized to 1 £ 106 cells. The red-dotted
line represents the background of the assay (splenocytes incubated with PBS). (B) The cumulative size of the spots from mice of the same group (same column) in
response to different stimuli (bars of different colors) is shown. Data is shown as mean § SEM. C) The average spot size across all the groups in response to each peptide
is represented. Data is shown as the mean § SEM; One-way ANOVA with Tukey’s post hoc test was used to calculate the statistical significance.
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cells. Melanoma-associated antigen TRP2 features epitopes that
can bind with high affinity to the MHC-I; however, either
peripheral tolerance or absence of T-cell clones with TRP2-
high avidity TCRs prevents rejection of tumors upon therapeu-
tic vaccination with the SVYDFFVWL epitope.

First, we studied the properties of the wild type epitope
in silico. As described for SIINFEKL, we changed each position
with one of the other natural amino acids, and grouped the
analogs based on the mutated position (for example group 1:
XVYDFFVWL; group 2: SXYDFFVWL; group 3:
SVXDFFVWL; etc.). This provided useful insights in the con-
tribution of each position to the stability of this specific
pMHC-I complex and its immunogenicity. As shown in
Fig. 6A, most of the analogs with a mutation in one of the first
three positions display an inferior affinity toward H-2Kb (i.e.,
higher IC50) compared with the WT peptide (represented by a
dashed line). According to the predictions, mutations at either
the 7th or 8th residue result in increase of binding affinity,
while changes at the 9th position results in decreased binding
in 100% of the cases, as shown by a higher IC50 of all these
peptides (SVYDFFVWX group; 9th on x axis). Interestingly,
position 4 seems to not affect the overall binding. The central
residues are essential for TCR recognition, and this is proved
by the overall lower predicted immunogenicity for most of the
analogs sharing a mutation in these positions when compared
with the natural epitope (Fig. 6B). Only few analogs display a
higher immunogenicity score than TRP2 WT (dashed line). As
shown also in Fig. S1D (red dots), only 12 analogs from a total
of 162 were predicted to have a better immunogenicity. This
observation suggested us that the sequence may be already opti-
mized for TCR recognition and that poor TCR stimulation
might be caused by the tolerance toward this peptide. There-
fore, we focused on contacting other low-affinity TCR that sur-
vived the thymic selection. For this reason, we choose two
analogs with an increased predicted affinity for H-2Kb but
avoiding mutations in the central region: SAYDFFVWL (TRP2
2A) and SVYDFFAWL (TRP2 7A). These analogs displayed a
lower IC50 (Fig. 6C, left) and were predicted to be recognized
as efficiently as the TRP2 WT epitope (Fig. 6C, right). Consis-
tent with the in silico analysis, both analogs stabilized the
MHC-I molecules on the surface of RMA-S cells at both low
and high concentrations (Fig. 6D, left and right respectively).

Molecular dynamics simulation of these analogs revealed
that the mutations would change the conformation of the pep-
tides (Fig. 6E). The central residues extruding from the MHC-I
molecule have a different orientation when comparing TRP2
WT, TRP2 7A and TRP2 2A peptides (Fig. 6E, left). In addi-
tion, the portion of the peptide which is in deep contact with
the MHC-I pocket (Fig. 6E, right) has a different conformation,
especially when considering the TRP2 2A peptide. These spatial
changes result into differences of the pMHC structure which is
supposed to be in contact with the TCR (Fig. 6F). For instance,
the presence of the small alanine in position 7 of the TRP2 7A
analog, affects the spatial orientation of phenylalanine and
tryptophan at positions 6 and 8, respectively (Fig. 6F, central).
No major spatial changes were observed for the pMHC com-
plex when we simulated the presence of the TRP2 2A peptide
into the binding pocket of the H-2Kb molecule when compared
with the TRP2 WT peptide (Fig. 6F, right).

Next, we used the aggressive melanoma model B16F10 to
test whether the selected variants would elicit an antitumor
response. As expected, immunization with TRP2 WT did not
affect the tumor growth (Fig. 7A). Similarly, treatment with
TRP2 2A did not result in any significant change in tumor pro-
gression. Interestingly, mice immunized with TRP2 7A peptide
showed a significant slower tumor growth when compared
with mock-treated mice (p D 0.0015), or mice treated with
either TRP2 WT (p < 0.0001) or TRP2 2A (p < 0.0001).

Subsequently, we studied the immunological responses in
treated mice. As shown in Fig. 7B (left panel), treatment with
native peptide (i.e., TRP2 WT) weakly increased the immune
response toward the antigen compared with mock-treated
mice, confirming a degree of tolerance toward this sequence.
Immunization with the TRP2 2A peptide did not result in any
major response. Interestingly, mice immunized with TRP 7A
showed a significantly higher cross-response against the TRP2
WT epitope.

Taken together these data demonstrated that TRP2 7A was
able to break the tolerance toward the WT peptide. In addition,
we also observed a high direct-response against TRP2 7A in
mice treated with TRP2 7A (Fig. 7B, central panel). This sug-
gested the absence of tolerance toward this peptide.

Finally, we investigated the efficacy of a multi-peptide vac-
cine, composed of wild type and modified epitopes targeting
TAAs and neo-antigens. In particular, we asked whether or not
targeting both classes of antigens would be beneficial, when
using heteroclitic peptides and wild type epitopes. Therefore,
we chose a challenging model by treating 10-d established B16.
OVA tumors with either TRP2 WT C 7A analog peptides,
SIINFEKL C SIINFAKL peptides or a combination of all four
peptides (multi-vaccine). The study groups that received the
therapeutic vaccines showed varying degrees of response
(Fig. S3A). As shown by the individual tumor growth curves in
Fig. 7C, the percentage of slowly progressing tumors was higher
in the group that received the multi vaccine therapy. In fact,
57% of mice in the multi-peptide vaccine group had tumor vol-
umes that were below 400% of the starting volume. The analy-
sis of the growth of the tumors (by using the area under the
curve) revealed that all the study groups performed signifi-
cantly better than mock (Fig. S3B). This observation suggests
that a multi-targeted approach that takes into account clone
variability and downregulation of specific antigens may be
more effective when compared with narrow treatments target-
ing single antigens.

Discussion

Tumor antigens can be generally divided into tumor-specific
antigens (TSAs) or TAAs. TSAs comprise antigens that are
exclusively expressed by tumors cells, while TAAs are expressed
also in healthy tissue. Identification of unique TSAs is difficult
to achieve, hence targeting TAAs represents a more feasible
approach. Most of TAAs, such as MAGE-A128 or TRP-2,29 are
self-antigens present in healthy tissues, thus tolerance mecha-
nisms prevent immune responses against them. Mutated forms
of wild-type epitopes (i.e., heteroclitic peptides), have proved to
be a valuable tool to break the tolerance or hyperstimulate tol-
erant T-cells.5,16,30 Careful theoretical design together with in
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Figure 6. In silico study of the mutational library of the epitope TRP2180–188. The mutational library of the epitope SVYDFFVWL (TRP2 WT) was screened in silico for MHC-I
binding affinity (A) or immunogenicity (B) for the allele H-2Kb. The analogs were grouped according to the position of the mutation (left panels) or according to the ami-
noacid used to mutate each position (right panels). C) The IC50 (left) and Immunogenicity score (right) of the analogs SVYDFFAWL (TRP2 7A) and SAYDFFVWL (TRP2 2A)
predicted in silico are represented. (D) RMA-S cells were pre-incubated for 1 h at 4�C. Then, 4 £ 106 cells were incubated for 2 h with one of the indicated peptides at
two different concentrations 0.1 mg/mL (left) or 1 mg/mL (right) in a volume of 1 mL. The presence of H-2Kb molecules on the membrane was measured by flow cytome-
try and normalized against cells incubated with no peptide (negative control). Data is represented as the mean§ SEM; Unpaired student’s t-test, �p< 0.05, ��p< 0.01. E)
Comparison of spatial conformation epitopes inside the MHC-I binding pocket: TRP2 WT (orange), TRP2 7A (green) and TRP2 2A (purple). Molecular dynamics simulations
were run for 300 ns, and the most representative states are shown. 3/4 view (left panel) and side view (right panel). The mutated residues are colored in red. (F) The con-
formational landscapes of the epitope-MHC-I complexes are shown from peptide C-terminal perspective. The extruding residues, responsible for contacting T-cell recep-
tors are highlighted by yellow captions showing the position and abbreviation for the aminoacid. The a chain of the MHC is represented in transparent white.
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Figure 7. Breaking the tolerance to TRP2 tumor antigen and evaluation of multivaccine therapy. (A) B16-F10 melanoma cells were injected into both flanks of female C57BL6/J
mice (1.5£ 105 cells/flank). Mice (eight per group) were treated with PBS (Mock), Ad5D24-CpG human adenovirus (Adjuvant), and either TRP2 WT, TRP2 7A or TRP2 2A peptides
complexed to the virus-adjuvant. Intra-tumor injections were made on day 9, 11 and 13 (asterisks on the x axis). Tumor volumes normalized against the values on the 9th day and
are presented as the mean§ SEM (data from two independent experiments); significance was calculated by Two-way ANOVA with Tukey’s post hoc test. (B) Splenocytes were col-
lected from mice and they were assayed for cross-responses to the peptides. 4 £ 105 cells were incubated with 100 ng of indicated stimuli for 72 h and the IFNg response was
determined by ELISPOT assay. The number of Spot-Forming Units (SFU) is normalized to 1 £ 106 cells. The red-dotted line represents the background of the assay (splenocytes
incubated with PBS). Data is presented as mean§ SEM; Significance was calculated by using One-way ANOVA with Tukey’s post hoc test; �p< 0.05,��p< 0.01, ���p< 0.001. (C)
B16OVA bearing mice were treated on day 10, 12 and 14 with PBS (mock), a combination of TRP2 WT and 7A peptides, a combination of SIINFEKL and SIINFAKL peptides and a
multitherapy featuring all four different epitopes together. Tumor volumes normalized against the values on the 10th day. A threshold of 400% of initial volume on day 10 was
chosen to distinguish between fast (solid line) and slow (dotted line) progressing tumors. Percentages of slow progressing tumors are indicated near the graph of each group.
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silico and in vitro screening is necessary to evaluate the mutated
analogs, making the process time-consuming and cumbersome.
Previous studies have reported contradictory findings where
the correlation between the in vitro and the in vivo observations
resulted to be poor.31 Therefore, new approaches to optimize
the screening process are needed. In this study we established
an in silico framework by using CBS and IEDB prediction serv-
ers, which are usually used to find MHC epitopes inside protein
sequences.32 Hereby, we propose an innovative use of this tools
to screen mutational libraries of defined MHC-I epitopes. In
addition, we implemented molecular dynamic simulations in
our pipeline, to further validate the initial data.

