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ABSTRACT 
Tumors develop mechanisms to subvert the immune system, constituting 
immune escape. Epithelial ovarian cancer (EOC), the deadliest of all 
gynecological malignancies, uses a variety of mechanisms to undermine immune 
surveillance, aiding its establishment and metastatic spreading. Despite progress 
in oncoimmunology, a lot remains unknown about the cancer-immune system 
interplay. The aim of this thesis was to study tumor-mediated mechanisms for 
immune escape in EOC patients, focusing on the role of cytokines and EOC-
derived exosomes. 

Cytokines are key molecules regulating immune effector functions in health and 
disease. We used real-time RT-qPCR and a set of primers and probes for 12 
cytokines, discriminating between different immune responses and compared the 
cytokine mRNA expression profiles locally in the TME and systemically in 
peripheral blood immune cells of EOC patients, to women with benign ovarian 
conditions and women with normal ovaries. The cytokine mRNA expression was 
in general most prominent in EOC patients, confirming the immunogenicity of 
EOC. We found significant dominance of inflammatory and immunosuppressive/ 
regulatory cytokines, known to promote tumor progression by priming and 
activating T regulatory cell-mediated immune suppression. In contrast, IFN-γ, 
crucially important for evoking a cytotoxic anti-tumor response, was not 
upregulated. Instead, a systemic increase of IL-4 prevailed, deviating the immune 
defense towards humoral immunity. With regard to our cytokine study, we 
performed comparative analyses of cytokine mRNA versus protein expression in 
the EOC cell lines OVCAR-3 and SKOV-3. We found that cytokine mRNA signals 
were universally detected, and in some instances translated into proteins, but the 
protein expression levels depended on the material analyzed and the method 
used. Due to the high sensitivity of real-time RT-qPCR, we suggest that cytokine 
mRNA expression profiles can be used for some instances, such as in studies of 
mechanistic pathways and in comparisons between patient groups, but cannot 
replace expression at the protein level. 

Exosomes are nanometer-sized vesicles of endosomal origin, released by virtually 
all cells, participating in normal and pathological processes. Like many tumors, 
EOC is a great exosome producer. We isolated exosomes from EOC ascitic fluid 
and supernatant from tumor explant cultures to study their effect on the NK cell 
receptors NKG2D and DNAM-1, involved in tumor killing. We found that EOC 
exosomes constitutively expressed NKG2D ligands on their surface while 
DNAM-1 ligand expression was rare and not associated with the exosomal 
membrane. Consistently, the major cytotoxic pathway of NKG2D-mediated 
killing was dysregulated by EOC exosomes while the accessory DNAM-1-
mediated pathway remained unchanged. Our results provide a mechanistic 
explanation to the previously made observation that in EOC patients, tumor 
killing is only dependent on the accessory DNAM-1 pathway. Following these 
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results, we studied NKG2D-mediated cytotoxicity in vivo in EOC patients before 
and after surgery. We found that the serum exosomes isolated from EOC patients 
were able to downregulate the NKG2D receptor and suppress NKG2D-mediated 
cytotoxicity in NK cells from healthy donors, in a similar way as exosomes from 
EOC ascites.  We also found that surgery of the primary EOC tumor has a 
beneficial effect on the patients’ anti-tumor cytotoxic immune response. One 
mechanistic explanation could be a decrease in circulating NKG2D ligand-
expressing exosomes, thus improving the cytotoxic NK cell function. 

In conclusion, our results contribute to the understanding of the mechanisms 
responsible for tumor immune escape in general, and in EOC patients in 
particular, and might be useful in developing novel antitumor therapies. Our 
studies highlight the prevailing immunosuppression in the local TME and the 
immunosuppressive role of EOC exosomes. Furthermore, they support the notion 
that cancer surgery is also a way of removing exosome-producing cells and 
reducing the serum concentration of immunosuppressive exosomes, thus 
boosting the patients’ cytotoxic anti-tumor response. 

 

Keywords: human, ovarian cancer, high-grade serous cancer, EOC, HGSC, 
HGSOC, tumor microenvironment, immune escape, immune suppression, 
cytokines, exosomes, NKG2D, MICA/B, ULBP1-3, DNAM-1, surgery 
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POPULÄRVETENSKAPLIG SAMMANFATTNING 
Äggstockscancer är den dödligaste av alla gynekologiska cancersjukdomar. 
Sjukdomen ger sällan några symtom hos kvinnan förrän den har spridit sig och 
upptäcks således oftast sent. Därför är det viktigt att genom forskning försöka 
förstå mekanismerna bakom cancerns spridning och hitta markörer för tidigare 
diagnostik och nya sätt att behandla sjukdomen. En del av vårt immunförsvar är 
programmerat för att kunna känna igen och eliminera förändrade eller skadade 
celler, exempelvis cancerceller. Ibland utvecklar cancerceller en förmåga att 
nedreglera och undkomma immunförsvaret. När det sker märker inte kroppen 
att en tumör bildas och sprids. Syftet med denna avhandling var att studera 
biologiska mekanismer som ger äggstockscancer förmåga att inaktivera 
immunförsvaret. Äggstockscancer är nämligen en tumörtyp som har utvecklat 
flera mekanismer för att nedreglera kroppens immunförsvar i syfte att undvika 
upptäckt. Det är ännu inte helt klarlagt hur detta går till. För att försöka förstå 
hur äggstockscancer kan undkomma immunförsvaret har vi i detta forsknings-
projekt undersökt cytokiner i tumörvävnad och exosomer som tumören 
utsöndrar. Cytokiner är proteiner som agerar som lösliga signalmolekyler. 
Exosomer är mycket små ”signalbubblor” som innehåller olika molekyler som 
också finns i deras modercell. Cytokiner och exosomer utsöndras av såväl 
kroppens friska som sjuka celler för att cellerna ska kunna kommunicera med 
varandra utan att vara i direkt kontakt.  

I det första delarbetet kartlades nivåerna av cytokin-mRNA, dvs. det genetiska 
förstadiet till cytokinproteiner, i tumörvävnad och i cirkulerande vita 
blodkroppar från kvinnor med äggstockscancer, och jämfördes med motsvarande 
uttryck hos kvinnor med godartade tillstånd i äggstockarna och kvinnor med 
normala äggstockar. Vi fann förhållandevis högre uttryck av cytokin-mRNA hos 
cancerpatienterna vilket tyder på att immunförsvaret i större utsträckning är 
aktiverat hos dem. Vidare dominerade nedreglerande och inflammatoriska 
cytokin-mRNA hos kvinnor med äggstockscancer. Cytokin-mRNA som är viktiga 
för vårt eget cancerförsvar och kroppens egna mördarceller visades vara 
nedreglerade. Mönstret sågs också i cirkulerande vita blodkroppar, vilket visar 
att tumören har en förmåga att påverka immunförsvaret, inte bara lokalt i 
tumören, utan i hela kroppen.  

I delarbete II undersökte vi sambandet mellan cytokinernas mRNA respektive 
proteinuttryck. Proteinet är aktivt i kroppen medan mRNA är dess genetiska 
förstadium. Eftersom cytokinproteiner endast uttrycks kortvarigt och lokalt samt 
påverkas mycket av hur ett prov tas och senare hanteras i laboratoriet, är det svårt 
att dra slutsatser av en proteinanalys. I en modell med odlade cancerceller 
jämförde vi skillnaden mellan cytokinernas mRNA- och proteinuttryck. Vi fann 
att metoden för proteinanalys har ett snävt spann för att kunna upptäcka protein. 
Om inget protein kan detekteras behöver det inte betyda att det inte finns utan 
provet kan behöva spädas eller koncentreras. Analys av mRNA är mindre 
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ömtåligt och har hög träffsäkerhet. Vi fann att äggstockscancerceller producerade 
cytokin-mRNA som kan leda till mätbara proteinnivåer. Det finns vissa fördelar 
med mRNA-analysen som gör att den kan användas t ex för att kartlägga en 
individuell cytokin mRNA-profil som kan användas vid diagnostik eller 
behandling. 

I delarbete III analyserades exosomer utsöndrade av äggstockscancer i form av 
odlade celler, vävnad, blod och ascites. Ascites är vätska i bukhålan som kvinnor 
med äggstockscancer kan utveckla. Vi ville undersöka om exosomer utsöndrade 
av cancerceller påverkar kroppens mördarceller. Vid äggstockscancer förefaller 
en aktiverande signalväg i mördarcellerna delvis vara utslagen. Vår hypotes var 
att exosomerna orsakar detta. Signalen går via något som kallas ligand-
receptorsystem. En ligand är en molekyl som kan binda till en mottagarmolekyl 
(receptor) fäst på mördarcellernas yta. När liganden binder till receptorn får 
mördarcellen en signal om att den ska aktiveras och döda en målcell. Vi fann att 
äggstockscancer-exosomer uttrycker ligander för receptorn NKG2D på sin yta. 
Det är den viktigaste signalvägen i avdödandet av cancerceller. På så vis agerar 
exosomerna ”lockbete” och lurar mördarcellerna att nedreglera sina NKG2D-
receptorer. Därmed aktiveras inte mördarcellerna för att döda cancerceller. En 
mindre effektiv receptor, DNAM-1, verkar istället dominera avdödande av 
äggstockscancerceller. Vi fann att dess ligander inte uttrycks på exosomernas yta 
och således lämnas denna bana opåverkad. 

Om en tumör kan opereras bort i sin helhet förbättras kvinnans prognos avseende 
överlevnad. I delarbete IV ville vi studera effekten av kirurgi genom att undersöka 
blodprover tagna före och efter operationen. Vi undersökte hur en operation 
påverkar mängden exosomer i blodet, de molekyler som exosomerna uttrycker 
och om effektiviteten hos kvinnans mördarceller påverkas. Oavsett om hela 
tumören opererats bort eller inte kunde vi hos samtliga patienter se en förbättrad 
funktion hos mördarcellerna efter operationen. En möjlig förklaring till detta  är 
den minskade mängden exosomer i blodet som kunde observeras hos en grupp 
patienter efter kirurgi. Dessa kvinnor hade dessutom ett högre uttryck av NKG2D 
receptorn hos mördarcellerna efter operationen. 

Sammanfattningsvis har vi funnit nya mekanismer för hur äggstockscancer 
nedreglerar och undkommer immunförsvaret. Förhoppningsvis kan denna nya 
kunskap utgöra ytterligare en pusselbit i sökandet efter nya diagnostiska verktyg, 
nya effektiva behandlingar och i förlängningen bidra till en förbättrad överlevnad 
för kvinnor som drabbas av äggstockscancer. 
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INTRODUCTION 

Epithelial ovarian cancer 

Incidence and survival 

Ovarian cancer (OC) is the eighth most common cancer among women and the 
most lethal of all gynecological malignancies (1). Globally it accounts for 
approximately 295,000 new cases and 185,000 deaths each year (1). The 
incidence in Northern Europe is 9,2 per 100,000, a higher rate is seen only in 
Central and Eastern Europe (1). The lifetime risk of developing OC is 1 in 70 (2). 
Because of diffuse symptoms (2) and lack of screening methods, most women are 
diagnosed with advanced-stage ovarian cancer, FIGO stages III and IV, with a 
five-year survival rate in Sweden ranging from 36% to 19% (Table 1) (3). The five-
year survival rate for localized-stage disease is however approximately 90%, 
emphasizing that the most important prognostic factor is stage at diagnosis (3). 

Table 1. FIGO ovarian, fallopian and peritoneal cancer staging system summarized (modified from 
(4)). Stage at diagnosis and five‐year survival rates in Sweden (3). Stage at diagnosis is unknown in 
6% of cases.  

Stage 

 

 Stage at 
diagnosis 

(%) 

Five-year 
survival rate 

(%) 

I Tumor confined to ovaries or fallopian tube(s)  32  91 

II Tumor involves one or both ovaries or fallopian tubes with pelvic extension 
(below pelvic brim) or primary peritoneal cancer 

 8  90 

III Tumor involves one or both ovaries or fallopian tubes, or primary peritoneal 
cancer, with cytologically or histologically confirmed spread to the peritoneum 
outside the pelvis and/or metastasis to the retroperitoneal lymph nodes 

 38  36 

IV Distant metastasis excluding peritoneal metastases  16  19 

Histopathological classification 

Ovarian cancer is heterogeneous in nature and current classification is based on 
histology, where the epithelial ovarian cancer (EOC) is the most common and 
comprises about 90%. The other much much rarer conditions include malignant 
germ cell tumors and sex cord-stromal tumors (4). EOC can further be divided 
according to histopathology and genetic alterations; high-grade serous carcinoma 
(HGSC), endometroid, clear cell, mucinous and low-grade serous carcinoma 
(LGSC). These subgroups can be viewed as distinct disease entities based on 
differences in epidemiological and genetic risk factors, precursors, molecular 
features, response to chemotherapy and prognosis (5) (Table 2). 
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Table 2. Characteristics of the different EOC subgroups (modified from (5, 6)) 

 HGSC LGSC Mucinous Endometroid Clear cell 

Proportion (%) 70 <5 3 10 10 

Precursor lesions Tubal intraepithelial 
carcinoma? 

Serous 
borderline tumor 

Borderline 
tumor? 

Atypical 
endometriosis 

Atypical 
endometriosis 

Molecular 
abnormalities 

BRCA, p53, 
genetically unstable 

BRAF, KRAS KRAS, HER2 PTEN, ARID1A HNF1, ARID1A 

Response to 
chemotherapy 

High Intermediate Low High  Low 

Prognosis Poor Intermediate Favorable Favorable Intermediate 

A dualistic classification according to similarities in tumorigenesis has been 
proposed, into type I and type II tumors (7). Type I tumors include: endometroid, 
clear cell, low-grade serous carcinomas, mucinous carcinomas and malignant 
Brenner tumors. Type I tumors are thought to develop in a step-wise fashion from 
well-defined precursor lesions. They are slow-growing, genetically stable with 
better prognosis. Type II tumors include high-grade serous carcinomas, 
carcinosarcomas and undifferentiated carcinomas. HGSC is suggested to develop 
from the precancerous lesion serous tubal intraepithelial carcinoma (STIC) in the 
fallopian tube, that disseminates as carcinoma in the fallopian tube and to the 
ovary, peritoneum etc. Type II tumors are fast-growing and more aggressive, with 
TP53 mutations and account for 90% of ovarian cancer deaths (7). 

Etiology and pathogenesis 

The etiology of EOC is unknown. The cell of origin and subsequent pathogenesis 
has been widely debated and numerous etiological hypotheses have been 
presented over the years.  

The ovarian epithelium is the modified pelvic mesothelium covering the ovary. It 
consists of a single layer of flat to cuboidal epithelial cells (8). EOC on the other 
hand is Müllerian in nature with serous columnar epithelium, resembling 
fallopian tube (serous), endometrium (endometroid), gastrointestinal tract (clear 
cell) or endocervix (mucinous), and has traditionally been thought to emerge 
from metaplasia of the ovarian surface epithelium (8, 9). In 1971 Fathalla 
published the incessant ovulation theory based on the observation that the 
number of ovulatory events increases the risk of OC, stating that this might be 
caused by the constant damage and repair of the ovarian epithelium during 
ovulation, increasing proliferation and subsequently the risk of DNA damage 
(10). Following this, several proposed causes for genomic instability in the ovary 
have been highlighted, for example the gonadotropin and estrogen effect (11), the 
inflammation caused by ovulation (12-14) and the incessant menstruation 
hypothesis, where the toxic effect of iron is stressed (15). Ovarian, tubal and 
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peritoneal cancers have thus been viewed as separate entities. This is opposed by 
the Müllerian hypotheses, on the basis of a higher likelihood that all these tumors 
are derived from cells where the Müllerian phenotype is already present (6, 9). In 
2001, Piek et al. presented the finding of, what would later be known as, serous 
tubal intraepithelial carcinomas (STIC) in the fallopian tube of BRCA-mutation 
carriers (16). Subsequent research supports the theory of STIC as a common 
precursor of HGSC of the fallopian tube, peritoneum and ovary, arising in the 
distal region of the fallopian tube and then spreading (17-19). The FIGO 
classification was revised in 2014 following that these tumors seem to arise from 
Müllerian-derived tissues and share clinical features (4). However, STIC is not 
always seen in HGSC patients and some HGSC seem to arise without fallopian 
tube involvement, thus there might be a dualistic origin (20). It can be concluded 
that the pathogenesis of this tumor type is far from determined (21). 

Risk factors and risk reducing factors  

The most prominent risk factor of OC is family history of the disease. About 18% 
of OC cases are hereditary (22). The majority of these families have mutations in 
the breast cancer (BRCA) 1 and 2 genes (23). The cumulative life-time risk for OC 
is 36-53% in BRCA1 mutation carriers and 11-25% in BRCA2 mutation carriers 
(24). Several acquired somatic mutations are seen in sporadic cases (25). Other 
risk factors include height ≥170 cm (26), nulliparity (27), menopausal hormone 
use (28) and for mucinous cancer smoking (29). The risk of developing EOC is 
higher in women with a history of pelvic inflammatory disease (30) or 
endometriosis (specifically clear cell and endometroid EOC), the latter associated 
with a state of chronic inflammation (31). Risk reducing factors are parity (32), 
use of oral contraceptives (33), breastfeeding (34), tubal ligation (35) and 
sterilization, as well as surgical hysterectomy and salpingectomy, alone or in 
combinations including oophorectomy (36). The value of opportunistic 
salpingectomy is still under evaluation (37, 38). 