By grouping the analogs based on the mutated amino acid
we evaluated the contribution of each position to the overall
stability the pMHC-I–TCR interactions. This visualization of
data allows for an easy and fast comparison of the native
sequence (SIINFEKL or SVYDFFVWL) with all the analogs.
Using this approach, we demonstrated that very few amino
acids in very specific positions led to an increased MHC-I affin-
ity (i.e., lower IC50; red dots in Fig. S1A and C), while the
insertion of amino acids with large lateral chains (E, F, I or W)
resulted into analogs with improved immunogenicity scores
(Fig. S1B and C; red dots). Our data highlights that modifica-
tions of the TCR-facing residues, such as positions 4 or 6, led to
heteroclitic peptides with improved MHC-I affinity. These
observations widen the classical model where non-anchor resi-
dues would poorly affect the overall IC50.25,33,34 In fact, both
SIINFAKL and SIIWFEKL analogs showed an improved affin-
ity for MHC in silico and in vitro. It is worth noticing that
pMHC-I complexes can change their structure after binding
the TCR. Downstream signals seem to amplify small discrepan-
cies between similar peptides, according to the kinetic proof-
reading model of T-cell activation.10 This leads to a cross-reac-
tivity model where one TCR can recognize different peptides
and one peptide can be recognized by many TCRs.

An innovative aspect of our work consists in the integration
of data from different in silico techniques. However, in our
experience data from immunogenicity prediction is much more
difficult to interpretate. In fact, we did not observe a strong cor-
relation between the predicted immunogenicity and the degree
of proliferation of antigen specific lymphocytes in vitro. This
finding suggests that the prediction of the immunogenicity is
much more challenging since in silico prediction algorithms do
not take into account the poly-clonality of T-cell responses. In
fact, in vivo validations demonstrated that both analogs were
able to reduce the growth of B16.OVA tumors. Consistent with
our in vitro results, the best MHC-I binder (i.e., SIINFAKL)
proved to be the most effective in vivo (Fig. S2C). We speculate
that peptides with increased MHC-I affinity were able to inter-
act with a wider variety of T-cell clones. This hypothesis is sup-
ported by the fact that immunization with SIINFAKL peptide
resulted in an increased cross-reactivity. Interestingly, despite
not observing any hyper-stimulation of TCRs, we report an
increased proliferation of OT-1 cells. We believe that this effect
is mediated by the higher affinity of the peptide for the MHC-I,
hence a prolonged availability on the surface of APCs. We sug-
gest that the beneficial responses achieved by treatment with
heteroclitic peptides may derive from their ability to evoke a
poly-clonal response rather than hyper-stimulation of the

specific T-cell clone against the native epitope. Messaoudi and
colleagues have previously investigated some analog epitopes in
their work, such as SIINFAKL, showing that the different
pMHC-I conformation has important effects on the recogni-
tion of the complex by specific TCR-like antibodies.35 However,
they did not investigate the immunological consequences. In
lack of crystal structures of analogs into the MHC binding
pocket, we performed MDSs. We could appreciate differences
into the orientation of the peptides into the binding pocket,
and most importantly different conformational changes of the
pMHC complexes. Consistently, the SIIWFEKL peptide, which
did not show any priming of OT-I T-cells, was the analog
showing markedly different pMHC conformation when com-
pared with SIINFEKL. This finding, supports the use of molec-
ular dynamics simulation as a tool to understand
immunological properties of heteroclitic peptides.

In this manuscript, we highlight the importance of consider-
ing both the MHC-I affinity and TCR recognition during the in
silico design of heteroclitic peptides. This is also supported by
the work of Romero and colleagues who studied two epitopes
from the MART-1/Melan-A antigen. In particular, by placing a
strong anchor at position 2 of the natural epitopes, they were
able to increase the affinity for HLA-A02. However, while one
peptide was also better recognized by specific CTL clones, the
other peptide lost the ability to engage TCRs of the same
clones.36

Subsequently, we applied this in silico analysis to the antigen
TRP2. This self-protein is a melanocyte lineage marker; there-
fore, a degree of tolerance limits its use as cancer vaccine target.
Other groups have previously described mutated forms of the
main H-2KbH-2Kb restricted epitope TRP2180–188 (TRP2 WT).
While immunological responses were achieved, as proved by
the expansion of TRP2 WT-specific T-cells, tumor growth was
not affected; this suggests a strong tolerance against this self-
peptide.31 By using the EDIS framework we selected two ana-
logs predicted to have an improved MHC-I affinity and a simi-
lar immunogenicity score compared with the WT epitope. The
7A and 2A analogs were studied by MDSs and the 7A-MHC
complex resulted to be similar to the WT-MHC. In fact, thera-
peutic vaccination with TRP2 7A led to a reduced tumor
growth and an increased cross-response. Targeting TAAs is
challenging as most of the TAAs-specific T-cells recognize sub-
dominant epitopes, while very few T-cell clones recognize the
dominant epitopes. In addition, these clones are characterized
by a lower affinity for the pMHC complex and they might be
kept in a tolerogenic state.4 Our findings demonstrate that het-
eroclitic peptides target low-affinity T-cell clones through
cross-stimulation of their TCRs.

Finally, we investigated whether combining wild type and
mutated forms of the same epitope could increase the efficacy
of therapeutic vaccination. To this end we directly compared
TRP2 WT C 7A therapy with SIINFEKL C SIINFAKL therapy;
in addition, we also tested a combination of all four peptides.
Responses could be observed in all the treatment groups, how-
ever, by targeting both TRP2 and SIINFEKL antigens with
combination therapy (Multi-vaccine group) we achieved a
response in a higher percentage of treated animals. This sug-
gests that targeting both TAAs and neo-antigens within the
same therapeutic window, may increase the efficacy of cancer
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vaccines. This represents a convenient approach to limit
immune evasion due to antigen loss and maximize the efficacy
of the treatment.

In conclusion, we demonstrated that combination of the
available prediction servers and MDSs provides useful insights
into different aspects of the MHC-I-epitope–TCRs interactions.
Considering the reciprocal influence between MHC-I affinity
and TCR recognition of any given epitope is becoming increas-
ingly important. In particular, our study provides an open
innovative framework that can be used by other researchers as
starting point for an improved design of mutant epitopes with
higher clinical efficacy. The in silico platform in its version 1.0
can be freely used by following the link https://github.com/ani
ketsh/EDIS_platform.git.

Materials and methods

In silico analysis of heteroclitic peptides

The wild type sequence of the epitope was substituted in each
position with all other natural amino acids. The virtual library
of analogs was then run into ANN based prediction servers to
estimate the MHC-I binding affinity (NetMHC 4.0 Server from
the Center for Biological Sequence analysis22,23) and the class I
immunogenicity (Immune Epitope Database and Analysis
Resource24). The results were ranked according to MHC-I
binding affinity and binders with an IC50 lower than the one
displayed by the wild type epitope were considered for further
studies. Data on class I immunogenicity was taken into account
when considering peptides with similar MHC-I affinity. Lead-
candidates were then studied by molecular dynamics simula-
tion by simulating their interaction with the MHC-I binding
pocket (in the a-chain) for 300 ns. The most represented struc-
ture was considered the most stable and chosen as the most
predictive conformation of the peptide-MHC-I complex.