Diagnosis and treatment 

The symptoms of OC are diffuse and easily mistaken for other abdominal 
problems (2). In suspicion, the first step in the investigation will be a 
gynecological examination, including transvaginal ultrasonography. CA-125 is 
the most widely used serum marker. This is a glycoprotein expressed by a variety 
of epithelial cell surfaces, benign and malignant (39). In OC, elevated levels 
(≥35 U/ml) can be seen in 50-60% of early stages and 90% of late stages (40). 
The ultrasonographic picture is interpreted according to IOTA’s (International 
Ovarian Tumor Analysis group) simple rules, offering a standardized 
examination technique (41). An ultrasound score (U) can also be combined with 
the CA-125 value and menopausal status (M), calculating a risk of malignancy 
index (RMI = CA-125 × U × M) (42). With a cut-off value of 200, RMI reaches a 
sensitivity of 85% and a specificity of 97% (42). Other biomarkers have been 
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suggested, including cytokines, acute phase reactants, growth factors, proteases, 
hormones, coagulation factors, microRNAs (miRNAs), circulating tumor DNA, 
mRNA etc. (43, 44). Only Human Epididymis protein 4 (HE4) is US FDA 
approved, used with CA-125 in an algorithm (risk of ovarian malignancy 
algorithm, ROMA) (45).  

Recommended treatment for advanced EOC is surgery followed by 
chemotherapy. In selected cases there is evidence in support of offering 
neoadjuvant chemotherapy to decrease tumor burden and optimize conditions 
before attempted radical surgery. Surgery is performed for diagnostic purposes, 
tumor staging and to remove all visible and palpable tumor (4). The importance 
of maximal debulking surgery for the overall survival of advanced EOC patients 
is extensively validated (46, 47). Standard chemotherapy treatment for this 
patient group is a combination of carboplatin and paclitaxel, given every three 
weeks for six cycles (48). Bevacizumab, a monoclonal antibody against vascular 
endothelial growth factor (VEGF) has shown to improve survival in HGSC 
patients with stage III, not optimally debulked, and stage IV patients, given in 
combination with traditional chemotherapy and thereafter in maintenance 
regime (49, 50). DNA repair inhibitors, such as inhibitors of poly (ADP-ribose) 
polymerase (PARP), have shown greatest results in patients with BRCA positive 
tumors and in patients with other homologous recombination deficiencies, seen 
in about 30% of HGSC patients, but also in other patients (51, 52).  

Immunotherapy 

Immunotherapy is a type of treatment that helps the patient’s own immune 
defense fight cancer. Immunotherapeutic approaches include monoclonal 
antibodies, cancer vaccines, adoptive T cell therapy and checkpoint inhibitors. 
None are approved for treatment of OC. Vaccines against different tumor 
antigens are the most studied immunotherapeutic approaches in OC. The 
intention is to increase the tumor antigen presentation by antigen presenting cells 
(APCs), generating tumor-specific T cells. Advantages are the relatively low 
toxicity and theoretically, in relation to conventional therapy, the ability to 
establish immunologic memory. Several different trials have been conducted with 
modest results (53). Problems include the molecular heterogeneity of OC, the 
absence of distinguished tumor-specific antigens, the immunomodulatory tumor 
microenvironment (TME) and the risk of tumor immunoediting with antigen loss 
(54). Different strategies are investigated to circumvent these difficulties. Novel 
techniques make it possible to map the genome of each individual patient’s 
tumor, finding mutations and neoantigens, to be used in the development of 
personalized vaccines (55). Early phase studies, mainly of the effectiveness of 
vaccines made from autologous dendritic cells (DCs) pulsed with autologous 
whole-tumor cell lysate have shown promising results and several studies are 
undertaken (56).  
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A successful example of immunotherapy is immune checkpoint blockades. 
Monoclonal antibodies against CTLA-4 (cytotoxic T lymphocyte-associated 
antigen) showed remarkable results in metastatic melanoma patients and in 2011, 
US FDA approved the drug ipilimumab for treatment of advanced melanoma 
(57). Since then, antibodies against checkpoint molecules have been approved for 
numerous cancer types (58). In OC, results from early phase trials for single 
treatment with checkpoint inhibitors have been modest (median response rates 
10-15%) (summarized in (59)). This might reflect the heterogeneity of OC, that 
OC exhibits lower intrinsic immunogenicity and mutational burden (lack of 
targetable antigens), that the number of tumor infiltrating lymphocytes (TILs) 
varies between tumors, and these TILs express several regulatory T cell (Treg) 
associated inhibitory receptors such as programmed cell death protein 1 (PD-1), 
lymphocyte-activation gene 3 (LAG-3) and CTLA-4 (60). In a murine model it 
was shown that blocking PD-1, CTLA-4 or LAG-3 alone in ovarian tumors led to 
an upregulation of the other inhibitory checkpoints and tumor growth, whereas a 
combinatorial blockade resulted in improved outcome and increased anti-tumor 
immunity (61). Moreover, there are redundant immunosuppressive mechanisms 
in the TME of OC: indoleamine 2,3-dioxygenase (IDO, an enzyme involved in 
catabolizing tryptophan), transforming growth factor (TGF) β, interleukin (IL) 
10, non-tumor cells with a pro-tumorigenic phenotype and others (60). Although 
the same modest overall results were seen in the keynote-100 trial of the PD-1 
mAb pembrolizumab, there was a higher overall response rate and survival with 
increased programmed death-ligand (PD-L) 1 expression in the TME (62).  

Adoptive cell therapy (ACT) uses autologous or allogeneic lymphocytes to induce 
cancer regression. Tumor-reactive lymphocytes are isolated from peripheral 
blood or the tumor and expanded in vitro before reinfusion. Attempts have also 
been made using tumor-draining lymph-node-derived T cells (63). ACT was first 
proven effective in malignant melanoma (64). Although, tumor-reactive TILs in 
OC seem to be low in numbers in general, it has been shown that TILs from OC 
patients can be successfully expanded and show anti-tumor activity ex vivo (65). 
There are ongoing studies on how to increase the tumor infiltration of T cells. In 
an OC mouse model, it was shown that DNA methylation and histone 
modification repress the production of T cell attracting chemokines and that the 
effector T cell tumor infiltration could be increased by treatment with epigenetic 
modulators (66).  
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In recent years, the opportunity to genetically modify T cells has emerged, 
resulting in a highly potent, ex vivo expanded T cell directed against specific 
antigens through a chimeric antigen receptor (CAR) or engineered T cell receptor 
(TCR). These have been successful in several cancers like ALL and lymphoma (67, 
68). There are also trials for CAR and TCR engineered T cells targeting different 
antigens, like MUC-16, mesothelin, NY-ESO-1 and Folate receptor-α, in OC (69). 

In conclusion, due to the nature of ovarian tumors, a multidimensional approach 
with a combination of old and new drugs involving a variety of strategic attacks 
on the tumor, such as chemotherapy, PARP-inhibition, checkpoint blockades, 
vaccines, adoptive T cell therapy, cytokine therapy, anti-angiogenesis etc., will 
hopefully increase the survival rates. 

A brief overview of the immune system 

The immune system has three main functions: 1) to protect against infection and 
invading microbes - like viruses, bacteria, fungi and parasites, 2) to defend 
against damaged or transformed self, constituting immune surveillance and 3) to 
uphold homeostasis at mucosal sights in the body, such as lung, intestine and 
urogenital mucosa.  

Traditionally, the immune system is divided into two branches, innate and 
adaptive immunity. Many of the components of the innate immunity are 
constitutively present in the body, offering a non-specific initial competent 
defense, a rapid “first line of defense”. It comprises our physical barriers, soluble 
proteins like cytokines, chemokines, complement factors and acute-phase 
proteins as well as phagocytic cells (granulocytes, macrophages), DCs, natural 
killer (NK) cells, NKT cells and γδ T cells. Many of the components have the 
ability of pattern recognition, expressing pattern recognition receptors (PRR). 
PRR recognizes two types of molecules, pathogen-associated molecular patterns 
and damage-associated molecular patterns (DAMPs). DAMPs are released by the 
cells during damage or death and include heat-shock proteins, hyaluronan 
fragments, DNA and RNA outside the nucleus etc. PRR signaling leads to the 
expression of genes encoding important proteins in innate immunity, such as 
chemokines and cytokines (70-72).  

Key features of the adaptive branch include specificity, memory and self-nonself 
discrimination. The immune effector responses consist of a cellular (T helper and 
T cytotoxic cells) and a humoral (B- and plasma cells, antibodies and cytokines) 
response. As this system is antigen-specific, its cells have to meet an antigen and 
proliferate in order to mount a sufficient response, which usually takes up to 
seven days. T helper cells and cytotoxic T cells are MHC (major histocompatibility 
complex) restricted, meaning that they have to recognize both an MHC self-
component and the antigen during antigen presentation to evoke an immune 
response. MHC molecules are cell-surface glycoproteins which comprise of two 
classes: 1) MHC class I that is expressed on all nucleated cells and 2) MHC class 
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II that is expressed on immune cells, such as antigen presenting cells (APCs) and 
B cells. MHC class I molecules are expressed on the cell surface together with β2-
microglobulin and present intracellular peptides. MHC class II molecules are 
loaded with internalized foreign- or self-peptides intracellularly before they are 
expressed at the cell surface. Besides antigen presentation, B cells can mount an 
immune response, both T cell-dependent and T cell-independent, the latter 
without isotype switch and B cell memory. The innate and adaptive systems are 
complementary and work closely together (70-72). 

Immune surveillance and the immunoediting 
concept 

Cancer is a sort of altered self. Immune surveillance constitutes the immune 
system’s ability to recognize and eliminate transformed precancerous cells that 
have escaped intrinsic tumor-suppressor mechanisms, that should trigger 
senescence or apoptosis in case of uncontrolled growth (73). Both the innate and 
adaptive immune system contribute to this process. As malignancies still develop, 
it is clear that immune surveillance sometimes fails. The fact that some tumor 
cells evade the immune system and that this system also seems to select for tumor 
variants resistant to immune surveillance, led to the development of the 
immunoediting concept, presenting the three phases elimination, equilibrium 
and escape (74). The elimination phase is initialized by the innate immune system 
recognizing the tumor. This may be caused by stromal remodeling and local tissue 
disruption, leading to the release of proinflammatory molecules and chemokines, 
recruiting cells of the innate branch. They may react to stress inducible ligands or 
DAMPs expressed by tumor cells, producing cytokines such as IFN-γ and IL-12, 
and to some extent also kill tumor cells. Damaged tumor cells will release tumor 
associated antigens and eventually cells of the adaptive branch will be activated 
(75). Below is a brief overview of the major cytotoxic effector cells and activating 
receptor-ligand interactions involved in immune surveillance. 

Cells with cytotoxic function 

Cells with cytotoxic function belong to the innate or adaptive immunity and have 
the ability to kill infected and transformed cells. They protect us from infections 
and tumors and preserve homeostasis of the mucosal surfaces and organs of the 
body.  
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Natural killer cells (NK cells) 

In humans, NK cells are defined as large granular lymphocytes that lack CD3 and 
express the neuron cell adhesion molecule CD56. NK cells constitute about 15% 
of all lymphocytes in peripheral blood and represent innate cytotoxic effector cells 
with ability to mount a direct cytotoxic response against virally infected and 
tumor cells (76). Two major subsets can be distinguished depending on the level 
of CD56 expression and they also differ in the expression of homing molecules: 
CD56dim and CD56bright (77). In peripheral blood, the majority (~90%) of NK cells 
are CD56dim and express high levels of the Fcγ receptor III/CD16 and are 
primarily involved in cytotoxicity, including ADCC (76, 78). The CD56bright 
(~10%) NK cells constitute the majority in lymph nodes and tonsils, they express 
none or lower amounts of CD16 but secrete larger amounts of cytokines (76, 79). 
One role of this subset may be to prime cells of the innate immune response at an 
early stage of infection or cell transformation, by providing IFN-γ and other 
cytokines (76). 

NK cells are not MHC restricted or antigen-specific like the adaptive T and B cells. 
Instead, NK cell recognition is mediated through a number of activating and 
inhibitory receptors. These receptors interact with the target cell, cytokines and 
other immune cells, while circulating through blood, tissues and lymphatic 
organs. The sum of the signals decides if the NK cell activates its’ effector 
functions (and kills the target) or not (80). Under normal, healthy conditions, the 
NK cell is suppressed by inhibitory receptors recognizing MHC class I molecules, 
expressed by all nucleated cells. However, under cellular stress, such as 
malignant transformation, the MHC I molecule may be downregulated (“missing 
self”) and stress ligands upregulated (“induced self”), resulting in a net activating 
signal (81). Upon activation, effector functions will immediately be carried out 
through cytotoxicity and/or cytokine secretion (82). Thus, the NK cell is not only 
responsible for eliminating infected or transformed cells, but also for the 
activation of cells of both the innate and adaptive immune system. Activating 
receptors include natural cytotoxicity receptors (NCR) (NKp44, NKp30, NKp46, 
NKp80), CD16 and the for immune surveillance crucially important Natural-
killer group 2, member D (NKG2D) (81). The predominant inhibitory receptors 
are killer cell immunoglobulin-like receptors (KIRs) and CD94-NKG2A, both 
recognizing MHC I molecules (self-recognition) (83).  

Cytotoxic T lymphocytes (CTLs) 

One of the major differences between CTLs and NK cells is that the former are 
MHC-restricted. T lymphocyte precursors migrate from the bone marrow to the 
thymus where the development of T cytotoxic and T helper cells takes place. In 
the secondary lymphoid organs, APCs will present antigens to the naïve CD8+ 
T cells. CD4+ helper cells will simultaneously be activated and give cytokine help 
which, together with co-stimulatory signals, lead to proliferation and 
differentiation into CD8+ effector CTLs and memory cells. CTLs recognize their 
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targets through the diverse, antigen specific TCR, consisting of variable α and β 
chains. CTLs are MHC restricted and each TCR recognizes a specific MHC class 
I-antigen complex presented by an APC or target cell. They are specialized in 
targeting intracellular pathogens and also cells transformed in other ways. The 
TCR is associated with the co-receptor CD3, through which the signal is 
transduced upon activation. The activation of the effector functions of a mature 
CTL starts with the interaction of the TCR with an MHC I-antigen complex on a 
target cell, leading to a CTL-target cell conjugate (70, 72, 84).  

The mechanism of cytotoxic killing 

Cytotoxicity is the effector mechanism that protects the human body by killing of 
infected or transformed cells. Cytotoxicity may be carried out in two ways: 
granule-mediated or death ligand-mediated, both causing the target cell to 
undergo apoptosis. The process is initialized in a similar manner regardless of the 
cytotoxic cell at play and mode of action – with binding to the target cell, forming 
an immunological synapse (72). In the granule-mediated initiation of cell death, 
the activation of the effector cell will lead to the release of lytic granules 
containing granzymes and perforin, amongst other components (85). Following 
exocytosis, the pore forming perforin enables the delivery of granzymes to the 
cytosol of the target cell, where it initiates a cascade leading to apoptosis (86). 
Death ligand-mediated apoptosis is carried out by three receptor/ligand systems: 
Fas receptor/Fas ligand, TNF receptor/TNF or TRAIL receptor/TRAIL, all 
leading to apoptosis through caspase activation (87). Cytotoxic cells may also 
indirectly induce cytotoxicity through the release of cytokines such as IFN-γ, 
leading to death through induction of Fas and MHC I complex expression (88). 

The NKG2D receptor‐ligand system 

The NKG2D receptor 

NKG2D is a potent activating receptor, the most important in tumor cell 
recognition, expressed on most NK cells, CD8+ T cells, NKT cells, γδ T cells and a 
subset of CD4+ T cells (89, 90). It is a type II transmembrane protein that belongs 
to the C-type lectin-like family. In NK cells, NKG2D acts as a primary activating 
receptor and in CTLs mainly as a co-stimulatory molecule together with TCR, 
amplifying the cytotoxic function (91). In humans, it is associated with the DAP10 
adaptor protein, through which the signals are transmitted into the cell (89), 
leading to recruitment and activation of phosphatidylinositol-3 kinase and other 
activating cascades (81). The expression of NKG2D can be modulated by 
cytokines; IL-2, IL-7, IL-12, and IL-15 upregulate and TGF-β, interferon-β1 and 
IL-21 downregulate the receptor (89).  
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The NKG2D ligands 

The NKG2D ligands are cell surface glycoproteins, in structure related to MHC 
class I (80). They can be divided into two families: the MHC class I chain related 
antigens (MICA and B) and the UL16-binding proteins (ULBP1-6) (92). An 
important factor is that the ligand expression on healthy cells is low or absent, 
but can be induced in, for example, tumor cells (induced self). A number of 
different factors associated with cell stress have been reported to induce 
expression, like inflammation, infection, tumorigenesis and cell toxic agents (93).  

The DNAM‐1 receptor‐ligand system 

The DNAM‐1 molecule and its activation 

The DNAX accessory molecule (DNAM-1/CD226) is an adhesion molecule, 
aiding in conjugate formation by interactions with its ligands on the target cell. It 
has also been identified as an activating receptor, triggering cytotoxicity and has 
emerged as an important part of tumor cell recognition (94, 95). In NK cells, 
DNAM-1 seems to act more co-stimulatory when NKG2D is present, but in its 
absence, as in ovarian tumor cell recognition, DNAM-1 signaling has been proven 
dominant (95, 96). DNAM-1 is expressed by NK cells, monocytes and T cells, like 
CD8+, CD4+ and γδ (97). It is a member of the immunoglobulin (Ig) superfamily. 
DNAM-1 associates with lymphocyte function-associated antigen 1 (LFA1) and 
interacts with adhesion molecules (ICAMs) on the target cell and recruits Src 
kinase FYN to phosphorylate tyrosine (Tyr322), resulting in a downstream 
phosphorylation leading to activation of cytotoxic effector mechanisms, 
degranulation and IFN-γ release (98).  