Cell lines and peptide reagents

The mouse melanoma cell line B16-F10 was purchased from
the American Type Culture Collection (ATCC; Manassas, VA,
USA). The cell line B16.OVA,37 a mouse melanoma cell line
expressing chicken OVA, was kindly provided by Prof. Richard
Vile (Mayo Clinic, Rochester, MN, USA). RMA-S cell line38

was a kind gift of Prof. Toos Daemen (University of Groningen,
Groningen, Netherlands). All cell lines were cultured under
appropriate conditions.

SIINFEKL (OVA257–264), SIINFAKL, SIIWFEKL,
SVYDFFVWL (TRP-2180–188), SVYDFFAWL, SAYDFFVWL
and all their poly-K extended versions were purchased from
Zhejiang Ontores Biotechnologies Co. (Zhejiang, China) at a
purity of >90%.

Molecular histocompatbility complex (MHC) class-I
stabilization assay

The antigen processing-defective mutant cell line RMA-S
express a very limited amount of MHC-I molecules on their
surface, and they are devoid of peptides. The addition of exoge-
nous epitopes can stabilize the processing machinery and

increase the amount of H-2Kb on the membrane. 2 £ 106

RMA-S cells were incubated with indicated peptides at a con-
centration of 0.1 of 1 mg/mL in 2 mL of total volume. After
1.5 h of incubation at C37�C, cells were washed with PBS and
fixed in 4% formalin for 15 min at C4�C. Cells were then
washed again with PBS and centrifuged at 1,200 rpm for 5 min.
The pellet was stained with a PE-labeled anti-H-2Kb antibody
(Biolegend, San Diego, CA, USA). Cells were washed two times
and suspended in 400 mL of PBS. The amount of H-2Kb on the
membrane was quantified by a Gallios flow cytometer (Beck-
man Coulter). gMFI was normalized to the negative control
(RMA-S cells incubated without peptide).

Carboxyfluorescein succinimidyl ester (CFSE) proliferation
assay with OT-I splenocytes

The CD8C T-cells of C57BL/6-Tg(TcraTcrb)1100Mjb/Crl (OT-
I) mice (Charles River) have a T-cell receptor specific for the
OVA-derived class I epitope SIINFEKL.39 Spleens were col-
lected from OT-I mice and were gently disrupted through
70 mM cell strainers and single cell suspensions were frozen in
10% DMSO at ¡80�C. On the day of the assay, splenocytes
were thawed, washed and resuspended in PBS. Then, spleno-
cytes were added with CFSE (Sigma-Aldrich) diluted 1:100 in a
volume of 1.1 mL of PBS for 10 min at C37�C. Labeled cells
were washed two times in 10 mL of PBS and then resuspended
in complete media. CFSE-labeled OT-I splenocytes were incu-
bated for 72 h with indicated stimuli (13 mM for peptides and
0.1 mg /mL for Concanavalin A) in 230 mL in 96 multiwell
plates (V-bottom shaped). Samples were washed and incubated
with Fc Block (Biolegend) and then stained with APC-labeled
anti-CD8C and PE-labeled anti-CD3 antibodies. Cells were
washed two times, resuspended in 400 mL and analyzed by
flow cytometry.

Animal experiments and immunizations

C57BL/6J (H-2Kb and H-2Db) mice have been obtained from
Scanbur (Denmark) at 4–6 weeks of age. Mice have been kept
in air-isolated cages with unlimited access to food. All proce-
dures have been carried in a level 2 biosafety cabinet under ster-
ile conditions. Mice have been anesthetized using isofluorane
vaporizers. Subcutaneous tumor models have been made by
injecting 2.5 £ 105 B16.OVA or 1.5 £ 105 B16-F10 tumor cells
(when 80% confluent in T175 flasks) on the flanks of each
mouse in 100 mL of non-supplemented RPMI-1640 media.
When the tumors reached an average diameter of 3–5 mm
(usually 9–10 d) treatments were initiated after blind randomi-
zation of mice. Details about each treatment schedule are fully
given in the figure legends. All animal experiments were
reviewed and approved by the Experimental Animal Commit-
tee of the University of Helsinki and the Provincial Govern-
ment of Southern Finland.

For therapeutic immunization, we used immunogenic onco-
lytic human adenoviruses serotype 5 (unable to replicate in
murine tumors) as adjuvants for enhanced toll-like receptor
stimulation.27,40,41 Briefly, MHC-I epitope sequences were elon-
gated at the N-terminus with additional lysines to increase their
net charge. This modification does not hinder the cross-
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presentation of the epitopes.27 Then 20 mg of peptide was
mixed with 1 £ 109 viral particles of negatively charged adeno-
viruses to allow the formation of virus-peptide complexes.
Then the peptide-virus complex was administered intra-tumor-
ally in 50 mL of natrium chloride solution.

Enzyme linked immunospot (ELISPOT) IFNg assay

Spleens have been collected from mice, disrupted and passed
through a 70 mm cell strainer. They were stored in ¡80�C in
10% DMSO. On the day of the assay, splenocytes were quickly
thawed at C37�C. Samples were transferred into falcon tubes
and 8 mL of complete media was slowly added. Cells were cen-
trifuged to eliminate residual DMSO and resuspended in serum
free CTL media supplemented with 1% L-glutamine and benzo-
nase (50 U/mL). Samples were counted and viability was
assayed by Trypan-Blue staining. Samples viability ranged from
80% up to 95%. Splenocytes were plated at a concentration of
2.5 £ 105 or 3 £ 105 cells/well (refer to figure legends). Cells
have been stimulated with 50 or 200 ng of peptides of interest
in 200 mL of final volume. PBS C 1% DMSO and Concanavalin
A have been used as negative and positive controls respectively.

Stimulation was performed for 72 h in incubators (37�C, 5%
CO2). Afterwards, the plates have been processed according to
manufacturer’s instructions (CTL Immunospot, Bonn, Ger-
many). The analysis of the plates (digital images production
and spot evaluation) has been outsourced to CTL Immunospot.

Statistical analysis

Statistical significance was determined using GraphPad Prism 6
(GraphPad Software, Inc., La Jolla, CA, USA). A detailed
description of the statistical methods used to analyze the data
from each experiment can be found in each figure legend.
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A, Keşmir C, Peters B. Properties of MHC class I presented peptides
that enhance immunogenicity. PLoS Comput Biol 2013; 9(10):
e1003266; PMID: 24204222; https://doi.org/10.1371/journal.pcbi.
1003266

25. Rammensee HG, Falk K, Rotzschke O. Peptides naturally presented by
MHC Class-I molecules. Annu Rev Immunol 1993; 11:213-44; PMID:
8476560; https://doi.org/10.1146/annurev.iy.11.040193.001241

26. Esquivel F, Yewdell J, Bennink J. RMA/S cells present endogenously
synthesized cytosolic proteins to class I-restricted cytotoxic T lympho-
cytes. J Exp Med 1992; 175(1):163-8; PMID: 1309852; https://doi.org/
10.1084/jem.175.1.163

27. Capasso C, Hirvinen M, Garofalo M, Romaniuk D, Kuryk L, Sarvela
T, Vitale A, Antopolsky M, Magarkar A, Viitala T et al. Oncolytic
adenoviruses coated with MHC-I tumor epitopes increase the antitu-
mor immunity and efficacy against melanoma. Oncoimmunology
2016; 5(4):e1105429; PMID: 27141389; https://doi.org/10.1080/
2162402X.2015.1105429

28. Novellino L, Castelli C, Parmiani G. A listing of human tumor anti-
gens recognized by T cells: March 2004 update. Cancer Immunol
Immunother 2005; 54(3):187-207; PMID: 15309328; https://doi.org/
10.1007/s00262-004-0560-6

29. Wang R-F, Appella E, Kawakami Y, Kang X, Rosenberg SA. Identifica-
tion of TRP-2 as a human tumor antigen recognized by cytotoxic T
lymphocytes. J Exp Med 1996; 184(6):2207-16; PMID: 8976176;
https://doi.org/10.1084/jem.184.6.2207

30. Dyall R, Bowne WB, Weber LW, LeMaoult J, Szabo P, Moroi Y, Piskun
G, Lewis JJ, Houghton AN, Nikoli�c-Zugi�c J. Heteroclitic immunization

induces tumor immunity. J Exp Med 1998; 188(9):1553-61; PMID:
9802967; https://doi.org/10.1084/jem.188.9.1553