The DNAM‐1 ligands 

The DNAM-1 ligands are nectin and nectin-like proteins: nectin-2 (CD112) and 
polio virus receptor (PVR/CD155) (99). These are also cell adhesion molecules, 
involved in the formation of tight junctions and thus in cell movement, homing, 
proliferation and differentiation. (100). The nectin family consists of four 
members, nectin 1-4. Nectin-2 is expressed by a variety of cells like fibroblasts, 
neurons, epithelial cells, B cells, monocytes and spermatids (100). PVR is 
expressed at low levels on epithelial cells and peripheral blood monocytes (99). 
Several tumors have been shown to overexpress both these ligands, indicating 
that they are used by the tumor for spreading and/or metastasizing (94, 99).  
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The immunosuppressive ovarian tumor 
microenvironment 

The hallmarks of cancer comprise six capacities acquired by cells during tumor 
development (101). In 2004, an additional hallmark was proposed – immune 
escape, the last step of the immunoediting process (75). Highly immunogenic 
tumor cells will be eliminated, selecting for the growth of weakly immunogenic 
tumor cells and later for them to actively suppress the immune system (102). For 
a tumor to develop, transformed cells have to interact with the surrounding host 
tissue stroma; immune and endothelial cells, fibroblasts, adipocytes and 
components of the extracellular matrix - constituting the TME (103). Immune 
escape is thus facilitated both by intrinsic tumor cell changes and by the creation 
of an immunosuppressive TME (102). The importance of the TME is now widely 
acknowledged. By looking into the ovarian TME (Fig. 1), its cellular components 
and their mediators, such as cytokines, exosomes, enzymes and membrane-
bound ligands, several mechanisms behind immune escape can be highlighted. 

 

 
 
Figure 1. Schematic presentation of  the  immunosuppressive ovarian tumor microenvironment. 
CTL,  cytotoxic T  lymphocyte; Treg, T  regulatory  cell; DC, dendritic  cell; MDSC, myeloid‐derived 
suppressor  cell;  TAM,  tumor‐associated macrophage; MIF, macrophage  inhibitory  factor;  IDO, 
Indoleamine 2,3‐dioxygenase. 
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Ovarian cancer cells 

In ovarian cancer cells, mechanisms for immune escape can be carried out 
through downregulation of immunostimulatory molecules or through surface 
expression or secretion of immunoinhibiting molecules. It shoud be borne in 
mind that there is a vast heterogeneity also among OC cells constituting the same 
tumor, as illustrated by the findings of Alvero et al. (104). They identified at least 
two EOC cell subtypes, with diverging cytokine profiles, type I (cancer stem cell-
like) cells secreting proinflammatory cytokines and type II (characteristics of 
terminally differentiated) cells secreting immunoinhibitory cytokines, both 
tumor-promoting through their effect on immune cells.  

OC has the ability to downregulate immunostimulatory molecules involved in 
antigen presentation, such as β2-microglobulin (105). OC and others cells in the 
TME can express ligands for immune checkpoint molecules, impairing effector 
functions of CTLs (106, 107). OC overexpress molecules inhibiting cytotoxic cells, 
like CA-125 that binds to a KIR, an inhibitory NK cell receptor (108). Several 
mechanisms for evading immune surveillance are carried out through direct or 
indirect impairment of cytotoxicity by downregulation of activating cytotoxic 
receptors and/or their ligands, such as the major cytotoxic receptor NKG2D and 
its ligands (109), and the activating receptor DNAM-1, the latter caused by 
chronic expression of its ligand PVR (110). High levels of the ligand B7-H6, 
soluble or expressed by tumor cells, downregulate another activating receptor on 
NK cells, NKp30 (111). NKG2D ligands shed from the cell through cleavage by 
matrix metalloproteases (MMPs) are believed to not only diminish the number of 
ligands expressed by the tumor cell, but also to downregulate the NKG2D 
receptor due to excessive stimulation, and to block the NKG2D-binding sites for 
surface expressed ligands (112-115). It was recently shown that the survival of OC 
patients was inversely correlated to the amount of soluble NKG2D ligands in 
ascites (116). OC and other TME cells secrete macrophage inhibitory factor (MIF), 
a proinflammatory cytokine downregulating the transcription of the NKG2D 
receptor in NK cells (117). Cancer cells and other TME cells express IDO, 
depleting T cells of tryptophan, rendering them inactive and inducing Treg 
formation. A high IDO expression is associated with a reduced number of CTLs 
and poorer prognosis (118). PGE2 is another molecule secreted in the TME, 
inhibiting NK cell and γδ T cell cytotoxicity and inducing the formation of Tregs 
(119). Other important secreted factors involved in immune escape are cytokines 
and exosomes. 
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Immune cells and other cells 

Immune cells with a tumor promoting phenotype are major players in OC 
immune escape (reviewed in (119-123)). These include Tregs, tolerogenic DCs, 
myeloid-derived suppressor cells (MDSCs) and tumor-associated macrophages 
(TAMs). Other stromal cells can also adopt a tumor promoting phenotype, for 
example fibroblasts.  

Regulatory T cells (Tregs) 

Regulatory T cells are crucial for immune tolerance and homeostasis. The main 
and only action of Tregs is suppression of the functions of immune cells and 
molecules. The immunosuppressive abilities of Tregs are many and mainly 
carried out through cell contact with dendritic or effector cells, or through 
secretion of immunoinhibitory cytokines (IL-10 and TGF-β) (124). In OC, Tregs 
have been shown to express immune checkpoint molecules PD-L1 and CTLA-4, 
the latter also inducing IDO and IFN-γ release in DCs and other immune cells 
(106, 125, 126). Tregs also have the ability to downregulate CD80 and CD86 on 
DCs, rendering them less capable as activators of T cells (127). The majority of 
Tregs express CD25 (IL-2R) and it has been suggested that Tregs have the ability 
to “starve” cells in its vicinity by consuming IL-2 (128). Thymic-derived Tregs 
have been shown to express both granzyme B and perforin, causing cytolysis of 
the target cell (129) and apoptosis through the TRAIL-DR5 pathway (130). Their 
accumulation in OC is well documented and associated with poorer prognosis 
(126, 131, 132). OC have the ability to recruit Tregs by CCL22 expression (126) or 
induce CD4+CD25+ Tregs from CD4+CD25- T cells by secreting TGF-β (133) or 
Il-10 (134). The importance of optimal surgery in OC patients is supported by the 
finding that this leads to a Treg decrease (135), whereas sub-optimal debulking 
seems to enhance the Treg proportion in peripheral blood (136). 

Tolerogenic dendritic cells 

Dendritic cells have a crucial role in antitumor adaptive immunity as APCs 
priming naïve T cells. These are cells with high plasticity and depending on the 
ovarian TME they can switch towards an immunoinhibitory phenotype, for 
example by encountering IL-10, VEGF, IL-6, TGF-β or surface molecules like 
IDO, PD-L1 or PD-1 (137). Regulatory/tolerogenic DCs act immunosuppressive 
either by direct cell-cell contact with effector T cells or through inducing or 
“boosting” other immunosuppressive cells in the TME. These actions are 
mediated by the release/expression of IL-10 and TGF-β (138), arginase (139), 
IDO (140) and PD-L1 (141). 
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Myeloid‐derived suppressor cells (MDSCs) 

Myeloid-derived suppressor cells represent a mixture of immature myeloid cells 
of immunosuppressive phenotype, accumulating in tumors in response to various 
factors (142). Their immunosuppressive functions are carried out through 
various mechanisms: 1) depletion of nutrients like L-arginine and L-cysteine 
which causes downregulation of the ζ-chain in the TCR-CD3 complex, inhibiting 
T cell proliferation (142); 2) production of reactive oxygen and nitrogen species, 
causing immunosuppressive oxidative stress (143); 3) interfering with 
lymphocyte trafficking and viability by decreasing cell adhesion molecules and 
chemokine expression (144, 145) or affecting other immune cells through cell-cell 
contact by expressing immunosuppressive molecules like TGF-β1 (146), PD-L1 
(147) and IL-1β (148) and; 4) activation and expansion of the Treg population 
(149). In OC, a higher level of MDSC tumor infiltration is associated with 
significantly lower disease-free interval and shorter overall survival (150). 

Tumor‐associated macrophages (TAMs) 

Tumor-associated macrophages are important mediators of tumor progression. 
Macrophages are plastic and will respond to the TME and adopt a phenotype 
ranging somewhere from M1 to M2 (151). M2 represents a pro-tumorigenic, 
immunosuppressive phenotype (152). The cytokine environment favoring 
polarization towards an M2 phenotype include colony stimulating factor-1 
(CSF-1), IL-4, IL-10 and TGF-β (153). OC cells can induce such polarization (154). 
TAMs have the ability to: 1) create a proinflammatory environment through 
TNF-α and IL-6; 2) promote angiogenesis through VEGF and IL-8; 3) enhance 
tumor cell migration and invasion through EGF and MMPs and 4) favor immune 
escape by production of IL-10, CCL22, PGE2, TGF-β (155). TAMs either reside in 
the tumor tissue or are recruited from precursors in the bone marrow, the 
circulation or the spleen by for example CCL2 (156), a chemokine overexpressed 
by OC cells (157). High amounts of M2 tumor infiltration is associated with a 
poorer prognosis for OC patients (158). 

Cancer‐associated fibroblasts (CAFs) 

Cancer-associated fibroblasts may originate from normal fibroblast or from 
mesenchymal stem cells, reprogrammed under the influence of factors, such as 
TGF-β, PDGF and proinflammatory cytokines, secreted by tumor cells and other 
cells in its vicinity. This is also seen in OC. Fibroblasts are normally “inactive” but 
can be activated, as in inflammation, to produce connective tissue ECM, 
proteases and TGF-β to stimulate epithelial-mesenchymal transition (EMT), 
allowing the epithelial cells to move as a part of wound healing. These are 
characteristics also seen in CAFs and used by the tumor, aiding in growth, matrix 
remodeling and metastasis, angiogenesis and influencing immune cells by 
cytokine production (159). 
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B cells 

B cell subsets - naïve, memory, plasma cells and B regulatory cells are found in 
OC. Their effect on overall survival for OC patients are diverging, illustrating their 
dualistic role in the TME (160). In immune surveillance, they have an anti-tumor 
role in their capacity as APCs, expressing co-stimulatory molecules and enabling 
ADCC. B cells have the potential to affect all cells with a Fc receptor, such as DCs, 
NK cells, granulocytes and MDSCs. Antibodies produced by B cells may facilitate 
in immune escape since their binding to the tumor may block CTL access to tumor 
antigens. B regulatory cells also produce immune suppressive cytokines like IL-10 
and TGF-β (161).  

Cytokines 

Cytokines are small peptides/proteins for intercellular communication, produced 
and secreted in a highly regulated way mainly by immune cells. They participate 
in both normal and pathological processes. They are characterized by 
pluripotency, i.e. one cytokine can have many different functions depending on 
the microenvironment in which they act, and redundancy, i.e. different cytokines 
can act in a similar way. They can act synergistically, potentiating each other’s 
effects, or antagonistically, opposing each other (162). It has been shown that 
different cytokine profiles, designated Th1, Th2, Th3/Tr1, Th17 and other 
proinflammatory cytokines, are associated with the ability to mediate and 
regulate immunity and inflammation, promote or halt growth, movement or 
immune responses. Thus, a cytokine profile dominated by IFN-γ, IL-12 and IL-15 
(Th1) promotes cytotoxicity, a profile dominated by IL-4 and IL-13 (Th2) 
promotes humoral immunity, IL-17 (Th17) promotes inflammation, most 
prominent in autoimmunity and chronic inflammation, IL-1β, IL-6, IL-8, TNF-α 
and LTA promotes inflammation and TGF-β and IL-10 (Th3/Tr1) promotes 
immunosuppression and priming of T regulatory cells (72). Cytokines play a 
complex role in tumor pathogenesis (163). As soluble factors in the TME, they 
carry out diverse functions and at different stages, like the TME in general, act in 
a tumor suppressive or promoting way. Cytokines are highly pleiotropic and their 
output of response is context-dependent. A summary of some of the 
characteristics and functions of individual cytokines are presented in Table 3. 
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Table 3. Cytokine function in health and ovarian cancer. 

Response, 
cytokine* (72) 

Function in normal tissue Function in OC immune evasion Significance for 
OC prognosis 

Promoting cytotoxic immune responses (Th1) 
IFN-γ Important in innate and adaptive immunity and crucial  

for tumor control. Contributes to: 
 Macrophage activation 
 Differentiation of naïve CD4+ T cells into Th1 cells 
 NK cell activation and subsequent production of IFN-γ  

and IL-12 
 Upregulation of MHC class I and II expression 
 Inhibiting IL-4 production  
 Inducing expression of genes involved in apoptosis  

(Fas, FasL and caspases) 
 Maintaining Th1 response by induction of IL12 production,  

causing a positive feedback loop (164, 165) 

As all cytokines, IFN-γ has a dual role. It also 
exerts immunosuppressive effects to protect 
normal tissues, this can be used by the tumor 
(166). For example, it Induces the expression 
of PD-L1 on OC cells (167). Tumor cells can 
become unresponsive to IFN-γ through 
various mechanisms (165). 

Patients with 
high levels of 
IFN-γ gene 
expression in 
the malignant 
ovarian tissue 
had significantly 
longer 
progression-free 
and overall 
survival (168). 

IL-12  Differentiation of naïve T cells into Th1 effector cells 
 Upregulation of MHC class I and II - promoting antigen presentation 
 CTL and NK cell stimulation, enhancing their cytolytic capacity 
 Downregulation of VEGF and MMPs, inhibiting angiogenesis  
 The most potent inducer of IFN-γ gene transcription 
Its immunostimulatory effect has also been seen in OC (169) 

  

IL-15  Stimulates the differentiation and proliferation of B, T and NK cells 
 Enhances cytolytic activity of CTLs and induces the formation of 

CD8+ memory T cells 
 Stimulates the secretion of proinflammatory cytokines 
 Shares many functions with IL-2 but does not stimulate  

Treg cells and seem to be a more potent inducer of anti-cancer 
immunity (170) 

  

Promoting humoral immune responses (Th2) 
IL-4  Involved in the differentiation of T cells and causes naïve  

CD4+ T cells to develop into Th2 cells 
 Involved in B cell maturation into plasma cells and induces  

class switching to IgE and IgG1 - an important role in  
allergy and protection against parasites 

 Upregulates MHC class II on monocytes 
 Involved in inflammation (171)  

The Th2 profile is adverse for tumor immunity. 
This is reinforced by IL-4:  
 Directly inhibiting CTL cytotoxicity by down-

regulating the expression of IFN-γ, CD8, 
perforin and granzyme (Th1 response) (171) 

 Activating TAMs and MDSCs (172) 
IL-4 and its receptor, along with other Th2 
cytokines, is upregulated in several cancers, 
including OC (171, 173) 

 

IL-13 Is structurally and functionally related to IL-4 and exhibits mainly  
the same biological functions, both in normal and pathological 
conditions (172) 

 A mouse model 
showed 
increased 
invasion, 
metastasis and 
an association 
with poorer 
prognosis (174). 

Proinflammatory 
IL-6 Produced in the initial stage of inflammation, contributing to: 

 Stimulation of acute phase responses  
 Hematopoiesis 
 Immune reactions (175) 

 Promotes proliferation by expressing anti-
apoptotic regulators (176) 

 Enhances migration and growth (176) 
 Activates TAMs (177, 178)  
 Stimulates the expression of B7-H4 

molecules, associated with immune 
suppression (179)  

 Induces angiogenesis (180) 

IL-6 is associated 
with 
chemoresistance 
(181) and an 
increased serum 
level is associated
with poorer 
prognosis (182). 

TNF-α Signaling via TNF-α typically induces genes involved in  
inflammation and cell survival, where it: 
 Recruits and activates monocytes and neutrophils to/at the 

inflammation site  
 Enhances the expression of adhesion molecules for immune  

cells on endothelial cells and increases the permeability of  
blood vessels 

 Acts anti-apoptotic  
 Induces MMPs (183, 184) 

Several mechanisms for inflammation are 
used:  
 Increased permeability of blood vessels 
 Upregulation of adhesion molecules 
 Enhanced MMP production (184) 
Also stimulates the secretion of other 
cytokines (IL-6), chemokines, angiogenic 
factors and MMPs (185), thus sustaining  
the tumor-promoting cytokine network. 

An increased 
level of TNF-α is 
associated with 
poorer prognosis 
in OC patients 
(186). 



 
 

Introduction | 17 

 

IL-1β Involved in inflammation and is together with TNF-α the most potent 
acute phase cytokine. There is a crucial balance between harmful 
and beneficial effects, all depending on the microenvironment and 
the amount of signaling. IL-1β secreted at a low dose in the local 
environment can function to eradicate tumors by priming the immune 
system, both the innate and adaptive branch (187). 

Excessive IL-1β secretion leads to tumor 
promoting effects by triggering the secretion 
of: 
 Growth stimulatory and angiogenic factors 

(VEGF, IL-8) 
 Factors promoting invasiveness (MMPs)  
 Other inflammatory cytokines, causing an 

amplification loop (187-189) 

 

IL-8 A proinflammatory chemokine. An activator and chemoattractant of 
neutrophils, but also other immune cells (190). 

 Favors angiogenic processes and 
proliferation of endothelial cells, 
upregulates VEGF 

 Increases proliferation, adhesion and 
migration of OC cells, upregulates  
MMPs (190, 191) 

Elevated levels 
seen in blood, 
cystic fluid,  
ascites and  
tumor tissue of 
OC patients are 
associated with 
poorer prognosis 
(191). 

LTA/TNF-β  Development and organization of lymphoid tissue and organs 
 Regulation of inflammation and immune responses, like trafficking, 

migration and organization of immune cells in tissues 
 Upregulation of adhesion molecules (192) 

Elevated levels are seen in OC tissue, 
inducing chemokine (CXCL11) expression in 
CAFs, promoting metastasis and tumor 
growth (193). 

 

Immunoinhibitory (Th3, Tr1) 
TGF-β  Immune regulation – peripheral tolerance 

 Embryonic development 
 Wound healing 
 Tumor suppression through regulation of cell growth  

and division (194, 195) 

 Induces immunosuppressive and tumor-
promoting immune cell phenotypes, for 
example by converting CTLs to Tregs and 
inducing the formation of CAFs, TAMs 
and tumor-associated DCs (196, 197) 

 Antagonizes IFN-γ production in NK cells 
and CTLs 

 Suppresses IL-12 and IL-2 production 
(184) 

 Enhances invasiveness and metastasis 
through induction of MMPs (198) and 
EMT (199) 

 Stimulates angiogenesis (200) 
Tumors evade the suppressive effects of 
TGF-β by mutations leading to inhibition of 
the entire TGF-β pathway, as seen in OC, or 
loss of the “suppressor arm” of the pathway 
(195). 

A higher 
concentration of 
TGF-β in ascites 
of OC patients is 
associated with 
early relapse 
(201).  

IL-10 An anti-inflammatory cytokine, limiting the effect of other immune 
cells to avoid tissue damage. Its main targets seem to be 
monocytes/macrophages, indirectly limiting other immune cells: 
 Inhibits MHC class II and the expression of co-stimulatory 

molecules 
 Downregulates the production of proinflammatory and  

Th1 cytokines and chemokines 
 Enhances phagocytosis 
It can also act directly on CD4+ T cells, inhibiting proliferation and 
cytokine production (both from Th1 and Th2 cells) and may induce 
adaptive Tregs from CD4+ T cells  (202). 

Many of the immunoinhibitory effects  
of IL-10 are used by the tumor (203).  
In addition, it: 
 Works in a positive feedback loop with 

TGF-β 
 Downregulates NKG2D expression on 

tumor cells 
 Upregulates immune checkpoint 

molecules on immune cells (204) 

A higher serum 
level is 
significantly 
correlated to 
shorter survival 
in OC patients 
(205). 

Other cytokines 
IL-2 Specifically expressed on immune cells and is a mediator of 

intercellular communication between cells of the immune system. Its 
importance in the development of the cells of the immune system, 
immune response and clonal expansion cannot be overestimated. In 
thymus, IL-2 is needed for the development of effector and memory 
CTLs and in the combination with TGF-β it will promote the 
differentiation of CD4+ T cells into a Treg phenotype, thus important 
for immune tolerance. It is also involved in Th differentiation by 
regulating cytokine receptor and transcription factor expression and 
by this directing the Th response (206). 

  

* Cytokines may exhibit additional functions  
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Extracellular microvesicles (EVs) 

Extracellular microvesicles represent a heterogenous group of cell-derived 
vesicles, produced by virtually all cells in the body, participating in both normal 
and pathological processes. They can be found in blood and all kinds of bodily 
fluids, also in malignant effusions. They are all enclosed by a lipid bilayer carrying 
various biomolecules (207). EVs can roughly be divided into four groups; 
exosomes, microvesicles, shed microvilli and apoptotic bodies. EVs of different 
subtypes have some overlapping biochemical and physical characteristics that 
make it difficult to isolate them from each other in pure form and there is no 
specific marker separating them (208). The main characteristics of the different 
EVs are summarized in Table 4.  

Table 4. A  summary of  the characteristics of  the different extracellular microvesicles  (adapted 
from (208)). 

Characteristics Exosomes Microvesicles Shed microvilli Apoptotic bodies 

Size 30-150 nm 0.1-2 m >400 nm 0.1-3 m 

Flotation density 1.13-1.19 g/ml Undetermined Undetermined 1.16-1.28 g/ml 

Sedimentation (g) 100 000-110 000 10 000-100 000 10 000 1500-100 000 

Morphological shape Cup shaped, electron 
translucent 

Various shapes, 
electron-dense and/or 
electron translucent 

Various shapes, 
round, elongated 
and cylinder-like 

Irregular and 
heterogenous in 
shape 

Lipid membrane 
composition 

Cholesterol-, 
sphingomyelin- and 
ceramide-rich lipid 
rafts, expose 
phosphatidylserine 

Exposed 
phosphatidylserine, 
some enriched in 
cholesterol ad 
diacylglycerol, some 
undetermined 

Undetermined Undetermined 

Specific markers(s) 
for identification 

Tetraspanins (CD63, 
CD9, CD83), ESCRT 
complex members 

Integrins, selectins, 
CD40 and others, 
depending on cell type 

Various, depending 
on the cell type 

Histones, DNA 

Origin in the cell Endosomal 
compartment – 
multivesicular bodies 
(MVB) 

Plasma membrane Plasma membrane Fragments of dying 
cells, undetermined 

Mechanism of sorting Ceramide and ubiquitin 
dependent 

Unknown Unknown Fragments of dying 
cells, undetermined 

Biogenesis Inward budding of 
MVB’s limiting 
membrane 

Fragmentation and 
detachment of the 
cytoskeleton due to 
cleavage by activated 
serine proteases causes 
destabilizing of the 
plasma membrane 

Detachment from 
the plasma 
membrane 

Fragments of dying 
cells, undetermined 

Mode of 
release/secretion 

Exocytosis by fusion of 
the MVB with the 
plasma membrane 

Plasma membrane 
blebbing 

Plasma membrane 
blebbing 

Plasma membrane 
blebbing and 
cellular 
fragmentation 
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Exosomes – nanovesicles of endosomal origin 

The current definition of exosomes is: secreted extracellular-vesicles of 
endosomal origin, with the following characteristics: 1) a size of 30-150 nm 
(measured by nanoparticle tracking analysis (NTA), up to 100 nm by electron 
microscopy); 2) a spherical form but are seen as cup-shaped in transmission 
electron microscopy, i.e. an artifact of the preparation; 3) a buoyant density of 
1.13-1.19 g/ml when isolated through ultracentrifugation on a sucrose gradient 
and 4) a detergent-resistant membrane rich in tetraspanins, cholesterol and 
sphingophospholipids (208, 209). Different proteins have been proposed as 
exosome markers but research show that they are rather exosome enriched than 
specific (210). Tetraspanins are proteins with four transmembrane domains, 
highly enriched in exosomes, like CD63, CD81 and CD9. CD81 has been proposed 
as the most specific protein in separating exosomes from other EVs (211, 212).  

One specific feature of exosomes compared to other EVs is that they arise from 
inward budding of the membrane of late endosomes, thus forming small 
intraluminal vesicles (ILVs), accumulating inside. These late endosomes are 
called multivesicular bodies (MVBs). In many cases these MVBs fuse with 
lysosomes, resulting in degradation of its content. Though the MVBs can also fuse 
with the plasma membrane of the cell, releasing ILVs into the extracellular matrix 
as exosomes, packed with information to be exchanged between cells (209, 213). 

 

Figure 2. Biogenesis of exosomes (208). Exosomes are formed from inward budding of the limiting 
membrane  of  the  MVBs.  This  ensures  the  same  orientation  of  membrane  proteins  on  the 
exosomes  as  on  the  mother  cell  plasma  membrane.  RER,  rough  endoplasmic  reticulum;  CG, 
complex Golgi; MVB, multi vesicular body. 
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How the ILVs are formed, the sorting of their content into microdomains at the 
limiting membrane of the endosome, the inward budding of the membrane and 
release into the endosomal lumen and the subsequent fusion of the MVB with the 
plasma membrane, releasing the ILVs as exosomes, is not clearly understood. The 
process seems to be dependent on cell type and the current state of this cell (207). 
Different pathways are described, involving one or more proteins, like different 
members of the Endosomal Sorting Complex Required for Transport (ESCRT), 
tetraspanins or small integral membrane protein of the lysosome/late endosome 
(SIMPLE). A “lipid pathway” is also described, involving raft-based 
microdomains high in sphingolipids from which ceramide form, both enriched in 
exosomes, causing a membrane curvature and triggering ILV formation (209). 

Both tetraspanins and Rab GTPases are thought to be involved in the trafficking 
of the MVB. Different Rabs seem to be responsible for the intracellular transport 
and docking at, and fusion of the MVB with, the plasma or lysosomal membrane 
(214, 215).  

Since exosomes resemble their cell of origin, there are differences in their 
composition, although there are some proteins that seem to be common for all 
exosomes. Exosomes are enriched with cytoskeleton proteins and cytosolic 
proteins (like tubulin, actin, annexins, heat shock, Rab and ESCRT proteins) and 
plasma membrane proteins (like tetraspanins, MHC class I and II and adhesion 
molecules). In addition to proteins and lipids, various nucleic acids can be found; 
mRNA, miRNA, lncRNA and DNA, with the potential to genetically influence the 
recipient cell (216). The exosome composition will of course mirror its function: 
elimination of unwanted molecules, communication or exchange of material 
between cells, transmission of pathogens, stimulation or downregulation of the 
immune system, antigen presentation and much more (216).  

To summarize, exomes are important for intercellular communication and are 
produced and secreted by virtually all cells in the body. They can be found in 
saliva, urine, nasal and bronchial lavage fluid, amniotic fluid, breast milk, plasma, 
serum and seminal fluid (208). Tumor cells also secrete and use exosomes to 
influence their surroundings, not least in creating an immunosuppressive TME.  

Exosomes in ovarian cancer  

EOC cells constitutively produce exosomes that are secreted in ascites and plasma 
and participate in the cross-talk between cells in the TME (217-220). Some of 
their tumor-promoting effects are summarized in Figure 3. The level of exosomes 
in plasma is significantly higher in OC patients compared to women with benign 
ovarian tumors, suggesting that the tumor itself secrets high amount of exosomes, 
or influences other cells to exosome secretion (221). These exosomes were shown 
to induce formation of immunosuppressive immune cells, like Treg cells (222), 
tumor-promoting M2 macrophages (223) and to activate MDSCs through HSP70 
(224). They also express immunosuppressive cytokines, like IL-10 and TGF-β1 
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(222) and have the ability to induce secretion of proinflammatory cytokines such 
as IL-6, TNF-α and IL-1β (225). Effector T cell activity can be disrupted by 
suppression of the ζ-chain in the TCR (226). It was recently shown that OC 
exosomes carry arginase-1 and by DC uptake cause inhibition of antigen-specific 
T cell proliferation (227). EOC exosomes have the ability to enhance apoptosis of 
effector lymphocytes by expressing FasL and TRAIL (217). Tumor-derived 
exosomes from many cancer types have been shown to express NKG2D ligands, 
interacting with the major NK-cell activating receptor NKG2D, impairing its 
function and the killing ability of cytotoxic NK- and T cells ((228-230) reviewed 
in (231)). To our knowledge this has not previously been investigated in OC.  

Apart from contributing to the immunoinhibitory TME, OC exosomes aid in 
tumor progression in several ways, including angiogenesis, invasion, growth and 
drug resistance (120, 123). 

 

 

 

Figure 3. Some of the tumor promoting mechanisms carried out by exosomes secreted by virtually 
all cell types in the TME (232). 

  



 
 
22 | Pernilla Israelsson 

Exosomes in diagnosis and treatment 

Important goals in the time-consuming effort of exosome mapping is to find 
specific markers for different tumors and henceforth to develop therapies 
targeting immunosuppressive tumor exosomes, or to use exosomes to deliver 
therapeutic agents. There are databases where researchers can share their 
findings, for example ExoCarta, to sooner reach these common goals (233).  

In the search for biomarkers, exosomes have several advantages: 1) their 
accessibility, circulating in blood and can be found in numerous body fluids, 
making the sample collection easy and with minimal discomfort for the patient; 
2) exosomes are stable under various conditions; 3) they are abundant; 4) can 
express specific surface proteins of the parental cell which can help in identifying 
tumors or metastasis; 5) contain biological information of the parental cell, more 
representative than cell-free DNA with a higher mutation frequency and 
prognostic value and 6) are rather straight forward to identify (234). In OC 
exosomes, several proteins and miRNAs (220, 221, 235, 236) have been mapped 
as potential biomarkers.  

Considering the previously mentioned biological properties of exosomes, to use 
modified exosomes in treatment is an appealing idea. Exosomes in therapy are 
used mainly to deliver antitumor element or as vaccines, to activate the immune 
system (237). Exosomes for delivery of therapeutic agents would be beneficial in 
theory since it is possible to target them for certain tissues, thus minimizing the 
high doses used of non-specific drugs, they have a long half-life, are endogenous 
and thus have low amount of side effects and low immunogenicity (238). 
Exosomes have been modified in several ways to be made immune stimulating; 
genetically engineered through immune boosters, tumor-associated genes or 
using genetic material like siRNA. Clinical trials are evaluating the use of 
exosomes for immunotherapy in different malignancies, with promising results 
(237).  
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RATIONALE OF THE PROJECT 
This project comprises research on the border of two disciplines – cancer and the 
immune system. On one hand, due to modern sequencing methodologies, our 
understanding of cancer biology has broadened. On the other hand, recent 
progress in oncoimmunology has rightfully acknowledged the immune system as 
an essential factor with an important role in the curability, prognosis and 
outcome of cancer disease, opening novel pathways for diagnosis and 
immunotherapy. The rationale of this project was to study the interactions 
between EOC and the immune system in the tumor microenvironment and 
peripheral blood of EOC patients to better understand its pathophysiological 
mechanisms, the impact on the host immune system and furthermore, how these 
interactions are affected by surgery. Such knowledge would hopefully contribute 
to better diagnostics and future novel treatments. 
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AIMS 
The overall objective of this research project was to investigate tumor-mediated 
mechanisms that modulate the immune system in patients with epithelial ovarian 
cancer. 

The specific aims were: 

• To assess the cytokine mRNA profile in EOC tumor microenvironment and 
peripheral blood mononuclear cells in order to elucidate its role in host 
immune suppression and tumor immune escape. 

• To investigate the correlation between cytokine mRNA and protein 
expression by EOC cells. 

• To survey the composition and function of EOC-derived exosomes and 
their effect on the NKG2D cytotoxic pathway. 

• To study the influence of surgery on circulating EOC exosomes and the 
NKG2D cytotoxic pathway. 
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ETHICAL CONSIDERATIONS 
This thesis is part of a collaborative project studying the pathogenesis of ovarian 
cancer. All studies were performed in accordance with the Declaration of Helsinki 
and the project was approved by the Human Ethics Committee of the Medical 
Faculty, Umeå University (D. nr. 09-108M). All patients donated samples after 
written informed consent. They were informed that their participation is 
voluntary and that they are free to withdraw at any time without affecting their 
planned medical care. Each sample was labelled with a unique code and the 
personal data and the code keys were kept separate.  

All experiments were performed on donated blood, tumor/ovarian tissue or 
ascites. No experiments were performed on/with patients. Tumor/ovarian tissue 
and ascites were collected in connection with planned surgery for the patient’s 
medical care and obtained via the Department of Clinical Pathology at Laboratory 
Medicine, Umeå University Hospital after material for diagnosis was secured. In 
cases with small amounts of tissue, diagnostic procedures were always 
prioritized. The vast majority of blood samples were collected when samples for 
the patients’ clinical care were taken. Only a few of the postoperative blood 
samples used in Paper IV, were taken separately from the collection of samples 
for clinical care. The procedure of venous blood sampling can be painful, time 
consuming and there is a small risk of infection. To minimize the risk and 
discomfort for the patient, the samples were collected at a health care unit by 
trained health care professionals. 
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STUDY SUBJECTS, METHODS AND 
METHODOLOGICAL CONSIDERATIONS 
The experimental methods used in the individual studies are presented in detail 
in Papers I-IV which are the basis of this thesis. An overview of the study subjects, 
methods and statistical analyses used is presented below in Table 5. 

Table 5. Overview of the study subjects, methods and statistical analyses in Papers I to IV. 

Paper Material Methods Statistical analyses 

I Women with HGSC of the ovary - tumor tissue/blood 
samples, supplemented with heparin or EDTA 
(n=22/14) 

Women with benign ovarian conditions - ovarian 
tissue/blood samples supplemented with heparin or 
EDTA (n=18/18)  

Women with normal ovaries - ovarian tissue/blood 
samples supplemented with heparin or EDTA (n=8/7) 

Isolation of peripheral blood mononuclear 
cells (PBMCs) 

Total RNA extraction 

Real-time RT-qPCR 

Independent samples 
t-test 

II Women with HGSC of the ovary - blood samples 
(n=14) 

Cell lines: OVCAR-3, SKOV-3, Jurkat 

Heat shock stress of cell cultures 

Real-time RT-qPCR 

Multiplex protein analyses (Luminex) 

Spearman’s rank 
correlation coefficient  

III Women with HGSC of the ovary - tumor tissue/ascites 
(n=7/6)  

Women with benign ovarian conditions - ovarian tissue 
(n=4)  

Healthy donors - blood samples supplemented with 
heparin or EDTA (n=6)  

Cell lines: OVCAR-3 and SKOV-3 

Tumor explant cultures - supernatant 
collection  

Cell cultures – supernatant collection 

Isolation of PBMCs 

Exosome isolation 

Nanoparticle tracking analysis, TEM, IEM  

Western blot 

Immunoflow cytometry 

Total RNA extraction 

Real-time RT-qPCR  

Degranulation of cytotoxic cells 

Cytotoxicity assay with K562 target cells 

Independent samples 
t-test 

IV Women with HGSC of the ovary - blood samples 
supplemented with EDTA and serum samples 
collected pre- and postoperatively (n=18) 

Healthy donors - blood samples supplemented with 
EDTA and serum samples (n=4) 

Double immunofluorescence staining and 
immunoflow cytometry 

Exosome isolation 

Nanoparticle tracking analysis, TEM, IEM  

Cytotoxicity assay with K562 target cells 

Wilcoxon signed-rank 
test and Mann-
Whitney U test 
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Study subjects and cell lines 

Selection of ovarian cancer patients 

Ovarian cancer is heterogeneous in nature and its classification is based on 
histology. We chose to study patients with epithelial ovarian cancer, the most 
common type comprising about 90% of all ovarian tumors. In particular, we 
studied HGSC, the most malignant type of EOC. The great majority of patients 
were diagnosed with HGSC of the ovary, but considering the uncertainty 
regarding cellular origin and the difficulties in determining the primary site of 
HGSC, cases of HGSC of the peritoneum and fallopian tube were also included, 
based on their molecular and clinical similarities. This is also in line with the 
latest FIGO staging, where these diseases are considered collectively (4).  