31. McWilliams JA, McGurran SM, Dow SW, Slansky JE, Kedl RM. A
modified tyrosinase-related protein 2 epitope generates high-affinity
tumor-specific T cells but does not mediate therapeutic efficacy in an
intradermal tumor model. J Immunol 2006; 177(1):155-61; PMID:
16785510; https://doi.org/10.4049/jimmunol.177.1.155

32. Brusic V, Bajic VB, Petrovsky N. Computational methods for predic-
tion of T-cell epitopes—a framework for modelling, testing, and appli-
cations. Methods 2004; 34(4):436-43; PMID: 15542369; https://doi.
org/10.1016/j.ymeth.2004.06.006

33. Cole DK, Edwards ES, Wynn KK, Clement M, Miles JJ, Ladell K,
Ekeruche J, Gostick E, Adams KJ, Skowera A et al. Modification of
MHC anchor residues generates heteroclitic peptides that alter TCR
binding and T cell recognition. J Immunol 2010; 185(4):2600-10;
PMID: 20639478; https://doi.org/10.4049/jimmunol.1000629

34. Koch CP, Perna AM, Pillong M, Todoroff NK, Wrede P, Folkers G,
Hiss JA, Schneider G. Scrutinizing MHC-I binding peptides and their
limits of variation. PLoS Comput Biol 2013; 9(6):e1003088; PMID:
23754940; https://doi.org/10.1371/journal.pcbi.1003088

35. Messaoudi I, LeMaoult J, Nikolic-Zugic J. The mode of ligand recogni-
tion by two peptide: MHC class I-specific monoclonal antibodies. J
Immunol 1999; 163(6):3286-94; PMID: 10477598

36. Romero P, Valmori D, Pittet MJ, Zippelius A, Rimoldi D, L�evy F, Dutoit
V, Ayyoub M, Rubio-Godoy V, Michielin O et al. Antigenicity and
immunogenicity of Melan-A/MART-1 derived peptides as targets for
tumor reactive CTL in human melanoma. Immunol Rev 2002; 188:81-
96; PMID: 12445283; https://doi.org/10.1034/j.1600-065X.2002.18808.x

37. Moore MW, Carbone FR, Bevan MJ. Introduction of soluble protein
into the class I pathway of antigen processing and presentation. Cell
1988; 54(6):777-85; PMID: 3261634; https://doi.org/10.1016/S0092-
8674(88)91043-4

38. De Bruijn ML, Schumacher TN, Nieland JD, Ploegh HL, Kast WM,
Melief CJ. Peptide loading of empty major histocompatibility complex
molecules on RMA-S cells allows the induction of primary cytotoxic T
lymphocyte responses. Eur J Immunol 1991; 21(12):2963-70; PMID:
1660811; https://doi.org/10.1002/eji.1830211210

39. Didierlaurent AM, Collignon C, Bourguignon P, Wouters S, Fie-
rens K, Fochesato M, Dendouga N, Langlet C, Malissen B, Lam-
brecht BN et al. Enhancement of adaptive immunity by the
human vaccine adjuvant AS01 depends on activated dendritic
cells. J Immunol 2014; 193(4):1920-30; PMID: 25024381; https://
doi.org/10.4049/jimmunol.1400948

40. Cerullo V, Seiler MP, Mane V, Brunetti-Pierri N, Clarke C, Bertin TK,
Rodgers JR, Lee B. Toll-like receptor 9 triggers an innate immune
response to helper-dependent adenoviral vectors. Mol Ther 2007; 15
(2):378-85; PMID: 17235317; https://doi.org/10.1038/sj.mt.6300031

41. Cerullo V, Diaconu I, Romano V, Hirvinen M, Ugolini M, Escutenaire
S, Holm SL, Kipar A, Kanerva A, Hemminki A. An oncolytic adenovi-
rus enhanced for toll-like receptor 9 stimulation increases antitumor
immune responses and tumor clearance. Mol Ther 2012; 20(11):2076-
86; PMID: 22828500; https://doi.org/10.1038/mt.2012.137

e1319028-14 C. CAPASSO ET AL.

https://doi.org/25311806
https://doi.org/10.4049/jimmunol.1400800
https://doi.org/10.1038/sj.jid.5700545
https://doi.org/8976176
https://doi.org/10.1084/jem.184.6.2207
https://doi.org/9862732
https://doi.org/10.1186/s13073-016-0288-x
https://doi.org/19002680
https://doi.org/10.1007/s00251-008-0341-z
https://doi.org/10.1371/journal.pcbi.1003266
https://doi.org/10.1371/journal.pcbi.1003266
https://doi.org/10.1146/annurev.iy.11.040193.001241
https://doi.org/1309852
https://doi.org/10.1084/jem.175.1.163
https://doi.org/10.1080/2162402X.2015.1105429
https://doi.org/10.1080/2162402X.2015.1105429
https://doi.org/15309328
https://doi.org/10.1007/s00262-004-0560-6
https://doi.org/8976176
https://doi.org/10.1084/jem.184.6.2207
https://doi.org/10.1084/jem.188.9.1553
https://doi.org/10.4049/jimmunol.177.1.155
https://doi.org/15542369
https://doi.org/10.1016/j.ymeth.2004.06.006
https://doi.org/10.4049/jimmunol.1000629
https://doi.org/10.1371/journal.pcbi.1003088
https://doi.org/10477598
https://doi.org/10.1034/j.1600-065X.2002.18808.x
https://doi.org/10.1016/S0092-8674(88)91043-4
https://doi.org/10.1016/S0092-8674(88)91043-4
https://doi.org/10.1002/eji.1830211210
https://doi.org/25024381
https://doi.org/10.4049/jimmunol.1400948
https://doi.org/10.1038/sj.mt.6300031
https://doi.org/10.1038/mt.2012.137


STUDY III 
This is an Accepted Manuscript of an article published by Taylor & Francis in Oncoimmunology on 07/05/2018. 
The original article can be found at https://doi.org/10.1080/2162402X.2018.1457596



Oncolytic vaccines increase the response to PD-L1 blockade in immunogenic and poorly 

immunogenic tumors. 

Authors 

Feola S.1,*, Capasso C.2,*, Fusciello M. 2, Martins B. 2, Tähtinen S.2, Medeot M.5, Carpi S.3, Frascaro F.4, 

Ylosmäki E. 2, Peltonen K. 2, Pastore L. 1,7, Cerullo V2,#. 

* These authors have equally contributed to the manuscript.

# Corresponding author.

Affiliations 

1. Dipartimento di medicina Molecolare e Biotecnologie Mediche, Universitá di Napoli Federico

II, Via Pansini 5, Naples, Italy.

2. Laboratory of Immunovirotherapy, Drug Research Doctoral Program, University of Helsinki,

Helsinki, Finland.

3. University of Pisa, Lungarno Antonio Pacinotti, Pisa, Italy

4. University of Siena, via Aldo Moro 2, Siena, Italy.

5. Department of pharmaceutical and pharmacological sciences, University of Padova, Via F.

Marzolo 5, Padova, Italy.

6. CEINGE-Biotecnologie Avanzate, Naples, Italy



Abstract 

Activation of immune checkpoint pathways and limited T- cell infiltration result in immunological 

escape of tumors. Although immune checkpoint inhibitors are currently approved for several types of 

cancers, the response rate is often limited by the lack of tumor specific T-cells within the malignant 

tissue. Therefore, new combinatorial strategies are needed to enhance the clinical benefit of immune 

checkpoint inhibitors.  

We have previously developed PeptiCRAd, an oncolytic vaccine platform capable of directing the 

immune response toward tumor epitopes. In this study, we evaluated whether the platform could be 

used to increase the response rate to checkpoint inhibitors in both highly immunogenic and poorly 

immunogenic tumors, such as melanoma and triple negative breast cancer (TNBC). 

We report here that anti-PD-L1 therapy in combination with PeptiCRAd significantly reduced the 

growth of melanomas and increased the response rate to checkpoint inhibition. In fact, we registered a 

higher rate of complete responses among mice treated with the combination. This approach promoted 

the presence of non-exhausted antigen-specific T-cells within the tumor in comparison to anti-PD-L1 

monotherapy. Furthermore, we found that targeting both MHC-I and II restricted tumor epitopes was 

necessary to decrease the growth of the poorly immunogenic TNBC model 4T1 and that combination 

with PD-L1 blockade increased the number of responders to checkpoint inhibition. Finally, the 

described strategy was validated in a translational in vitro model using HLA matched human PBMCs 

and tumor cell lines. Consistent to our previous results, improved cytotoxicity was observed with 

combination of PeptiCRAd and anti-PD-L1. 

These results demonstrate that oncolytic virus based cancer vaccine can significantly improve the 

response rate to checkpoint blocking antibodies in the context of immunogenic and non-immunogenic 

tumors.  



INTRODUCTION  

The tumor microenvironment (TME) dampens anti-tumor responses by enhancing 

immunosuppressive circuits. Among these, inhibition of dendritic cells 1, attraction of myeloid derived 

suppressor cells (MDSCs) 2-3 and recruitment of regulatory T cells (Tregs) 4 are effective strategies that 

malignant cells use to evade immune surveillance. In addition, antigen-specific T-cells that infiltrate 

tumors and recognize tumor antigens are effectively inactivated by immune checkpoint pathways 5-6. 

These pathways are promoted by ligation of inhibitory receptors (IRs) and are involved in the 

phenomenon of T-cell exhaustion. Some of these receptors, such as Programmed cell death-1 (PD-1), 

are upregulated on T-cells after their priming (antigen-experiences T-cells) and serve as a physiological 

negative feedback to resolve immune responses 7. However, chronic exposure to cognate antigens in 

combination with sustained signalling via IRs results in T-cell dysfunction and anergy (i.e. exhaustion) 8. 

Interestingly, this mechanism is often exploited by tumor cells to disrupt T-cell responses 6. Therefore, 

reverting or preventing the exhaustion of anti-tumor T cells by blocking IRs with monoclonal 

antibodies (i.e. immune checkpoint inhibitors, ICIs) has led to clinical responses in several cancer 

indications since receiving FDA approval FDA 9-11. 

Although immune checkpoint blockade has been shown to induce durable responses and long-term 

remissions, many patients fail to respond or develop resistance over time 9. The absence of tumor 

specific immunity and/or the poor infiltration of immune cells into the tumor results into 

unresponsiveness to ICI therapy 12. This represents a strong rationale for the combination of 

checkpoint inhibition and active immunotherapy in order to turn an immunologically “cold” tumor 

into a “hot” one 13-14. 

 

The natural immunogenicity of viruses combined with their oncolytic activity favours the induction of a 

pro-inflammatory environment 15. Oncolytic viruses are able to foster a specific anti-tumor immune 

response 16 and thus represent optimal candidates for combination with ICI therapy. The first approved 

oncolytic virus T-VEC is currently being evaluated in combination with ipililmumab (anti-CTLA4) in a 



phase II trial (NCT01740297) and with pembrolizumab (anti-PD-1) in a phase Ib/III trail 

(NCT02263508) in melanoma patients 17.  Traditional oncolytic viruses such as T-VEC might prevent 

optimal treatment results with ICI by skewing the immune response toward viral antigens rather than 

tumor antigens, causing the checkpoint blockade to affect mainly anti-viral T cells and thus leading to 

faster virus clearance from tumors. Instead of traditional oncolytic viruses, we propose to combine 

Programmed death-ligand 1 (PD-L1) blockade with PeptiCRAd, an improved oncolytic vaccine 

platform that we have previously described18. This platform is based on oncolytic viruses coated with 

tumor-specific peptides using electrostatic interactions (18). We have previously shown that loading 

major histocompatibility complex I (MHC-I) restricted peptides onto the immunogenic viral capsid can 

promote tumor-specific immune responses in humanized mice bearing human melanoma tumors (18). 

In this study, we evaluated the feasibility of PeptiCRAd in context of checkpoint inhibition in vitro using 

HLA matched human peripheral blood mononuclear cells (PBMCs) with tumor cell lines and in vivo 

using two different syngeneic mouse tumor models representing two distinct tumor types: highly 

immunogenic melanoma and poorly immunogenic triple negative breast cancer (TNBC). 

RESULTS 

The murine B16.OVA tumor model contains PD-1+ TILs, making it a suitable model for 

checkpoint inhibition studies 

Immunotherapy studies require models which are responsive to modulation of tumor 

microenvironment by using cancer vaccines or checkpoint inhibitors. Therefore, we characterized the 

syngeneic B16.OVA melanoma model expressing the xeno-antigen ovalbumin, which is a widely used 

model antigen in immunological studies. By using flow cytometry, we observed that majority of 

B16.OVA cells express PD-L1 on their surface at steady state in vitro. However, upon exposure to 

interferon γ (IFNγ), the percentage of PD-L1 positive cells increased from 67 % to 79 % (Figure 1A, 

left) and the expression level of PD-L1 on the cells (represented by the geometric mean fluorescence 

intensity, gMFI) increased as well (Figure 1A, right). Next, we studied the phenotype of tumor-



infiltrating lymphocytes (TILs) in B16.OVA tumors engrafted subcutaneously in C57BL/6J mice. We 

found that both CD4+ and CD8+ T-cells expressed PD-1 on their cell surface. However, CD8+ T-

cells featured significantly higher levels of PD-1 compared to CD4+ T-cells (Figure 1B, left). 

Interestingly, we found profound differences in the PD-1 staining on CD8+ T-cells upon analysis of 

different organs. In fact, CD8+ TILs feature significantly higher levels of PD-1 compared to CD8+ T-

cells found in secondary lymphoid organs (spleen or tumor-draining lymph nodes) of tumor bearing 

mice (Figure 1B, right).  

The differences in the phenotypic state of TILs prompted us to evaluate a possible correlation between 

different T-cell populations within the tumor. In this analysis, we define PD-1+TIM-3- cells as active 

and antigen experienced (i.e. Act) whereas PD-1+TIM-3+ cells are defined as antigen experienced but 

exhausted (i.e. Exh). As shown in figure 1C we report the Pearson´s coefficients for the correlation 

between different subsets. A positive value indicates a positive correlation, while a negative value 

suggests a negative one. The presence of Activated CD4+ T-cells within the tumor positively correlates 

with an increased number of Activated CD8+ T-cells in the very same tumor. Vice versa, we found 

that the number of Exhausted CD4+ T-cells correlates with an increased number of Exhausted CD8+ 

T-cells. These finding suggests that there might be an underlying link between activation and 

exhaustion states of different sub-populations of T-cells. 

 

The response rate to PD-L1 blockade is increased by combination with oncolytic vaccines in 

vivo. 

Despite achieving complete responses in some cases, many patients do not benefit from the expensive 

treatment. Desert tumors (i.e. cold tumors) are less responsive than tumors featuring high presence of 

TILs (i.e. hot tumors). Therefore, we sought to investigate how to improve the response to checkpoint 

inhibition by combining active immunotherapy such as an oncolytic vaccine platform (i.e. PeptiCRAd) 

with anti-PD-L1 therapy. 



Mimicking a non-injectable lesion model, we treated B16.OVA-bearing mice with intraperitoneal 

administration of anti-PD-L1 antibody (aPD-L1) alone or in combination with subcutaneous injections 

of OVA-targeting PeptiCRAd (i.e. OVA-PeptiCRAd). PD-L1-blocking antibody slowed down the 

tumor growth compared to mock-treated mice, however, the combination with active immunotherapy 

(i.e. Combo group) increased the efficacy of the treatment significantly (Figure 2A). The primary 

tumors featured a significantly slower growth-kinetics as represented by the area under the curve 

analysis (AUC, figure 2B). Interestingly, the combination treatment was able to significantly reduce the 

growth of secondary tumors in a contralateral model (Figure 2C). This demonstrated that the oncolytic 

vaccine was able to create a beneficial, systemic immune response that together with the ICI reduced 

the growth of both primary and secondary tumors. When compared to mock, the overall survival of 

mice was improved by aPD-L1 therapy (median survival 29 days; figure 2D). However, the 

combination therapy was able to significantly increase the median survival of mice up to 36 days. Most 

importantly, complete responses were observed in 35.7 % of the mice in the combo group versus only 

14.2 % of mice in the aPD-L1 group. In addition to complete responders, 87.5 % of combo-treated 

mice had a tumor volume lower than 1000 mm3 compared to 42.8 % of the cases in the aPD-L1 group 

(figure 2E). Taken together these data demonstrates that the combination of immune checkpoint 

inhibitors with oncolytic vaccines improves the number of responders.  

Despite the fact that PeptiCRAd platform is designed to induce anti-tumor immunity, the high 

prevalence of adenovirus among the human population prompted us to study whether pre-existing 

immunity (PEI) could affect the efficacy of PeptiCRAd as an active immune therapy in combination 

with PD-L1 blockade. We found that the efficacy of the combination treatment was largely the same 

between pre-immunized mice (PEI-Combo group) and naïve mice (Combo) as shown in figure 2G 

and that PEI did not reduce the overall survival of treated mice (figure 2H).  