Freshly collected and biobank‐collected patient samples 

Blood, serum, tumor tissue and ascites were collected either fresh from the 
enrolled patients or retrieved from a biobank. A biobank stores human biological 
samples for future research (239). A cohort at Biobanken Norr at Umeå 
University Hospital comprises consecutively collected ovarian tissue and blood 
samples since 2005 from women removing one or both ovaries for any reason. 
The participation is voluntary and all samples are collected after written informed 
consent. To retrieve samples from Biobanken Norr, an ethical permission and a 
written application giving information on the research project is required.  

Information on histopathologic diagnosis, set by a specialist in gynecologic 
pathology at the Department of Clinical Pathology, Umeå University Hospital 
according to the World Health Organization classification (240), and other 
clinically relevant information, was extracted from the medical records of the 
participating patients. Exclusion criteria for all studies included in this thesis was 
a history of any other tumor disease (according to the patient’s medical record).  

Cell lines 

EOC cell lines were used as controls for the methods we used in Paper III and in 
kinetic experiments in Paper II. We have never used EOC cell lines as a model 
specifically for HGSC and we have never compared results obtained from the 
participating patients with results obtained from cell lines. We chose to work with 
two classical EOC cell lines, OVCAR-3 (HTB-161) and SKOV-3 (HTB-77), that 
were purchased from ATCC and cultured according to their recommendations. 
The reasons for our choice was that these cell lines are the most widely used (in 
90% of published papers) and thus, our results could be tested/reproduced by 
other groups and compared to the results of others. Recently, 47 ovarian cancer 
cells lines were evaluated and compared to HGSC of the ovary to find suitable 
candidates for HGSC research (241). While SKOV-3 has low resemblance to 
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HGSC, OVCAR-3 possesses TP53 mutations and substantial copy-number 
changes, key characteristics of HGSC (241). 

Methods 

Sample collection 

Frozen blood (Paper I and II) and tissue (Paper I and III) samples were retrieved 
from Biobanken Norr. For Paper III, ascites and fresh tumor tissues for explants 
cultures were collected via the Clinical Pathology Laboratory, Umeå University 
Hospital. In Paper I, a group of patients suffering from benign ovarian conditions 
was included for comparison with the EOC patient group. The groups of women 
with normal ovarian tissue (Paper I and III) comprise women where risk reducing 
salpingo-oophorectomy was performed or surgery was performed for benign 
conditions in other parts of the female genital tract, such as myoma of the uterus, 
uterine polyps, endometrial hyperplasia and benign cysts in the contralateral 
ovary. For Paper IV, blood samples taken before and after surgery were collected 
from HGSC of the ovary patients from Västerbotten County between 2014-2019. 
Preoperatively EDTA blood and serum samples were collected. The same patients 
were asked to give a second sample of EDTA blood and serum 1-3 months after 
surgery. Only patients with a set of paired preoperative and postoperative 
samples were included in the study.  

Short‐term tissue explant cultures 

Tissue explant cultures were set up to obtain supernatants enriched in exosomes 
secreted from cancer cells. The tumor tissues were extensively washed in Hank’s 
solution, cut into pieces of 5-10 mg wet weight and cultured in RPMI1640 with 
0,5% BSA, ascorbic acid and antibiotics. The explants were incubated at 37°C with 
5% CO2 for 24h only and subsequently the supernatants were collected. The 
24-hour tissue culture was chosen to keep the explants in maximally good 
condition, ensuring that the exosomes in the culture supernatants were obtained 
from natural exosome secretion and not released from dying cells. 

Exosome isolation 

Exosome isolations in Paper III and partly in IV were performed according to 
protocol (242). In brief, after sequential centrifugation steps for removing cellular 
debris and larger extracellular vesicles and particles, a filtration through a 0,2 
µm-filter was applied, followed by a sucrose gradient ultracentrifugation at 
110 000 × g for 2h. For the serum samples, due to limited available material and 
the need of higher exosomal yield for receptor expression- and functional 
experiments, the sucrose density gradient step, which is a critical step where 
exosomal yield is lost, was substituted by pelleting at 110 000 × g for 2h followed 
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by filtration. Comparison of the characteristics and purity of exosomes between 
these two methods gave similar results.  

Estimation of exosomal concentration, purity and 
morphology 

After isolation, the mean exosomal size, size distribution, concentration, yield 
and purity were analyzed using NTA with the instruments NanoSight NS300 
(Malvern, UK, in Paper III) and ZetaView (Particle Metrix GmbH, Germany, in 
Paper IV). Negative staining and transmission electron microscopy were used for 
estimation of the morphology of the isolated exosomes, including estimation of 
purity. In addition, exosomal tetraspanin markers (CD63 and CD81) and other 
markers of interest (CA-125, CD24, BerEP4, EpCAM and NKG2D ligands 
MICA/B and ULBPs) on the exosomal surface were studied by immunoelectron 
microscopy (IEM) of immunogold-stained exosomes. Isolated exosomes, not 
used directly, were stored at -20°C or -80°C in sterile PBS supplemented with 
protease inhibitors (Roche Diagnostics) to avoid cleavage of surface proteins by 
MMP activity. 

Western blot 

Samples were separated on an 8-12% SDS PAGE, transferred to polyvinylidene 
difluoride membranes (GE Healthcare) and blocked in 3% ECL blocking reagent 
and 0.05% Tween 20 in ECL/PBST for 1h at room temperature. Appropriate 
concentrations of mABs/Abs were applied and membranes were incubated at 4°C 
overnight, followed by a washing step with PBST. Peroxidase-conjugated Abs 
were applied for 1h at room temperature and after washing, bands were 
developed by chemiluminescent HRP substrate (Thermo Scientific). 

Real‐time RT‐qPCR 

We used real-time RT-qPCR for estimation of the relative expression of mRNA 
encoding cytokines (Paper I and II) and NKG2D and DNAM-1 ligands (Paper III). 
RNeasy Mini Kit was used for RNA extraction and random hexamers, MuLV 
transcriptase and dNTP mix for reverse transcription. Isolated total RNA was 
protected from degradation by RNase inhibitors and was shortly after transcribed 
to cDNA that was kept at -80°C until use. Multiplexed RT-qPCR was performed 
detecting the target gene and 18S rRNA as an endogenous control on an ABI 
PRISM 7900HT Sequence Detection Instrument. To be able to compare the 
results between samples and groups, the RNA load for each reaction was 
equalized. The comparability of the analyses between samples was highlighted by 
the uniform and stable level of the endogenous control.  
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Comparative Ct (ΔΔCt) method was applied for computing relative quantities 
(RQ). An average RQ (aRQ) was calculated for each study group. The results are 
presented as a fold difference, which is the result of division of a test group aRQ 
by a reference group aRQ.  

Multiplex protein analysis 

For cytokine protein analysis in Paper II, multiplex protein array analysis was 
selected. The advantage of a multiplex bead array assay, such as Luminex®, is its 
efficiency as a high throughput multiplex method analyzing several cytokines at 
the same time. 

NKG2D receptor downregulation experiments 

Receptor downregulation of NKG2D expression with exosomes was done as 
described (243). PBMCs from healthy donors (Paper III and IV) or from HGSC of 
the ovary patients (Paper IV) were incubated in absence/presence of native EOC-
exosomes isolated from HGSC patient ascites (Paper III) or serum (Paper IV), or 
in the presence of the same type of exosomes treated with specific mAbs against 
NKG2D ligands or CD63. After incubation, the cells were stained for NKG2D 
receptor expression with monoclonal antibodies. The NKG2D receptor 
expression was assessed by mean fluorescence intensity (MFI). Ten thousand 
events/sample, corresponding to 10 000 cells/sample were collected in Accuri 6C 
Flow Cytometer (BD Biosciences) and analyzed by CFlow Plus (BD Biosciences). 

Cytotoxic degranulation experiments 

To analyze NK cell degranulation (Paper III), the CD107a expression on NK cells 
from healthy donors was measured by flow cytometry (Accuri 6C Flow 
Cytometry) before and after incubation with EOC ascites-derived exosomes. 
OVCAR-3 cells were used as target cells.  

Assessment of the NKG2D‐mediated cytotoxic pathway 

To assess the cytotoxic potency of NK cells, we used CytoTox 96 Non-Radioactive 
Cytotoxicity Assay (Promega) in combination with the erythroid cell line K562 as 
target cells. K562 cells are deprived of MHC class I and class II molecules and 
thus, experiments with K562 as target cells exclusively test cytotoxicity raised by 
the NKG2D receptor. 
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Phenotyping of peripheral blood lymphocytes and 
assessment of receptor and ligand expression 

Double immunofluorescence staining and flow cytometry were used for 
phenotyping of the blood lymphocytes of patients in Paper IV. The following CD 
markers were used: CD19 for B cells, CD3 for T cells, CD4 for T helper cells, CD8 
for T cytotoxic/suppressor cells, CD56 for NK cells and CD16 for cells expressing 
the Fcγ receptor. The expression of the NKG2D receptor and its ligands and other 
cytotoxic receptors were measured by geometric mean of fluorescence intensity. 
Importantly, to come as near the in vivo situation as possible, all flow cytometric 
data of the paired blood samples in Paper IV were performed on freshly isolated 
PBMCs with the same instrument settings. 

Statistical analysis  

In Paper I and III, independent samples t-test was used for comparisons between 
groups. In Paper II, Spearman’s rank correlation coefficient was used to assess 
the relationship between cytokine mRNA and protein expression. In Paper IV, 
Wilcoxon signed-rank test was used to compare samples collected pre- and 
postoperatively from the same patients. Mann-Whitney U test was used for 
comparisons between unrelated samples.  

Methodological considerations 

Sample collection 

For Paper IV, blood samples taken before and after surgery were collected. Out of 
43 women having surgery for HGSC of the ovary that donated a preoperative 
blood sample during the sample collection period, 18 donated a postoperative 
sample. The reasons for the poor patient compliance are unknown. Some of the 
sample losses might have been avoided if there was a research sample coordinator 
that could maintain contact with the patients and ensure that a second sample 
was delivered, but unfortunately, such a coordinator was not available during the 
time period for the sample collection.  

Exosome isolation 

The challenges of exosome isolation are many, but, at large, three points can be 
mentioned: 1) exosomes are extremely small in size (nanovesicles of 30-150 
nanometer); 2) they are almost always present in blood and bodily fluids in a mix 
together with other, larger extracellular vesicles with similar biophysical 
properties and 3) so far, there are no markers exclusively expressed on exosomes 
that could help to identify these vesicles. These points roughly summarize the 
difficulties in isolation of exosomes of high-grade purity and well-preserved 
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structure from various bodily fluids, with a yield giving adequate amounts for 
performing phenotypic and functional experiments. It should also be mentioned 
that efforts to obtain the highest possible purity will limit the isolation yield and 
vice versa. Many different attempts, ways and commercial kits to isolate 
exosomes exist. However, until now, the best way to isolate exosomes of good 
quality that preserve their properties and can be used in functional experiments 
is the classical standard reference way of using ultracentrifugation, a sucrose 
gradient and ultrafiltration. We used the following exosome isolation methods: 
1) the reference method of sucrose gradient ultracentrifugation according to our 
own protocol published in Current Protocols in Immunology (242) for all 
supernatants from tumor explant cultures and ascitic fluid; 2) the same reference 
method with omission of the sucrose gradient ultracentrifugation step, and 
introducing a filtration step with a 200-nanometer filter for isolation of exosomes 
from patient blood samples taken before and at 1-3 months after surgery. The 
selection of the latter method for peripheral blood exosomes was made because 
it was less laborious and time consuming and probably provided a higher yield 
since a lot of exosomes are lost in the sucrose gradient ultracentrifugation 
procedure. Comparison of the purity of exosomes between these two methods 
gave similar results. Furthermore, whenever comparisons between samples were 
made, only exosomes isolated by the same isolation procedure were used.  

Analysis of cytokines 

A considerable part of our work was concentrated on assessment of cytokine 
profiles in the TME. Cytokines are short signaling proteins/peptides sensitive to 
degradation. Many of them have a short half-life with the degradation process 
starting directly after collection, making it pivotal to minimize the time between 
collection and freezing (244). Cytokines act locally in the body and are very 
seldom/not present in the blood circulation in healthy individuals. High amounts 
of inflammatory cytokines appear in the peripheral blood circulation during 
severe infections such as sepsis. Considering the instability of the cytokine 
proteins, their sensitivity to degradation, thawing, freezing and transportation, 
and their short time of action, mainly acting locally, it is important to decide what 
analytical method to use when assessing cytokine profiles. RT-qPCR is a method 
with high specificity, sensitivity and stability; therefore, we chose to use this 
method for mRNA analysis instead of a protein expression assay. The reason for 
this was that the samples were retrieved from Biobanken Norr and we did not 
have complete control over the collection procedure and thus could not be certain 
how quickly the samples were handled after collection, with regard to 
centrifugation, freezing, thawing and transportation. When sampling for cytokine 
protein analysis, several aspects have to be considered. It is not known if 
translation and/or secretion has taken place at all or if the amount of cytokine is 
sufficient to be measurable in the biological system of interest, for example 
peripheral blood. In this thesis, we did not aim to investigate protein 
concentration of cytokines, instead we aimed to investigate the cytokine profiles 
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that prevail in the TME and what effect these profiles could have on the immune 
system of the patients. Taking all this into consideration, our choice fell on 
cytokine mRNA profiles assessed by real-time RT-qPCR.  

Kinetic cytokine mRNA and protein expression experiments (Paper II) 

Cytokines are key signaling molecules and their major role in the immune 
response in health and disease is indisputable. Therefore, we wanted to further 
investigate the importance of the choice of analytical method in the cytokine 
research presented in Paper I. We assessed cytokine mRNA expression and 
protein expression in three cell lines - OVCAR-3 and SKOV-3, and Jurkat, a T cell-
derived cell line that was used as a control to the OC cell lines (Paper II). Cell lines 
were used to perform kinetic experiments, thus being able to control the 
experimental conditions. Activation of cytokine gene expression was achieved by 
thermal stress. The success of thermal stress was evaluated by assessing the 
mRNA expression for heat shock proteins in each cell line used in the kinetic 
experiments. Thermal stress was chosen for estimation of transcriptional 
activation, since it is simple to perform, easy to control and we had previous 
experience of the method (229). Time-points were chosen to capture cytokine 
mRNA- and protein production peaks (245). We chose to analyze a set of 
proinflammatory cytokines because of their mRNA upregulation seen in HGSC 
compared to controls (Paper I). 
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RESULTS AND DISCUSSION 
The goal of this thesis was to study how tumors interact with the immune system 
to impair its function, escape its attack and make room for tumor establishment 
and metastasis. We have focused on the role of cytokines and tumor-secreted 
exosomes in patients suffering from EOC. 

The role of cytokines in the tumor microenvironment 
of EOC 

Strengths and limitations in our cytokine studies 

For the investigation of cytokine mRNA expression profiles in EOC patients, a 
panel of 12 cytokines, Il-1β, IL-2, IL-4, IL-6, IL-8, IL-10, IL-15, IFN-γ, TNF-α, 
TNF-β/LTA, TGF-β and GM-CSF, was selected to distinguish between cytokine 
profiles responsible for four major functions of the immune defense: 1) the ability 
to kill infected or transformed cells, regulated by a cytotoxic Th1 response, 2) the 
ability to mount an antibody response, regulated by a humoral Th2 response, 
3) the ability to suppress the immune system and prime Treg cells, regulated by 
a Th3/Th1 response and 4) the ability to elicit an inflammatory response. 

The benefits and contributions of our study (Paper I) can be summarized as 
follows: 1) In paired samples, we investigated the cytokine mRNA expression 
profiles locally in the tumor tissue and systemically in PBMCs (Fig. 1 and 3, 
Paper I). Thus, we could compare the local and the systemic cytokine response in 
the same patient, a comparison that could provide a better understanding of the 
interaction between the tumor and the immune system at the local and systemic 
level; 2) We introduced two groups for comparison - one group of women with 
benign ovarian conditions and another group of women with normal ovaries. To 
our knowledge, so far, this has not been done before. The group with normal 
ovaries provided a baseline of cytokine expression in the normal situation (Fig. 
1a and 2, Paper I). Furthermore, our studies of benign ovarian conditions and 
EOC (Fig. 2 and 3, Paper I) indicated that a similar but less prominent cytokine 
mRNA response was found in the benign conditions, while EOC caused a 
profound and characteristic cytokine mRNA profile, collectively driving towards 
suppression of the immune system’s anti-tumor responses and creating a 
convenient TME for tumor growth; 3) Using a real-time RT-qPCR method, we 
simultaneously investigated 12 cytokines, which gave us the possibility to 
discriminate between the four responses mentioned above, and to obtain a better 
and broader picture of the local and systemic cytokine response in EOC patients. 
Several previous studies investigating the cytokine mRNA network in EOC were 
performed on a limited number of cytokines simultaneously and/or were using 
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semi-quantitative methods (186, 246-248); 4) In our methodological studies of 
cytokine mRNA contra protein expression (Paper II) we show that EOC cells 
themselves, represented by the EOC cell lines OVCAR-3 and SKOV-3, contribute 
to the cytokine profile in the TME by their own production of mRNA and protein 
for the inflammation-promoting cytokines IL-6, IL-8 and TNF-α. 

We are aware that the best way to assess a certain signal substance is to prove its 
existence by a protein analysis. However, cytokines are proteins that act very 
locally, in a certain setting and although their effects are seen, they are very 
seldom present in peripheral blood and thus very difficult to detect in protein 
form. Therefore, we believe that analyzing cytokine mRNA profiles by RT-qPCR 
in paired blood and tissue samples and including benign ovarian conditions and 
normal ovaries is a good choice of method and model to study the overall picture 
and the changes in the cytokine responses in EOC patients.  