 



Immunological synergy between PD-L1 blockade and the oncolytic vaccine PeptiCRAd 

The previously described results in B16.OVA-bearing mice clearly demonstrated a benefit in combining 

checkpoint inhibitors with active immunotherapy. In order to gain insights into the phenotype of 

tumor infiltrating CTLs, we performed a series of flow cytometric assays. First, we investigated the 

activation and exhaustion state of CD3+CD8+ TILs by defining activated T cells as PD-1+TIM-3- and 

terminally exhausted T cells as PD-1+TIM-3+. Interestingly, TIM-3 single positive cells were not 

detected in any sample, suggesting that the presence of this marker is linked to the presence of PD-1 

(Figure 3A, central red section). All the immunotherapies increased the number of PD-1+ T-cells 

(figure 3A, left blue section), with PeptiCRAd and Combo treatment showing significantly more 

activated TILs than mock. Consistently, the immunotherapy treatments favoured the reduction of 

exhausted PD-1+TIM-3+ T-cells compared to mock (figure 3A, right green section). Analysis of T 

cell specificity revealed that only mice receiving the oncolytic vaccine (i.e. PeptiCRAd and Combo 

groups) showed a significantly increased presence of OVA-specific CD8+ TILs compared to mock 

treatment (Figure 3B). As shown in figure 3C, this tumor-specific population featured an increased 

ratio of activated and exhausted cells in mice receiving combination treatment (activated/exhausted 

ratio 2.541; p=0.0058) compared to other groups. This demonstrates that the aPD-L1 + PeptiCRAd 

treatment favoured the presence of activated OVA-specific T-cells upon exhausted OVA-specific T-

cells. 

 

Co-stimulation of CD4+ and CD8+ T-cells response elicits antitumor efficacy in triple negative 

breast cancer. 

Triple negative breast cancer (TNBC) lacks common tumor antigens and is considered poorly 

immunogenic. Nevertheless, we found a sustained expression of MHC-I molecules on both murine 

(supplementary figure 1A) and human (supplementary figure 1B) tumor cell lines. To this end, we 

decided to optimize our oncolytic vaccine platform to target MHC-I and MHC-II restricted tumor 

antigens simultaneously (available in Material and Methods).  



We investigated whether stimulating both CD8+ and CD4+ T cell responses would give any advantage 

over stimulating only one type of response. To this end, we treated tumor-bearing mice with 

PeptiCRAds coated either with an MHC-class I epitope (PeptiCRAd-I), with an MHC-class II epitope 

(PeptiCRAd-II) or with both class I and II peptides (PeptiCRAd I+II). While both single coated 

PeptiCRAds showed a modest growth inhibition of 4T1 cells engrafted subcutaneously in Balb/c mice, 

treatment with the PeptiCRAd I+II showed a significant reduction in tumor growth at day 15 when 

compared to mock (figure 4A). Nevertheless, the therapeutic vaccination with this approach did not 

lead to the full control of tumors. Following flow cytometric analysis, 4T1 tumor cells were found to 

express high levels of PD-L1 both in vitro (figure 4B) and in vivo (figure 4C). We found the 4T1 tumor 

model to modulate the expression of PD-L1 in response to IFN𝛾 in vitro (Figure 5B) and this may 

explain the resistance of tumor cells to the treatment despite the infiltration of tumors with CD8+ and 

CD4+ T-cells. We further characterized the phenotype of TILs in 4T1 tumors and found that both 

CD4+ and CD8+ TILs expressed PD-1, while the proportion of PD-1+ cells was higher in the CD8+ 

subset (figure 5D). Interestingly, we found statistically significant differences in the PD-1 status on 

CD8+ T-cells while analysing different organs. In fact, higher proportion of CD8+ T-cells found in 

tumors were PD-1+ compared to T-cells found in the spleen or draining lymph nodes (figure 4D, 

right). This analysis suggests that the strong tumor immunosuppressive environment might limit the 

efficacy of oncolytic vaccines. 

 

The combination of PD-L1 blockade and PeptiCRAd boosts anti-tumor efficacy against TNBC 

by modulating the immunosuppressive tumor microenvironment. 

In order to further investigate the possible benefits of combining aPD-L1 with the oncolytic vaccine, 

Balb/c mice were engrafted with 4T1 cells and treated with aPD-L1 monoclonal antibody in 

combination with the PeptiCRAd coated with MHC-I and II epitopes. As shown in Figure 5A, 

treatment with PD-L1 blockade only resulted in a response rate of 37.5 % of the treated mice. In 

contrast, 62.5 % of mice treated with the PeptiCRAd I+II and aPD-L1 responded to therapy. 



Tumors were collected and immunological analyses were performed. Compared to aPD-L1 alone, the 

co-administration of PeptiCRAd I+II increased the percentage of CD8+ TILs while reducing CD4+ 

TILs (Figure 5B).  

Next, we decided to investigate the immunological environment possibly affecting therapeutic 

outcomes the strong immunosuppressive TME in 4T1 mammary carcinoma model features the 

presence of myeloid-derived suppressor cells (MDSCs) 2, 19-20. Hence, we evaluated the infiltration of 

tumors by the neutrophilic N-MDSC (Ly6Ghigh and Ly6C intermediate/high) subtype 19. Tumors treated with 

PeptiCRAd I+II and + aPD-L1 showed statistically higher neutrophil infiltration compared to control 

groups (Figure 5C). This is relevant observation as it has been suggested that neutrophils can limit the 

tumor growth through their cytotoxic activity 21. 

Finally, to reproduce the findings in a clinically relevant in vitro model, we stimulated human PBMCs 

from healthy donors with oncolytic vaccines and co-incubated them with target (tumor) cells to 

evaluate T-cell mediated killing in the presence or absence of aPD-L1 (details about HLA phenotyping 

and matching of human samples are available in the material and methods section and in Table 1). The 

PBMCs were pulsed with PeptiCRAd targeting tumor associated antigens from human melanoma 

(MAGE A1) or TNBC (MAGE A4) 22-24. Interestingly, in both cases we observed a statistically 

significant difference in the killing ability of PBMCs. In particular, the cytotoxic activity of PBMCs was 

enhanced in presence of anti-PD-L1 antibody (Figure 5D). 

In conclusion, our data demonstrates that PeptiCRAd can promote antigen-specific T cell responses 

which are beneficial for checkpoint inhibition therapy, thus providing a strong rationale for a 

combinatorial approach. 

 

 

DISCUSSION 

 



Under physiological conditions, immune checkpoint pathways maintain self-tolerance and help in 

resolving the inflammation after the clearance of pathogens 25. However, cancer cells use these anti-

inflammatory receptors to dysregulate CD8+ and CD4+ T-cells 14, 25-26. The infiltration of immune cells 

within the tumor tissue represents a favourable prognostic factor, as it often reflects an undergoing 

immune response. Immune-infiltrated tumors are defined as “hot”, while poorly infiltrated tumors are 

defined as “cold”. The distinction between these two scenarios is becoming more and more important 

to estimate the risk-to-benefit ratio of expensive therapies such as ICIs. In fact, despite the remarkable 

results that this class of drugs has achieved in many studies in terms of overall survival, the response 

rates are still limited. For instance, the phase III clinical study that led to the approval of Ipilimumab 

registered a response rate of only 10.9% and a disease control rate of 28.5%. Similarly, the PD-1 

blocking antibody Nivolumab has been tested in a variety of tumors such as non-small cell lung cancer, 

melanoma and renal cell carcinoma with response rates ranging from 18 to 27 %. Another independent 

study revealed an encouraging response rate of 51 % in patients with advanced melanoma, although 

only 9 % of the patients experienced complete responses 9. The need to increase the response rate to 

checkpoint inhibition prompted us to study their combination with oncolytic vaccines which are 

suitable candidates because of their natural immunogenicity 27; in addition, the lysis of cancer cells 

might reveal hidden antigens and enhance their immune presentation 16, 28. In 2015, the Food and Drug 

Administration approved the use of an oncolytic herpes simplex virus (HSV)-1 for the treatment of 

melanoma 29. Similarly, to this virus, we have previously demonstrated that our oncolytic vaccine 

platform (i.e. PeptiCRAd) is able to induce potent antigen-specific responses and T-cell infiltration 18. 

Here we demonstrated that oncolytic vaccines increase the response rate of checkpoint inhibition. We 

propose a mode of action where the oncolytic vaccine fosters the induction of antigen-specific T-cells 

while the immune checkpoint inhibitor prevents their dysregulation within the TME. In fact, we 

observed an increased response rate among melanoma bearing-mice as regards the growth of primary 

and secondary untreated tumors when receiving a combination of anti-PD-L1 antibody and 

PeptiCRAd. In fact, their tumors were infiltrated with antigen-specific T-cells with the majority being 



antigen-experienced but non-exhausted. In addition, we confirmed that PEI against adenovirus does 

not impair the response to the combinational therapy, which is an important aspect for patients that 

received previous treatment with oncolytic vaccines or present PEI to other viral platforms. Similar 

results have been recently described in a clinical study of Pembrolizumab with T-VEC. Although being 

characterized by a small sample size, this phase Ib study revealed an impressive 62 % response rate in 

patients with metastatic melanoma. Consistently with our results, the tumors of patients showed an 

increased infiltration of T-cells 30 that might be caused by the viral treatment.  

After the clinical success of checkpoint inhibition against melanoma, several studies suggested their use 

to treat different types of cancer. However, in these cases there is an even stronger need for T-cell 

infiltration and an underlying immune response 31. A recent study showed how oncolytic virotherapy 

helps in overcoming PD-1 resistance by inducing neo-antigen specific T-cells following oncolysis of the 

tumor tissue 32. Therefore, we investigated if our oncolytic vaccine platform in combination with PD-

L1 blockade could be effective against a poorly immunogenic tumor model, such as TNBC. First, we 

were able to demonstrate the benefit of targeting both CD4 and CD8 epitopes at the same time. This 

correlates with studies where engagement of the T-helper compartment has been shown to increase the 

efficacy of cancer vaccine strategies 33-34. Aarntzen and colleagues have demonstrated that combining 

CD4 and CD8 epitopes improves median progression-free survival of patients with stage III and IV 

melanoma with detectable antigen-specific responses among skin-infiltrating lymphocytes 35. Similar 

approaches featured the production of longer peptides including both CD4 and CD8 epitopes. The 

CD4+ T-helper cells support CTLs by production of IL-2 and they increase the efficacy of antigen 

presentation by licensing DCs through the CD40/CD40L pathway 36. We have previously 

demonstrated that the PeptiCRAd platform increased the maturation of DCs; our data supports the 

hypothesis that including CD4 epitopes improves the control of tumor growth. Combination of this 

platform with PD-L1 blockade increased the number of mice responding to checkpoint inhibition from 

35 %, observed with aPD-L1, up to 62 % with combination therapy. 



The crosstalk between cancer and immune system plays a pivotal role in the tumor regression or 

progression 13. The lack of appropriate models prompted us to investigate our strategy in a clinically 

relevant model. To this end, in according to data from literature 37, we have established an in vitro co-

culture system for TNBC and melanoma models with HLA-matched PBMCs: we observed an 

improved killing ability of oncolytic vaccine-pulsed PBMCs in presence of PD-L1 antibody. 

Clinical studies are now focusing on turning cold tumors into hot tumors, hence providing the 

blockade of immune checkpoints with the immunological support they need. In addition, the 

engagement of T-helper cells should not be overlooked despite the limited availability of shared CD4 

epitopes. However, recent progress in whole exome sequencing, RNAseq and ligandome analysis opens 

new possibilities for neo-antigen identification. For this reason, highly versatile platforms, such as 

oncolytic vaccines are suitable for multi-targeted approaches, enabling increased response rates to 

checkpoint inhibitors in cancer patients. 

 

MATERIALS AND METHODS 

Cell lines and reagents 

The cell line B16-OVA, a mouse melanoma cell line expressing chicken OVA, was kindly provided by 

Prof. Richard Vile (Mayo Clinic, Rochester, MN, USA).  The human malignant melanoma cell line SK-

MEL-2 were purchased from the American Type Culture Collection (ATCC; Manassas, VA, USA). 

Mouse breast cancer cell line (4T1) and human breast cancer cell line (MDA-MB-436) were purchased 

from the American Type Culture Collection (ATCC; Manassas, VA, USA) All cell lines were cultured 

according to ATCC recommendations. The cells were cultured in RPMI-1640 high glucose and 

DMEM low glucose respectively and supplemented with 10 % FBS ,1 % antibiotics and 1 % of L-

Glutamine. All cells were grown in 37°C, 5 % CO2 in a humidified atmosphere. 

PBMC were purchased from Immune Spot (Bonn, Germany) and HLA matched with SK-MEL2 and 

MDA-MB-436. 



Murine and human interferon  used in the vitro experiment were purchased from Sigma Aldrich and 

used both at final concentration of 10 ng/mL. The anti-mouse and anti-human PD-L1 (B7-H1) 

monoclonal antibody was purchased from Bio X Cell. 

The following peptides were used through the study: poly-K-SIINFEKL (KKKKKKSIINFEKL), 

Tmtc2 (KKKKQGVTVLAVSAVYDIFVFHRLKMKQILP), 

Wdr11(KKKKKKKKKKNDEPDLDPVQELIYDLRSQCDAIRVTK), Zfr 

(KKAHIRGAKHQKVVTLHTKLGKPIPSTEP), Adamts9 

(KKKKKKKDYTAAGFSSFQKLRLDLTSMQIITTD), Pan HLA-DR reactive epitope (PADRE) 

(KKKKAKFVAAWTLKAAA), Mageb-1/Mageb-2 (KKKKKKAGTSIQHTLKDPI) and MAGE A4 

(KKKKKKKKWVQENYLEY) were purchased from Zhejiang Ontores Biotechnologies Co. 

(Zhejiang, China) 

 

PBMCs killing assay of target tumor cells 

All the PBMCs used in this work were cultured with human IL-2 at a final concentration of 3.3 ng/ml 

per 0.15x106 cells and pulsed with PeptiCRAd as described in the experimental procedure for 2 days. 

The PBMCs were added to the cells at ratio 10:1 and after 5 days the viability was evaluated by MTS 

assay in according to the manufacturer´s protocol (CellTiter 96 Aqueous One Solution Cell 

Proliferation Assay; Promega, Nacka, Sweden). Spectrophotometric data were acquired with Varioskan 

Flash Multimode Reader (Thermo Scientific, Carlsbad, CA, USA). 

 

Animal Experiments and ethical permits 

All animal experiments were reviewed and approved by the Experimental Animal Committee of the 

University of Helsinki and the Provincial Government of Southern Finland (license number 

ESAVI/9817/04.10.07/2016) 

Female BALB/cOlaHsd mice 4-6 weeks old were obtained from Envigo (Harlan, USA) and used as a 

syngeneic mouse tumor model of breast cancer. 3x105 4T1 cells were injected subcutaneously in the 



right flank. For the melanoma syngeneic model, we used 4-6 weeks old female C57BL/6J mice 

engrafted subcutaneously with 3x105 B16.OVA cells. Details about the schedule of the treatment can 

be found in the figure legends. Viral dose was 1x109 vp/tumor complexed with 20 µg of the chosen 

epitope. Checkpoint inhibitors were give intraperitoneally at a dose of 200 µg/mouse. 

Flow Cytometry  

The antibodies used are the following: TruStain Fc block anti-mouse and anti-human CD16/32 

(BioLegend); FITC anti-mouse CD8 (ProImmune); APC anti-mouse CD4 (BioLegend); PE-anti-mouse 

and anti-human CD279/PD-1 (BioLegend); PE/Cy7 anti-mouse TIM-3 (BioLegend); Percp/Cy5.5 

anti-mouse CD3 (BioLegend); APC anti-mouse H2Kd (BioLegend); APC anti-mouse I/A-I/E 

(BioLegend); PE-anti-human and mouse CD274 B7-H1 (PD-L1) (BioLegend) ; PE anti-human HLA-

A, B,C (BioLegend); FITC anti-mouse Cd11b (BD Pharmingen); PE anti-mouse Ly6G (BD 

Pharmingen); APC anti-mouse Ly6C (BD Pharmingen). The data were acquired using BD Accuri 6C 

plus (BD) or Gallios (Beckmann Coulter) flow cytometers. Data analyzed using FlowJo software v10 

(Ashland, Oregon, USA). 

 

PeptiCRAd complex formation 

Oncolytic adenovirus and polyK epitope (Ontores, Zhejiang, China) were mixed to prepare the 

PeptiCRAd complex. We mixed polyK epitope with Ad-5-D24-CpG for 15 minutes at room 

temperature and after that we use this complex to treat the mice. More details about the stability and 

formation of the complex can be found in our previous study 18. 

 

HLA genotyping and PBMCs samples 

The DNA extraction was performed according to the manufacturer´s protocol (QIAamp DNA Mini 

Kit 50 Qiagen); the HLA-A, B and DRB1 was analysed on high resolution (4digit Sanger´s sequencing) 

by the Finnish Red Cross. The results of the genotypization can be found in table 1. 



Cryopreserved PBMCs were purchased from the cryo-bank available at CTL (Cellular Technology 

Limited) and were used under the license number ESAVI/9817/04.10.07/2016. 

 

Statistical Analysis  

Statistical analysis was performed using Graphpad Prism 6.0 software (Graphpad Software Inc., La 

Jolla, CA USA). For animal experiment, 2way ANOVA with Tukey´s multiple comparisons test was 

used and P<0.05 was considered statistically significant. All results are expressed as the mean ± 

standard error of the mean (SEM). Details about the statistical tests for each experiment can be found 

in the correspondent figure legend.  
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Figures & Table legend 

Figure 1. Characterization of the immunological properties of the B16.OVA model and its 

suitability for immune checkpoint inhibition studies. 