The tumor microenvironment in EOC comprises four cytokine 
mRNA profiles that convey inflammation and suppression of 
the anti‐cancer immune response 

Cytokines are produced by various cells and we have analyzed the total cytokine 
mRNA profiles in the TME. We wanted to study the overall cytokine expression 
in the TME regardless of which cells have contributed since it is the overall 
production and effect of the cytokines that matter in the pathogenesis of OC, as 
well as in diagnostics and immunotherapy. We found differential cytokine mRNA 
expression in the tissue samples and PBMCs of HGSC patients, patients with 
benign ovarian conditions and women with normal ovaries. The cytokine mRNA 
expression was in general most prominent in HGSC patients, confirming the 
immunogenicity of the tumor and implying immune recognition and reaction 
locally in the TME and systemically in the blood (Fig. 1a and 3, Paper I).  

Enhanced inflammatory response 

There was a significant upregulation of inflammatory cytokines both in tumor 
tissue and PBMCs in the HGSC patients, compared to women with benign ovarian 
conditions and women with normal ovaries. Inflammation is a well-known 
mechanism suggested in tumorigenesis per se and is also found in the TME in 
EOC (13, 14). In agreement with previous studies (249-253), we found an 
upregulation of the inflammatory cytokines IL-1β, TNF-α and IL-6 (Fig. 1a and 3, 
Paper I). The mechanisms by which these cytokines influence disease progression 
and outcome are complex and multifactorial (14). These cytokines have been 
related to several cancer symptoms such as anorexia, anemia, fatigue and weight 
loss as well as non-responsiveness to chemotherapy (14, 254-256). It was shown 
that elevated IL-6 levels in EOC serum was associated with residual disease after 
debulking and disease recurrence (14). In contrast, in participants with benign 
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ovarian conditions compared to women with normal ovaries, the inflammatory 
cytokines were only slightly upregulated locally and slightly downregulated in 
PBMCs, without reaching statistical significance (Fig. 2, Paper I).  

Suppressed/inadequate cytotoxic response 

Most importantly, in HGSC patients, we found, locally in the TME and 
systemically in PBMCs, an inability to mount the crucially important IFN-γ 
response needed for upregulation of the cytotoxic anti-tumor response. IL-15 was 
upregulated in cancer patients (Fig. 1a and 3, Paper I). This might suggest a 
compensatory attempt to upregulate IFN-γ since IL-15 participates in IFN-γ 
upregulation (170).  

Systemic deviation towards humoral response 

In PBMCs of HGSC patients, representing the systemic immune defense, 
compared to women with benign ovarian conditions and women with normal 
ovaries, the cytokine response was oriented towards a Th2 humoral response with 
a significant upregulation of IL-4 (Fig. 1a and 3, Paper I), suggesting further 
disruption of the Th1-mediated anti-tumor defense and orientation towards 
antibody production, that alone, without a Th1 response, is inadequate for tumor 
killing. 

Immunosuppressive response by T regulatory cell priming 

The upregulation of the immunosuppressive cytokines IL-10 and TGF-β, 
combined with IL-2, in tumor tissue (Fig. 1a and 3, Paper I), suggests that TILs 
of T regulatory phenotype are actively produced and present in the TME. These 
three cytokines are instrumental for the priming, clonal expansion and 
immunosuppressive function of Tregs (257). In EOC, a high subset of Tregs in the 
TIL population is associated with metastasis (258) and a poorer prognosis (126, 
131). 

In summary, we have shown that in the TME of EOC patients, cytokine mRNA 
profiles prevail that are inflammatory and immunosuppressive, disrupting the 
anti-cancer immune defense. This is further shown by the absence of 
upregulation of the crucially important IFN-γ response, necessary for tumor cells’ 
killing. Accompanied by a significant systemic IL-4 mRNA upregulation, the 
systemic immune response of the EOC patients is deviated towards humoral 
immunity. A summarized schematic presentation of the cytokine studies is shown 
in Fig. 4 below. 
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Figure 4. Schematic presentation of the role of cytokines in the TME of EOC. 

The role of EOC exosomes in the derangement of the 
anti‐tumor immune defense 

EOC exosomes selectively downregulate the NKG2D receptor 
and impair the anti‐tumor cytotoxic response 

It is well known by previous studies that EOC is a great producer of exosomes, 
nanometer-sized extracellular vesicles of endosomal origin. We focused our 
efforts on investigating interferences of EOC-derived exosomes on the NKG2D 
receptor-ligand system, a system known to be crucial for immune surveillance 
against tumors (89, 259). In 2007, Carlsten et al. (96) reported that the major 
tumor-killing system, the NKG2D receptor-ligand pathway, was downregulated 
in EOC patients. Instead, the DNAM-1 receptor-ligand interaction prevailed as 
the main cytotoxic pathway for elimination of EOC cells in vitro. Our intention 
was to dissect the molecular mechanisms behind this observation and the results 
are presented in Paper III.  

Using sucrose gradient ultracentrifugation, we isolated exosomes from 
supernatants of EOC tissue explant cultures, EOC patient’s ascites, and OVCAR-3 
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and SKOV-3 cell lines. The purity and the exosomal nature of the isolated vesicles 
were confirmed using three methods – NTA, western blot (WB) and IEM staining 
of exosomal markers. Further, we analyzed the expression of NKG2D and DNAM-
1 ligands by WB, immunoflow cytometry of exosomes captured on antibody 
coated latex beads and IEM. There was a variation observed in protein expression 
of the exosomes emanating from different tumor samples (Table 1, Paper III) 
reflecting the heterogeneity of EOC. While OVCAR-3 and SKOV-3 expressed 
DNAM-1 ligands PVR and Nectin-2 on cellular level, exosomes emanating from 
them lacked these ligands’ expression (Table 1, Fig. 1d, Paper III), suggesting that 
these tumor cells did not secrete the DNAM-1 ligands through the endosomal 
compartment. Using WB, we found expression of NKG2D and DNAM-1 ligands 
in ascites and tumor explant exosomes (Fig. 3a, Paper III). However, when we 
investigated the exosomal surface expression of the NKG2D ligands MICA/B and 
ULBP1-3 and DNAM-1 ligands PVR and Nectin-1 using immunoflow cytometry 
and IEM (Fig. 3b and c, Paper III), only the NKG2D ligands MICA/B, ULBP1-3 
were expressed on the exosome surface. The DNAM-1 ligands PVR and Nectin-2 
were not. Thus, we could conclude that the DNAM-1 ligands were more 
sporadically expressed by EOC exosomes and if expressed, they were not 
associated with the exosomal membrane. 

In our further analysis we investigated the impact of ascites-derived exosomes on 
the cognate receptor by in vitro studying the NKG2D and DNAM-1 receptor 
expression on PBMCs from healthy donors, in the presence and absences of EOC 
exosomes. Using flow cytometry and mean fluorescent intensity, we found that 
the NKG2D receptor was significantly downregulated from the cell surface of 
CD8+, CD56+ cells in the presence of EOC exosomes, while the DNAM-1 receptor 
remained unchanged (Fig. 4 a-d, Paper III). The downregulation could be 
reversed by blocking the EOC exosomes with a cocktail of antibodies against 
NKG2D ligands or by antibodies against the tetraspanin marker CD63. From 
these experiments we concluded that the NKG2D receptor was downregulated by 
EOC exosomes, while the DNAM-1 receptor was not. Tumors release soluble 
NKG2D ligands by mainly two ways, MMP-cleavage (112-115) and secretion of 
NKG2D ligand-bearing exosomes, the latter being the most potent way of NKG2D 
receptor downregulation (260, 261). In the final steps of this study (Paper III), 
we performed functional experiments using PBMCs from healthy donors to see 
the functional consequences of the observed NKG2D receptor downregulation. 
We measured NKG2D-mediated cytotoxicity with the MHC class I- and Fas-
negative, K562 cell line as target cells, and degranulation, using OVCAR-3 cells 
as targets (Fig. 5b-c, Paper III). We found that the cytotoxic response of NK cells 
from healthy donors treated with EOC exosomes was significantly 
downregulated. The downregulation was comparable to that of when the targets 
or the receptors were blocked with monoclonal antibodies. The downregulation 
could be reversed in the presence of exosomes blocked by antibodies against 
NKG2D ligands or CD63. In contrast, we did not see any effect on the DNAM-1 
receptor mediated cytotoxicity in the presence of EOC exosomes, reflecting the 
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fact that EOC exosomes do not carry DNAM-1 ligands on their surface and thus 
cannot affect the cognate receptor. Taken together, the results of Paper III 
demonstrate for the first time that tumor exosomes can exert a differential 
downregulation of cytotoxicity. The EOC exosomes only affect the NKG2D 
receptor-ligand pathway, leaving the DNAM-1 pathway in function. In this work, 
we explain why it was reported (96) that the otherwise accessory cytotoxic 
DNAM-1 receptor-ligand system is used in EOC as the dominant killing pathway, 
while the major cytotoxic pathway of the immune system, the NKG2D receptor-
ligand pathway, is abrogated. 

EOC exosomes isolated from patients’ serum impair NKG2D‐
mediated cytotoxicity 

Surgery is a cornerstone of OC treatment (46, 47). In Paper IV, we wanted to study 
the influence of surgery on circulating EOC exosomes and the NKG2D cytotoxic 
pathway in vivo by investigating exosomes isolated from EOC patients’ serum. In 
previous studies of the influence of OC surgery on the immune status of the 
patients, it has been shown that there is a decrease in circulating Tregs and 
immunoinhibitory cytokines postoperatively, associated with a better prognosis 
(135, 136, 262-265). Exosomes have previously not been studied in OC surgery. 
We started by evaluating the phenotype of immune cells in peripheral blood 
before and after surgery, using flow cytometry. By studying a panel of phenotype 
markers separating lymphocytes into B cells, cytotoxic and helper T cells, NK cells 
and Fcγ receptor/CD16 expressing cells, and also cells expressing the cytotoxic 
NKG2D receptor, we conclude that no statistically significant differences were 
seen in the patient group as a whole (Fig. 1a, Paper IV). However, when studying 
the results more closely, we saw that within the whole group of patients, there 
was a group of patients that exhibited a significant upregulation of the NKG2D 
receptor expression postoperatively (Fig. 1b, Paper IV). Intrigued by this finding, 
we wanted to further investigate what could cause this change in some patients 
and whether it would have any effect on the cytotoxic function of the patients’ NK 
cells. The participants showing an upregulation of the NKG2D receptor 
expression postoperatively were referred to as Group 1 and the rest of the patients 
as Group 2. We started by looking into the concentration of circulating exosomes, 
isolated from the patients’ sera, taken pre- and postoperatively. We found that 
the exosomal concentration decreased postoperatively in group 1 and increased 
slightly, but not statistically significant, in Group 2 (Fig. 2b, Paper IV). Thus, 
there was a significantly lower exosomal concentration postoperatively in the 
serum of Group 1 patients compared to the serum of Group 2 patients.  

Following this finding, we used IEM to confirm that also serum-derived EOC 
exosomes express NLG2D ligands on their surface (Fig. 3a, Paper IV). To further 
elucidate the impact of these exosomes on the NKG2D receptor-ligand system, 
we investigated the NKG2D receptor expression on PBMCs from healthy donors 
in the presence and absence of EOC exosomes, isolated from serum of patients 
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taken before surgery. Using flow cytometry and mean fluorescent intensity, we 
found that there was a downregulation of the receptor using exosomes from both 
groups, although the effect was more prominent for Group 1 exosomes (Fig. 3b-c, 
Paper IV). When blocking the exosomes with monoclonal ab against CD63, the 
effect was reversed, confirming that the observed downregulation of NKG2D was 
caused by EOC exosomes (Fig. 3c, Paper IV). To study if the decreased NKG2D 
receptor expression could affect the cytotoxic potential of NK cells, cytotoxic 
experiments were performed. PBMCs from healthy donors were used as effectors 
and K562 as targets, in the presence or absence of exosomes. The results show 
that preoperative exosomes from both groups had the ability to downregulate 
cytotoxicity (Fig. 3d, Paper IV). However, the downregulation was most 
prominent after treatment with preoperative exosomes from Group 1 and with 
unaffected cytotoxic function when treated with postoperative exosomes from 
Group 1 patients. The cytotoxic function of PBMCs was similar following 
treatment with pre- or postoperative Group 2 exosomes. The downregulation of 
the cytotoxicity was reversed when exosomes were blocked with anti-CD63 
monoclonal ab.  

Finally, to investigate the patients’ NK cell function in vivo, we conducted 
cytotoxic experiments with the patient’s own immune cells as effector cells and 
K562 as targets and found that the cytotoxicity was enhanced postoperatively for 
all patients, but more prominently in Group 1 (Fig. 4, Paper IV). These 
experiments suggest that by removing the source of EOC exosomes, the primary 
tumor, as demonstrated by the lower postoperative exosome concentration 
observed in Group 1 patients, the intrinsic cytotoxic ability of the patients’ NK 
cells is enhanced/restored.  

Surgery of the primary ovarian tumor had a positive effect 
on the postoperative cytotoxic function of NK cells 

We have, in Paper III and IV, in vitro and in vivo, shown that EOC exosomes, 
whether derived from serum, tissue explants, ascites or cell lines, express NKG2D 
ligands on their surface and have the potential to downregulate the cognate 
receptor on healthy cytotoxic immune cells, hampering their cytotoxic function.  

In summary, in this proof-of-concept study, we found that primary debulking 
surgery in EOC patients enhances the cytotoxic immune response. One possible 
mechanistic explanation could be that removal of the tumor, a main source of 
exosome production, induces a decrease in NKG2D ligand-bearing exosomes that 
otherwise could interfere with the major cytotoxic NKG2D anti-tumor response. 
All patients in our study underwent primary surgery for HGSC of the ovary. The 
material is otherwise diverse regarding surgical outcome and chemotherapeutic 
status before the postoperative sample collection (Table 1 and 2, Paper IV). This 
may affect the results. What is interesting is that the two groups don’t seem to 
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differ in these respects, there were even more radical surgeries performed in 
Group 2. This suggests that there are other mechanisms at play.  

Additional future studies with much larger and well-defined patient cohorts 
regarding treatment and type of surgery, and a longer follow-up time, are needed 
to proof/disproof the results of this investigation. 

EOC exosomes downregulate NKG2D‐mediated cytotoxicity, 
upregulate TRAIL‐ and FasL‐apoptosis and promote Treg 
cells by surface expression of molecules that can be defined 
as immunosuppressive signatures 

The immune system is a very potent system in the human body and it 
constitutively carries a potential risk to turn its mechanisms against its own host. 
Thus, suppression is important to keep the immune system at bay. 
Immunosuppression is present in health and disease and is effectuated in a 
variety of ways. As described above in this thesis, exosomes are produced by 
virtually all organs of the body, present in all bodily fluids and exert important 
functions not only in health and disease but also in embryogenesis and fetal 
development (208). 

Exosomes are known to upregulate or downregulate immune responses. Here, we 
would like to dwell on three powerful ways of exosomes-mediated immune 
suppression: 1) apoptosis of activated immune cells; 2) priming and activation of 
Treg cells and 3) downregulation of the NKG2D receptor-ligand system. These 
particular mechanisms are not only operating in diseases such as cancer but are 
also actively operating in healthy conditions such as the protection of the 
semiallogeneic fetus during normal mammalian pregnancy (208). It has 
previously been shown that EOC exosomes carry apoptosis-inducing molecules, 
like FasL (226, 266) and TRAIL (217), as well as immunoinhibitory cytokines, 
that prime T regulatory cells, on their surface (222, 225). In several cancers, it has 
been shown that tumor-derived exosomes also express the ligand of PD-1, aiding 
in the above-mentioned mechanisms for immune escape (267). It is likely that 
this is used also by OC. In addition, in this thesis we have provided evidence in 
vitro and in vivo that EOC exosomes express the NKG2D ligands MICA/B and 
ULBP 1-3 on their surface and thus downregulate the NKG2D receptor, 
disrupting the cytotoxic potency of the patients’ NK cells. The role of EOC 
exosomes in these three powerful immune suppressive pathways could 
schematically be illustrated as in Fig. 5. 
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Figure 5.  Schematic presentation of  the  role of  EOC exosomes expressing  immunosuppressive 
signatures (shown in red letters) that promote tumor immune escape by derangement of the anti‐
tumor immune response in patients suffering from EOC (modified after Mincheva‐Nilsson, L). 

Concluding remarks and future perspectives  

The road from uncovering a process, or discovering a new mechanism for 
immune escape, to clinical applicability, the ultimate goal of all research, is often 
long. Our results open up for several different directions of future studies. We 
present novel findings of mechanistic, basic research using a smaller number of 
patients. These have to be confirmed in larger patient cohorts, representing more 
uniform patient groups, to find new approaches for diagnosis and treatment. 

Both in studying cytokine mRNA profiles (Paper I) and EOC-derived exosomes 
(Paper III and IV), it would be interesting to correlate the results to a more 
detailed analyzes of the architecture of the TME and the tumor treatment used. 
Could cytokine mRNA profiles of the tumor offer a proxy for the overall immune 
status of the patient and further in determining what immunotherapeutic or 
other treatment would be beneficial for this patient? A study from 2017 showed 
that mRNA profiles, including cytokine-mRNA, of melanoma biopsies correlated 
to the patients PD-1-checkpoint blockade responsiveness (268). Additionally, one 
could speculate whether intrinsic tumor characteristics could be mirrored in the 
patients PBMCs, as our results suggest. Cytokines in disease are widely studied 
and considered as biomarkers. However, the use of cytokine mRNA profiles has 
to our knowledge not been considered in EOC and might offer new perspectives. 
Perhaps mRNA profiles of PBMCs may serve as accessible biomarkers for 
prognosis and monitoring of the disease in the future. Cytokines in cancer therapy 
have been widely studied (reviewed in (269)). Administrating cytokines 
systemically have often been hampered by their toxic effect. Cytokines may also 
be coupled to antibodies directing them towards the TME. Another way could be 
to block the effect of cytokines using specific antibodies. More recently cytokines 
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are combined with other treatments, like immune checkpoint inhibition and mAb 
towards other markers, e.g. VEGF, and several clinical trials have been 
undertaken (269).  