A) B16.OVA melanoma cells were incubated for 24 hours with or without murine IFNγ. On the 

following day cells were stained for the presence of PD-L1 and analyzed by flow cytometry. An isotype 

antibody served as negative control. The percentage of PD-L1+ positive cells (left panel) and the 

geometrical mean fluorescence intensity (gMFI; right panel) are plotted as the mean ± SEM. B) 

Analysis of immunological samples collected from C57BL/6J female mice engrafted with B16.OVA 

tumors. The expression of the marker PD-1 on the surface of CD3+CD4+ and CD3+CD8+ tumor 

infiltrating cells (left panel). PD-1 expression on CD3+CD8+ cells in different organs. Statistics are 

done by using the Student´s t-test; *** p<0,001, **** p<0,0001. C) Activated (Act) (PD-1+TIM3-) or 

Exhausted (Exh) (PD-1+TIM-3+) lymphocytes were defined within the CD4+ or CD8+ populations 

by flow cytometry. The Pearson´s coefficient of correlation between all populations was then 

calculated. A positive coefficient represents a positive correlation, while a negative coefficient 

represents a negative correlation. 

 

Figure 2. Combination of oncolytic vaccines and PD-L1 blockade increases the response to 

checkpoint inhibition.  

B16.OVA bearing female C57BL/6J mice (n=7-8) were treated with saline solution (mock), OVA-

PeptiCRAd oncolytic vaccine (day 6, 8 and 10, sub-cutaneously), 100 ug of anti-PD-L1 blocking 

antibody (aPD-L1) three times per week or a combination of the two monotherapies (Combo). A) 

Tumor volumes are plotted as the mean ± SEM. B) The area under the curves relative to the tumor 

growth of mice was calculated and plotted as the mean ± SEM. C) At day 28 long-term survivors were 

re-challenged on the left flank with B16 melanoma tumor cells (300000 cells/mouse). Volumes of the 

secondary tumors of long-term survivors are presented as mean ± SEM. E) Survival curve relative to 

the experiment presented in A. The percentage of tumor-free mice is indicated for aPD-L1 and Combo 



groups. The median survival of each group is reported in the table below the graph. F) The volumes of 

the primary tumors at day 35 are reported for each mouse to define the responders VS non-responders. 

Threshold of 1000 mm3 was set to define the response. The percentage of responders is reported below 

the x axis. G) C57BL/6J mice pre-immunized with the oncolytic adenovirus (PEI-COMBO) or naïve 

mice (Combo) were engrafted with B16.OVA tumor cells. Both groups received the combination of 

oncolytic vaccine PeptiCRAd and aPD-L1 with standard regiment used previously. Tumor volume is 

presented as the mean ± SEM. H) Survival of the groups is presented and median survival reported. 

For tumor growth curves statistic were calculated by Two-Way ANOVA with Tukey´s post-test. The 

log rank Mantel-Cox analysis was used to calculate the p value of the survival curves. For the bar 

graphs the Student´s t-test was used. * p<0.05, ** p<0.005, *** p<0,001, **** p<0,0001. 

Figure 3. Induction of antigen specific cells by oncolytic vaccines synergizes with the 

inhibition of PD-1/PD-L1 interactions reshaping the immunological background. 

Tumor samples were collected from mice treated with the aPD-L1+OVA-PeptiCRAd combination 

presented in figure 2. CD3+CD8+ tumor infiltrating lymphocytes were evaluated for antigen specificity 

(SIINFEKL-Pentamers) and their state (PD-1 and TIM-3 expression) by flow cytometry. A) 

Percentages of single positive PD-1+ (blue) or TIM-3+ (red) or double positive PD-1+TIM-3+ (green) 

CD8+ TILs are plotted by Tukey box and whiskers for each group of animals. Analysis done by Two-

Way ANOVA. B) The percentage of OVA specific CD8+ TILs was assayed by Pentamer Staining and 

it is plotted as the mean ± SEM. Analysis done by One-way ANOVA C) The ratio between Activated 

(PD-1+) and Exhausted (PD-1+TIM-3+) OVA-specific CD8+ TILs was calculated for each mouse. 

The ratio is reported on top of each bar. A statistical test was performed to assess if the ratio was 

significantly different than 1. The p-values for each group are reported below the graph. 

 

 



Figure 4. Antitumor activity of different PeptiCRAd formulations and immunological 

background analysis. 

(A) Balb/c mice (n=7) received 3x105 4T1 cells in the right flank. Treatments were initiated on 

established tumor (9 days after implantation) and the mice were treated three times (on days 9, 11 and 

13, black arrow). The average volume is represented in the tumor´s growth curve as mean ± SEM 

(statistical analysis 2way ANOVA with Tukey´s multiple comparisons test. *p<0.05). (B) PD-L1 level 

in 4T1 are reported. The cells were stimulated with INF overnight. On the following day, the cells 

were stained for PD-L1 and analyzed by flow cytometry. The percentage of PD-L1 positive cells (left 

panel) and the geometrical mean fluorescence intensity (gMFI; right panel) are plotted as the mean ± 

SEM (statically analysis unpaired t-test. p<0.05). C) PD-L1 level in tumor from mice bearing 4T1 

tumor is described. The percentage of PD-L1+ positive cells (left panel) and the geometrical mean 

fluorescence intensity (gMFI; right panel) are plotted as the mean ± SEM. D) PD-1+ T cell infiltration 

in tumors, spleens and lymph nodes from mice bearing 4T1 tumor is shown (statically analysis unpaired 

t-test. p<0.05). The flow cytometry analysis was performed in tumor, spleen and lymph node samples 

collected from mice and frozen. We used anti-mouse PE-PD-1, anti-mouse Percp/Cy5.5 CD3, anti-

mouse FITC-CD8 and anti-mouse APC- CD4. The percentage of PD-1 positive cells is plotted as the 

mean ± SEM (statically analysis unpaired t-test. p<0.05). 

Figure 5. Anti-tumor activity PD-L1 blockade and PeptiCRAd mediated and immune 

modulation in tumor microenvironment. 

(A) The single tumor growth curves for single mouse and one graph for each group are reported. 

Responders are defined in percentage (displayed next to each graph) as mice that show an absolute 

volume lower than 200 mm3. (B) Flow cytometry analysis of CD4 and CD8 T cells in tumor samples 

from the animal groups is presented. (C) At the end of the experiment the tumors were collected and 

analyzed for the PMN-MDSCs infiltration. The analysis was executed considering the intermediate 

value of Ly6C+ signal, identifying the neutrophil population as as Ly6Ghigh and Ly6C intermediate/high. (D) 

Human PBMCs HLA matched with tumor cell lines were pulsed with PeptiCRAd-MAGEA1 (for SM-



MEL-2) or PeptiCRAd-MAGEA4 (for MDA-MB-436) in presence of human IL2. After 2 days, the 

PBMCs were added to target tumor cell lines, in presence or not of anti-PD-L1 antibody. After 5 days 

cell viability was measured and the percentage of killing was calculated. Results are presented as the 

mean ± SEM. Statistical significance was calculated with the Student´s t-tests; * p<0,05. 

 

Supplementary Figure 1. 

4T1 and MDA-MB-436 cell line are solid models for immunotherapeutic studies.  (A) MHC-I level in 

4T1 is shown. The cells were seeded at final number of 3x105 in 5mL and the day after INF- was 

added to medium at final concentration of 10 ng/mL overnight. The flow cytometry analysis was 

performed using anti-mouse APC-H2Kd. (B) MHC-I level in 4T1 tumor is reported. Tumor were 

staining with anti-mouse APC H2Kd and flow cytometry was perfomed. (C) HLA-A, B, C level is 

described in MDA-MB-436. We seeded the cells at final number of 4x10^5 cells and the day after we 

stimulated the cells over night with human INF- at final concentration of 10 ng/ml. The flow 

cytometry analysis was executed using anti-human PE-HLA-A, B, C. The percentage of MHC-I 

positive cells (left panel) and the geometrical mean fluorescence intensity (gMFI; right panel) are 

plotted as the mean ± SEM (statically analysis unpaired t-test. p<0.05). 

 

 

  



Table 1. HLA genotyping analysis in MDA-MB-436  

DNA genomic was extracted from MDA-MB-436 and analyzed by Finnish Red Cross with the 

Sanger´s sequencing on high resolution (4 digit) for HLA-A, B (MHC-I) and DRB1 (MHC-II). 

 

   

Sample HLA Aplotype 

PBMCs for SK-MEL-2 

 

A 

B 

C 

03:26 

35:38 

04:12 

PBMCs for MDA-MB-436 A 01:01 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 B 

DRB1                                                              

08:01 

03:01 

 

MDA-MB-436 

 

 

A 

B 

DRB1 

01:01 

08:01 

03:01 

SK-MEL-2 A 

B 

C 

03:26 

35:38 

04:12 
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