Additionally, it would be interesting to continue to study tumor exosomes in 
different biological aspects to understand in detail why, for example, EOC 
exosomes express NKG2D ligands on their surface but not DNAM-1 ligands. Also, 
the expression of other immune depressing molecules, such as immune 
checkpoint molecules, by EOC exosomes is a scope for further investigations. It 
is not fully understood exactly how different molecules are sorted in the 
endosomal compartment to the exosomes during their biogenesis, and this is a 
subject of intensive research.  

Potentially, exosomes could be used in diagnosis, follow-up and treatment. The 
immune signature of OC exosomes might in the future be used for these purposes. 
As previously mentioned, the expression of PD-L1 by tumor-derived exosomes 
has been evidenced in several cancers (267). This could offer ways of predicting 
responsiveness to PD-1 blockade. Considering our results of the NKG2D ligand 
bearing exosomes and their effect on cytotoxic function, it is a tempting idea to 
block these immunosuppressive exosomes, and several potential compounds are 
under evaluation (270). Still there is not much research on the impact of OC 
surgery on the immune system, and basically none regarding exosomes. Further 
investigations on this specific topic would be interesting. Considering the results 
of our study, we ask why women respond differently regarding NKG2D 
expression and whether this is connected to the lower concentration of serum 
exosomes as we speculate. As stated, we have no information on the TME of these 
patients. Useful information could be what cells reside in the TME, if there are 
tumor infiltrating lymphocytes or immune cells of a tumor favoring phenotype 
present, as well as the overall immunosuppressive mechanisms used by the tumor 
except exosomes and how the tumors differ from each other in these respects. 
What molecules are in total expressed by the EOC exosomes is also of interest. Of 
great importance is the heterogeneity of all cancers per se, including EOC, which 
is well documented to be among the most heterogeneous tumors. Heterogeneity 
in tumor aggressiveness of EOC may affect the production and outflow of 
immunosuppressive exosomes and the reason for the observed different 
responses to surgery might lie here. It would also be interesting to know if the 
difference in NKG2D expression and/or exosome concentration affects the 
survival of the patients, something that would have to be studied on a larger 
material over a longer period - is the NKG2D status or postoperative exosome 
concentration related to tumor aggressiveness and survival prognosis? Hopefully, 
this information could be used in optimizing immunotherapeutic approaches to 
help restore immune surveillance.  
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Finally, we would like to underline that the future diagnosis and treatment of 
cancer will be personalized, tailored based on the individual patient’s distinct 
tumor, thus providing a specific treatment that is effective and overcomes the 
heterogeneity of cancer. There are already treatments that are specifically 
designed to treat a certain cancer type, which is diagnosed and classified by 
specific tumor- and immunological markers. Furthermore, together with the 
opportunities of genetic intervention at strategic points by CRISPR Cas9, 
treatments involving immune mechanisms, like immune check point inhibitions 
and anti-cytokine antibodies are already in use and will become more common in 
the future as more and more discoveries are made in the field of 
oncoimmunology. 
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CONCLUSIONS 
 

• Proinflammatory cytokines and immunosuppressive cytokines promoting 
Treg cells dominate the cytokine mRNA expression locally in the EOC 
microenvironment and systemically in PBMCs. The absence of an IFN-γ 
response together with systemically elevated IL-4 levels indicates a 
deviation of the immune response from a cytotoxic to a humoral response.  

 

• EOC cells can transcribe and secrete IL-6, IL-8 and TNF-α. Cytokine 
mRNA, instead of protein expression, can be used for analyses of cytokine 
profiles in studies of mechanistic pathways and in comparisons between 
patient groups, but cannot replace expression at the protein level. 

 

• EOC exosomes disrupt the cytotoxic response in a differential way. The 
major cytotoxic NKG2D receptor-mediated pathway is suppressed by 
NKG2D ligand expressing EOC exosomes acting as decoys, downregulating 
the cognate receptor. In contrast, DNAM-1 ligands are seldom expressed 
and not associated with the exosomal membrane surface, leaving the 
accessory DNAM-1 cytotoxic pathway unaffected.  

 

• Surgery of the primary EOC tumor has a beneficial effect on the anti-tumor 
cytotoxic immune response. One mechanistic explanation could be a 
decrease in circulating NKG2D ligand-expressing exosomes, thus 
improving the cytotoxic NK cell function. 

 

• Taken together, our results unravel molecular mechanisms operating 
behind local and systemic immune escape in EOC, elucidating some of the 
reasons behind the derangement of the immune system and hopefully 
providing some clues for future clinical implications. 

 



 
 
46 | Pernilla Israelsson 

ACKNOWLEDGEMENTS 
Det är många som ligger bakom arbetet i denna avhandling, fler än går att nämna, 
men ni vet vilka ni är! Först och främst vill jag dock tacka alla kvinnor som 
donerat prover. Utan ert bidrag hade denna forskning inte varit möjlig.  

Ulrika, vem hade kunnat ana att vårt möte för 10 år sedan skulle resultera i detta! 
Tack för att du tog mig under dina vingar och introducerade mig till detta 
spännande forskningsområde. Du har verkligen varit en fantastik mentor genom 
alla år, inte bara vetenskapligt och som läkare utan också som människa. Du har 
en förmåga att locka fram det bästa ur människor omkring dig och skapa en trygg 
atmosfär där en kan visa sig svag och därför blir så mycket starkare. Det sägs att 
vi nu ska gå våra skilda vägar, men du ska se att det är svårare än så att bli av med 
mig! 

Lucia, du har en helt otrolig vetenskaplig karriär bakom dig och jag vill verkligen 
tacka dig för att du välkomnat mig i din forskargrupp och delat med dig av din 
kunskap. Att studera under dig och när som helst få ta del av dina kreativa flöden, 
som lämnar en lika taggad som full av häpnad, har varit en ynnest. Du är verkligen 
en inspirationskälla! 

Ivan, I’m extremely grateful to you for introducing me to the laboratory work and 
for sharing your methodological skills with me. Thank you for always including 
me in your work and answering all my more or less intelligent questions with 
patience!  

Eva L, tack för att jag fått ta del av det imponerande material du samlat in och 
för att jag kunnat bolla knepiga diagnoser med dig. Tack också för samtal om livet 
av mer filosofisk karaktär!  

Olga, I’m deeply indebted to you for assisting me throughout this project, it 
would not have been possible without you! 

Emma, det har varit så skönt att ha dig som sin vapendragare. Du har ju förstått 
min situation som ingen annan och det har varit oändligt värdefullt att kunna 
ventilera allt mellan himmel och jord med dig! 

Eva D, tack för att du delat med dig av din kunskap på ett alltid lika pedagogiskt 
sätt, och också för dina ansträngningar för att göra arbetsplatsen mer trivsam.  

Tack till alla på enheten för obstetrik och gynekologi. Till Ann och 
Annika för att ni skapar en tillåtande och kreativ arbetsplats och för att ni stöttat 
mitt projekt. Till Ingrid för ditt arbete med avhandlingen som lyft den ytterligare. 
Tack Sarah för umgänget och de vetenskapliga diskussionerna, vi blir aldrig 
kloka på äggstockscancer är jag rädd! Tack till Karin, som alltid svarar lika 
snabbt, vänligt och korrekt, vad frågan än gäller. Tack Birgitta, för all hjälp med 
avhandlingens layout. 



 
 

Acknowledgements | 47 

 

Till mina kollegor på kvinnokliniken, utan er hade jag inte kunnat hänge mig 
åt detta projekt! Tack till operationsplanerarna, sjuksköterskor och 
undersköterskor som hjälpt till med materialinsamlingen under alla år. Tack 
till Erika som nu styr upp den på ett exemplariskt vis! 

Susanne och Pernilla på patologen, tack för all hjälp med materialet, för att ni 
lotsat mig genom insamlingen och för att ni alltid är så vänliga! 

Linn och mamma, tack för alla välbehövliga lunch- och fikapauser! Utan er hade 
dagarna blivit så mycket tråkigare.  

Till mina vänner, som från landets alla hörn gör livets prövningar lite lättare att 
bära. Speciellt tack till Josefin, Frida och Josse för att ni alltid funnits där för 
mig, ”a friend in need is a friend indeed”... Elin och Helena, tack för avkopplande 
luncher och familjehäng. Sarah, även om vi inte ses så ofta så finns du alltid där 
på ett eller annat sätt. Maria och Lovisa, tack för daglig livs-support och för att 
ni står ut med allt mitt gnäll. Tack till mina gamla kursare för alla avkopplande 
sammankomster genom åren, det kommer bli många fler!  

 

Och slutligen, till det viktigaste av allt - Familjen. Ord är överflödiga.  

 

Tack! 

 
/Pernilla 

 

 

 

 

 

 

 

 

This work was performed at the Departments of Clinical Sciences/Obstetrics and 
Gynecology, Clinical Microbiology/Infection and Immunology and Medical 
Biosciences/Pathology at Umeå University and was supported by grants from the 
Swedish Research Council (Vetenskapsrådet), Swedish Cancer Society 
(Cancerfonden), Central ALF Funding, Lion's Cancer Research Foundation, 
Umeå University and the Faculty of Medicine, Umeå University. 

 



 
 
48 | Pernilla Israelsson 

REFERENCES 
1. Ferlay J, Colombet M, Soerjomataram I, Mathers C, Parkin DM, Piñeros 

M, et al. Estimating the global cancer incidence and mortality in 2018: 
GLOBOCAN sources and methods. Int J Cancer. 2019;144(8):1941-53. 

2. Goff B. Symptoms associated with ovarian cancer. Clin Obstet Gynecol. 
2012;55(1):36-42. 

3. samverkan Rci. Nationell kvalitetsrapport från Svenska Kvalitetsregistret 
för Gynekologisk Cancer (SQRGC) 

 https://www.cancercentrum.se/globalassets/cancerdiagnoser/gynekologi
/kvalitetsregister/nationell-kvalitetsrapport-gynekologisk-cancer-
2018.pdf: Regionala cancercentrum i samverkan; 2019 [ 

4. Prat J, Oncology FCoG. Staging classification for cancer of the ovary, 
fallopian tube, and peritoneum. Int J Gynaecol Obstet. 2014;124(1):1-5. 

5. Prat J. Ovarian carcinomas: five distinct diseases with different origins, 
genetic alterations, and clinicopathological features. Virchows Arch. 
2012;460(3):237-49. 

6. Cobb LP, Gaillard S, Wang Y, Shih IM, Secord AA. Adenocarcinoma of 
Mullerian origin: review of pathogenesis, molecular biology, and emerging 
treatment paradigms. Gynecol Oncol Res Pract. 2015;2:1. 

7. Kurman RJ, Shih Ie M. The Dualistic Model of Ovarian Carcinogenesis: 
Revisited, Revised, and Expanded. Am J Pathol. 2016;186(4):733-47. 

8. Auersperg N, Wong AS, Choi KC, Kang SK, Leung PC. Ovarian surface 
epithelium: biology, endocrinology, and pathology. Endocr Rev. 
2001;22(2):255-88. 

9. Dubeau L. The cell of origin of ovarian epithelial tumours. Lancet Oncol. 
2008;9(12):1191-7. 

10. Fathalla MF. Incessant ovulation--a factor in ovarian neoplasia? Lancet. 
1971;2(7716):163. 

11. Cramer DW, Welch WR. Determinants of ovarian cancer risk. II. 
Inferences regarding pathogenesis. J Natl Cancer Inst. 1983;71(4):717-21. 

12. Ness RB, Cottreau C. Possible role of ovarian epithelial inflammation in 
ovarian cancer. J Natl Cancer Inst. 1999;91(17):1459-67. 

13. Macciò A, Madeddu C. Inflammation and ovarian cancer. Cytokine. 
2012;58(2):133-47. 

14. Kulbe H, Chakravarty P, Leinster DA, Charles KA, Kwong J, Thompson RG, 
et al. A dynamic inflammatory cytokine network in the human ovarian 
cancer microenvironment. Cancer Res. 2012;72(1):66-75. 



 
 

References | 49 

 

15. Vercellini P, Crosignani P, Somigliana E, Viganò P, Buggio L, Bolis G, et al. 
The 'incessant menstruation' hypothesis: a mechanistic ovarian cancer 
model with implications for prevention. Hum Reprod. 2011;26(9):2262-
73. 

16. Piek JM, van Diest PJ, Zweemer RP, Jansen JW, Poort-Keesom RJ, Menko 
FH, et al. Dysplastic changes in prophylactically removed Fallopian tubes 
of women predisposed to developing ovarian cancer. J Pathol. 
2001;195(4):451-6. 

17. Kindelberger DW, Lee Y, Miron A, Hirsch MS, Feltmate C, Medeiros F, et 
al. Intraepithelial carcinoma of the fimbria and pelvic serous carcinoma: 
Evidence for a causal relationship. Am J Surg Pathol. 2007;31(2):161-9. 

18. Callahan MJ, Crum CP, Medeiros F, Kindelberger DW, Elvin JA, Garber 
JE, et al. Primary fallopian tube malignancies in BRCA-positive women 
undergoing surgery for ovarian cancer risk reduction. J Clin Oncol. 
2007;25(25):3985-90. 

19. Karst AM, Drapkin R. Ovarian cancer pathogenesis: a model in evolution. 
J Oncol. 2010;2010:932371. 

20. Zhang S, Dolgalev I, Zhang T, Ran H, Levine DA, Neel BG. Both fallopian 
tube and ovarian surface epithelium are cells-of-origin for high-grade 
serous ovarian carcinoma. Nat Commun. 2019;10(1):5367. 

21. Prat J, D'Angelo E, Espinosa I. Ovarian carcinomas: at least five different 
diseases with distinct histological features and molecular genetics. Hum 
Pathol. 2018;80:11-27. 

22. Norquist BM, Harrell MI, Brady MF, Walsh T, Lee MK, Gulsuner S, et al. 
Inherited Mutations in Women With Ovarian Carcinoma. JAMA Oncol. 
2016;2(4):482-90. 

23. Ramus SJ, Gayther SA. The contribution of BRCA1 and BRCA2 to ovarian 
cancer. Mol Oncol. 2009;3(2):138-50. 

24. Kuchenbaecker KB, Hopper JL, Barnes DR, Phillips KA, Mooij TM, Roos-
Blom MJ, et al. Risks of Breast, Ovarian, and Contralateral Breast Cancer 
for BRCA1 and BRCA2 Mutation Carriers. Jama. 2017;317(23):2402-16. 

25. Braem MG, Schouten LJ, Peeters PH, van den Brandt PA, Onland-Moret 
NC. Genetic susceptibility to sporadic ovarian cancer: a systematic review. 
Biochim Biophys Acta. 2011;1816(2):132-46. 

26. Schouten LJ, Rivera C, Hunter DJ, Spiegelman D, Adami HO, Arslan A, et 
al. Height, body mass index, and ovarian cancer: a pooled analysis of 12 
cohort studies. Cancer Epidemiol Biomarkers Prev. 2008;17(4):902-12. 

27. Bodelon C, Wentzensen N, Schonfeld SJ, Visvanathan K, Hartge P, Park Y, 
et al. Hormonal risk factors and invasive epithelial ovarian cancer risk by 
parity. Br J Cancer. 2013;109(3):769-76. 



 
 
50 | Pernilla Israelsson 

28. Beral V, Gaitskell K, Hermon C, Moser K, Reeves G, Peto R, et al. 
Menopausal hormone use and ovarian cancer risk: individual participant 
meta-analysis of 52 epidemiological studies. Lancet.   
2015;385(9980):1835-42. 

29. Jordan SJ, Whiteman DC, Purdie DM, Green AC, Webb PM. Does smoking 
increase risk of ovarian cancer? A systematic review. Gynecol Oncol. 
2006;103(3):1122-9. 

30. Zhou Z, Zeng F, Yuan J, Tang J, Colditz GA, Tworoger SS, et al. Pelvic 
inflammatory disease and the risk of ovarian cancer: a meta-analysis. 
Cancer Causes Control. 2017;28(5):415-28. 

31. Kvaskoff M, Mahamat-Saleh Y, Farland LV, Shigesi N, Terry KL, Harris 
HR, et al. Endometriosis and cancer: a systematic review and meta-
analysis. Hum Reprod Update. 2020. 

32. Adami HO, Hsieh CC, Lambe M, Trichopoulos D, Leon D, Persson I, et al. 
Parity, age at first childbirth, and risk of ovarian cancer. Lancet. 
1994;344(8932):1250-4. 

33. Havrilesky LJ, Moorman PG, Lowery WJ, Gierisch JM, Coeytaux RR, 
Urrutia RP, et al. Oral contraceptive pills as primary prevention for ovarian 
cancer: a systematic review and meta-analysis. Obstet Gynecol. 
2013;122(1):139-47. 

34. Feng LP, Chen HL, Shen MY. Breastfeeding and the risk of ovarian cancer: 
a meta-analysis. J Midwifery Womens Health. 2014;59(4):428-37. 

35. Cibula D, Widschwendter M, Májek O, Dusek L. Tubal ligation and the risk 
of ovarian cancer: review and meta-analysis. Hum Reprod Update. 
2011;17(1):55-67. 

36. Falconer H, Yin L, Gronberg H, Altman D. Ovarian cancer risk after 
salpingectomy: a nationwide population-based study. J Natl Cancer Inst. 
2015;107(2). 

37. van Lieshout LAM, Steenbeek MP, De Hullu JA, Vos MC, Houterman S, 
Wilkinson J, et al. Hysterectomy with opportunistic salpingectomy versus 
hysterectomy alone. Cochrane Database Syst Rev. 2019;8:Cd012858. 

38. Idahl A, Darelius A, Sundfeldt K, Palsson M, Strandell A. Hysterectomy 
and opportunistic salpingectomy (HOPPSA): study protocol for a register-
based randomized controlled trial. Trials. 2019;20(1):10. 

39. Haridas D, Ponnusamy MP, Chugh S, Lakshmanan I, Seshacharyulu P, 
Batra SK. MUC16: molecular analysis and its functional implications in 
benign and malignant conditions. FASEB J. 2014;28(10):4183-99. 

40. Bast RC, Badgwell D, Lu Z, Marquez R, Rosen D, Liu J, et al. New tumor 
markers: CA125 and beyond. Int J Gynecol Cancer. 2005;15 Suppl 3:274-
81. 



 
 

References | 51 

 

41. Garg S, Kaur A, Mohi JK, Sibia PK, Kaur N. Evaluation of IOTA Simple 
Ultrasound Rules to Distinguish Benign and Malignant Ovarian Tumours. 
J Clin Diagn Res. 2017;11(8):TC06-TC9. 

42. Jacobs I, Oram D, Fairbanks J, Turner J, Frost C, Grudzinskas JG. A risk 
of malignancy index incorporating CA 125, ultrasound and menopausal 
status for the accurate preoperative diagnosis of ovarian cancer. Br J 
Obstet Gynaecol. 1990;97(10):922-9. 

43. Montagnana M, Benati M, Danese E. Circulating biomarkers in epithelial 
ovarian cancer diagnosis: from present to future perspective. Ann Transl 
Med. 2017;5(13):276. 

44. Muinao T, Deka Boruah HP, Pal M. Multi-biomarker panel signature as the 
key to diagnosis of ovarian cancer. Heliyon. 2019;5(12):e02826. 

45. U.S Food and Drug Administration.  
 https://www.fda.gov/ohrms/dockets/ac/08/briefing/220028-4403b1-

02-proposed%20he4%20eia%20package%20insert%20%20.pdf [ 

46. du Bois A, Reuss A, Pujade-Lauraine E, Harter P, Ray-Coquard I, Pfisterer 
J. Role of surgical outcome as prognostic factor in advanced epithelial 
ovarian cancer: a combined exploratory analysis of 3 prospectively 
randomized phase 3 multicenter trials: by the Arbeitsgemeinschaft 
Gynaekologische Onkologie Studiengruppe Ovarialkarzinom (AGO-
OVAR) and the Groupe d'Investigateurs Nationaux Pour les Etudes des 
Cancers de l'Ovaire (GINECO). Cancer. 2009;115(6):1234-44. 

47. Bristow RE, Tomacruz RS, Armstrong DK, Trimble EL, Montz FJ. Survival 
effect of maximal cytoreductive surgery for advanced ovarian carcinoma 
during the platinum era: a meta-analysis. Journal of clinical oncology : 
official journal of the American Society of Clinical Oncology. 
2002;20(5):1248-59. 

48. Regionalt cancercentrum i samverkan. Nationellt vårdprogram 
äggstockscancer. 
http://www.cancercentrum.se/samverkan/cancerdiagnoser/gynekologi/
aggstock/vardprogram/: Regionalt cancercentrum i samverkan; 2020. 

49. Oza AM, Cook AD, Pfisterer J, Embleton A, Ledermann JA, Pujade-
Lauraine E, et al. Standard chemotherapy with or without bevacizumab for 
women with newly diagnosed ovarian cancer (ICON7): overall survival 
results of a phase 3 randomised trial. Lancet Oncol. 2015;16(8):928-36. 

50. Regionalt cancercentrum i samverkan. Nationellt vårdprogram 
äggstockscancer. 
http://www.cancercentrum.se/samverkan/cancerdiagnoser/gynekologi/
aggstock/vardprogram/: Regionalt cancercentrum i samverkan; 2019. 

51. Ledermann JA, Drew Y, Kristeleit RS. Homologous recombination 
deficiency and ovarian cancer. Eur J Cancer. 2016;60:49-58. 



 
 
52 | Pernilla Israelsson 

52. Mirza MR, Coleman RL, González-Martín A, Moore KN, Colombo N, Ray-
Coquard I, et al. The forefront of ovarian cancer therapy: update on PARP 
inhibitors. Ann Oncol. 2020;31(9):1148-59. 

53. Martin Lluesma S, Wolfer A, Harari A, Kandalaft LE. Cancer Vaccines in 
Ovarian Cancer: How Can We Improve? Biomedicines. 2016;4(2). 

54. Odunsi K, Matsuzaki J, James SR, Mhawech-Fauceglia P, Tsuji T, Miller A, 
et al. Epigenetic potentiation of NY-ESO-1 vaccine therapy in human 
ovarian cancer. Cancer Immunol Res. 2014;2(1):37-49. 

55. Hu Z, Ott PA, Wu CJ. Towards personalized, tumour-specific, therapeutic 
vaccines for cancer. Nat Rev Immunol. 2018;18(3):168-82. 

56. Guo Q, Yang Q, Li J, Liu G, Nikoulin I, Jia S. Advanced clinical trials of 
dendritic cell vaccines in ovarian cancer. J Investig Med. 2020;68(7):1223-
7. 

57. Hodi FS, O'Day SJ, McDermott DF, Weber RW, Sosman JA, Haanen JB, et 
al. Improved survival with ipilimumab in patients with metastatic 
melanoma. N Engl J Med. 2010;363(8):711-23. 

58. Hargadon KM, Johnson CE, Williams CJ. Immune checkpoint blockade 
therapy for cancer: An overview of FDA-approved immune checkpoint 
inhibitors. Int Immunopharmacol. 2018;62:29-39. 

59. Borella F, Ghisoni E, Giannone G, Cosma S, Benedetto C, Valabrega G, et 
al. Immune Checkpoint Inhibitors in Epithelial Ovarian Cancer: An 
Overview on Efficacy and Future Perspectives. Diagnostics (Basel). 
2020;10(3). 

60. Odunsi K. Immunotherapy in ovarian cancer. Ann Oncol. 
2017;28(suppl_8):viii1-viii7. 

61. Huang RY, Francois A, McGray AR, Miliotto A, Odunsi K. Compensatory 
upregulation of PD-1, LAG-3, and CTLA-4 limits the efficacy of single-
agent checkpoint blockade in metastatic ovarian cancer. 
Oncoimmunology. 2017;6(1):e1249561. 

62. Matulonis UA, Shapira-Frommer R, Santin AD, Lisyanskaya AS, Pignata S, 
Vergote I, et al. Antitumor activity and safety of pembrolizumab in patients 
with advanced recurrent ovarian cancer: results from the phase II 
KEYNOTE-100 study. Ann Oncol. 2019;30(7):1080-7. 

63. Sherif A, Hasan MN, Radecka E, Rodriguez AL, Shabo S, Karlsson M, et al. 
Pilot study of adoptive immunotherapy with sentinel node-derived T cells 
in muscle-invasive urinary bladder cancer. Scand J Urol. 2015;49(6):453-
62. 

64. Dudley ME, Wunderlich JR, Robbins PF, Yang JC, Hwu P, 
Schwartzentruber DJ, et al. Cancer regression and autoimmunity in 
patients after clonal repopulation with antitumor lymphocytes. Science. 
2002;298(5594):850-4. 



 
 

References | 53 

 

65. Westergaard MCW, Andersen R, Chong C, Kjeldsen JW, Pedersen M, 
Friese C, et al. Tumour-reactive T cell subsets in the microenvironment of 
ovarian cancer. Br J Cancer. 2019;120(4):424-34. 

66. Peng D, Kryczek I, Nagarsheth N, Zhao L, Wei S, Wang W, et al. Epigenetic 
silencing of TH1-type chemokines shapes tumour immunity and 
immunotherapy. Nature. 2015;527(7577):249-53. 

67. Maude SL, Frey N, Shaw PA, Aplenc R, Barrett DM, Bunin NJ, et al. 
Chimeric antigen receptor T cells for sustained remissions in leukemia. N 
Engl J Med. 2014;371(16):1507-17. 

68. Karlsson M, Marits P, Dahl K, Dagöö T, Enerbäck S, Thörn M, et al. Pilot 
study of sentinel-node-based adoptive immunotherapy in advanced 
colorectal cancer. Ann Surg Oncol. 2010;17(7):1747-57. 

69. Yang S, Yin X, Yue Y, Wang S. Application Of Adoptive Immunotherapy In 
Ovarian Cancer. Onco Targets Ther. 2019;12:7975-91. 

70. Chaplin DD. Overview of the immune response. J Allergy Clin Immunol. 
2010;125(2 Suppl 2):S3-23. 

71. Abbas AK, Lichtman AH, Pillai S, Baker DL, Baker A. Cellular and 
molecular immunology. Ninth edition. ed. Philadelphia, PA: Elsevier; 
2018. x, 565 pages p. 

72. Punt J, Stranford SA, Jones PP, Owen JA. Kuby immunology. Eighth 
edition. ed. New York: Macmillan Learning; 2019. 1 volume (various 
pagings) p. 

73. Lowe SW, Cepero E, Evan G. Intrinsic tumour suppression. Nature. 
2004;432(7015):307-15. 

74. Dunn GP, Bruce AT, Ikeda H, Old LJ, Schreiber RD. Cancer 
immunoediting: from immunosurveillance to tumor escape. Nat Immunol. 
2002;3(11):991-8. 

75. Dunn GP, Old LJ, Schreiber RD. The three Es of cancer immunoediting. 
Annu Rev Immunol. 2004;22:329-60. 

76. Cooper MA, Fehniger TA, Caligiuri MA. The biology of human natural 
killer-cell subsets. Trends Immunol. 2001;22(11):633-40. 

77. Ferlazzo G, Münz C. NK cell compartments and their activation by 
dendritic cells. J Immunol. 2004;172(3):1333-9. 

78. Nagler A, Lanier LL, Cwirla S, Phillips JH. Comparative studies of human 
FcRIII-positive and negative natural killer cells. J Immunol. 
1989;143(10):3183-91. 

79. Cooper MA, Fehniger TA, Turner SC, Chen KS, Ghaheri BA, Ghayur T, et 
al. Human natural killer cells: a unique innate immunoregulatory role for 
the CD56(bright) subset. Blood. 2001;97(10):3146-51. 



 
 
54 | Pernilla Israelsson 

80. Lanier LL. NK cell recognition. Annu Rev Immunol. 2005;23:225-74. 

81. Pegram HJ, Andrews DM, Smyth MJ, Darcy PK, Kershaw MH. Activating 
and inhibitory receptors of natural killer cells. Immunol Cell Biol. 
2011;89(2):216-24. 

82. Trinchieri G. Biology of natural killer cells. Adv Immunol. 1989;47:187-
376. 

83. Campbell KS, Hasegawa J. Natural killer cell biology: an update and future 
directions. J Allergy Clin Immunol. 2013;132(3):536-44. 

84. Bonilla FA, Oettgen HC. Adaptive immunity. J Allergy Clin Immunol. 
2010;125(2 Suppl 2):S33-40. 

85. Krzewski K, Coligan JE. Human NK cell lytic granules and regulation of 
their exocytosis. Front Immunol. 2012;3:335. 

86. Pipkin ME, Lieberman J. Delivering the kiss of death: progress on 
understanding how perforin works. Curr Opin Immunol. 2007;19(3):301-
8. 

87. Prager I, Watzl C. Mechanisms of natural killer cell-mediated cellular 
cytotoxicity. J Leukoc Biol. 2019;105(6):1319-29. 

88. Andersen MH, Schrama D, Thor Straten P, Becker JC. Cytotoxic T cells. J 
Invest Dermatol. 2006;126(1):32-41. 

89. Lanier LL. NKG2D Receptor and Its Ligands in Host Defense. Cancer 
Immunol Res. 2015;3(6):575-82. 

90. Raulet DH, Guerra N. Oncogenic stress sensed by the immune system: role 
of natural killer cell receptors. Nat Rev Immunol. 2009;9(8):568-80. 

91. Talebian L, Fischer DA, Wu J, Channon JY, Sentman CL, Ernstoff MS, et 
al. The natural killer-activating receptor, NKG2D, on CD3+CD8+ T cells 
plays a critical role in identifying and killing autologous myeloma cells. 
Transfusion. 2014;54(6):1515-21. 

92. González S, López-Soto A, Suarez-Alvarez B, López-Vázquez A, López-
Larrea C. NKG2D ligands: key targets of the immune response. Trends 
Immunol. 2008;29(8):397-403. 

93. Raulet DH, Gasser S, Gowen BG, Deng W, Jung H. Regulation of ligands 
for the NKG2D activating receptor. Annu Rev Immunol. 2013;31:413-41. 

94. Fuchs A, Colonna M. The role of NK cell recognition of nectin and nectin-
like proteins in tumor immunosurveillance. Semin Cancer Biol. 
2006;16(5):359-66. 

95. Chan CJ, Andrews DM, Smyth MJ. Receptors that interact with nectin and 
nectin-like proteins in the immunosurveillance and immunotherapy of 
cancer. Curr Opin Immunol. 2012;24(2):246-51. 



 
 

References | 55 

 

96. Carlsten M, Björkström NK, Norell H, Bryceson Y, van Hall T, Baumann 
BC, et al. DNAX accessory molecule-1 mediated recognition of freshly 
isolated ovarian carcinoma by resting natural killer cells. Cancer Res. 
2007;67(3):1317-25. 

97. Shibuya A, Campbell D, Hannum C, Yssel H, Franz-Bacon K, McClanahan 
T, et al. DNAM-1, a novel adhesion molecule involved in the cytolytic 
function of T lymphocytes. Immunity. 1996;4(6):573-81. 

98. de Andrade LF, Smyth MJ, Martinet L. DNAM-1 control of natural killer 
cells functions through nectin and nectin-like proteins. Immunol Cell Biol. 
2014;92(3):237-44. 

99. Bottino C, Castriconi R, Pende D, Rivera P, Nanni M, Carnemolla B, et al. 
Identification of PVR (CD155) and Nectin-2 (CD112) as cell surface ligands 
for the human DNAM-1 (CD226) activating molecule. J Exp Med. 
2003;198(4):557-67. 

100. Takai Y, Irie K, Shimizu K, Sakisaka T, Ikeda W. Nectins and nectin-like 
molecules: roles in cell adhesion, migration, and polarization. Cancer Sci. 
2003;94(8):655-67. 

101. Hanahan D, Weinberg RA. The hallmarks of cancer. Cell. 2000;100(1):57-
70. 

102. Zitvogel L, Tesniere A, Kroemer G. Cancer despite immunosurveillance: 
immunoselection and immunosubversion. Nat Rev Immunol. 
2006;6(10):715-27. 

103. Pietras K, Ostman A. Hallmarks of cancer: interactions with the tumor 
stroma. Exp Cell Res. 2010;316(8):1324-31. 

104. Alvero AB, Montagna MK, Craveiro V, Liu L, Mor G. Distinct 
subpopulations of epithelial ovarian cancer cells can differentially induce 
macrophages and T regulatory cells toward a pro-tumor phenotype. Am J 
Reprod Immunol. 2012;67(3):256-65. 

105. Han LY, Fletcher MS, Urbauer DL, Mueller P, Landen CN, Kamat AA, et al. 
HLA class I antigen processing machinery component expression and 
intratumoral T-Cell infiltrate as independent prognostic markers in 
ovarian carcinoma. Clin Cancer Res. 2008;14(11):3372-9. 

106. Hamanishi J, Mandai M, Iwasaki M, Okazaki T, Tanaka Y, Yamaguchi K, 
et al. Programmed cell death 1 ligand 1 and tumor-infiltrating CD8+ T 
lymphocytes are prognostic factors of human ovarian cancer. Proc Natl 
Acad Sci U S A. 2007;104(9):3360-5. 

107. Matsuzaki J, Gnjatic S, Mhawech-Fauceglia P, Beck A, Miller A, Tsuji T, et 
al. Tumor-infiltrating NY-ESO-1-specific CD8+ T cells are negatively 
regulated by LAG-3 and PD-1 in human ovarian cancer. Proc Natl Acad Sci 
U S A. 2010;107(17):7875-80. 



 
 
56 | Pernilla Israelsson 

108. Gubbels JA, Felder M, Horibata S, Belisle JA, Kapur A, Holden H, et al. 
MUC16 provides immune protection by inhibiting synapse formation 
between NK and ovarian tumor cells. Mol Cancer. 2010;9:11. 

109. Lu J, Aggarwal R, Kanji S, Das M, Joseph M, Pompili V, et al. Human 
ovarian tumor cells escape gammadelta T cell recognition partly by down 
regulating surface expression of MICA and limiting cell cycle related 
molecules. PLoS One. 2011;6(9):e23348. 

110. Carlsten M, Norell H, Bryceson YT, Poschke I, Schedvins K, Ljunggren HG, 
et al. Primary human tumor cells expressing CD155 impair tumor targeting 
by down-regulating DNAM-1 on NK cells. J Immunol. 2009;183(8):4921-
30. 

111. Pesce S, Tabellini G, Cantoni C, Patrizi O, Coltrini D, Rampinelli F, et al. 
B7-H6-mediated downregulation of NKp30 in NK cells contributes to 
ovarian carcinoma immune escape. Oncoimmunology. 
2015;4(4):e1001224. 

112. Salih HR, Rammensee HG, Steinle A. Cutting edge: down-regulation of 
MICA on human tumors by proteolytic shedding. J Immunol. 
2002;169(8):4098-102. 

113. Waldhauer I, Steinle A. Proteolytic release of soluble UL16-binding protein 
2 from tumor cells. Cancer Res. 2006;66(5):2520-6. 

114. Chitadze G, Bhat J, Lettau M, Janssen O, Kabelitz D. Generation of soluble 
NKG2D ligands: proteolytic cleavage, exosome secretion and functional 
implications. Scand J Immunol. 2013;78(2):120-9. 

115. Groh V, Wu J, Yee C, Spies T. Tumour-derived soluble MIC ligands impair 
expression of NKG2D and T-cell activation. Nature. 2002;419(6908):734-
8. 

116. Vyas M, Reinartz S, Hoffmann N, Reiners KS, Lieber S, Jansen JM, et al. 
Soluble NKG2D ligands in the ovarian cancer microenvironment are 
associated with an adverse clinical outcome and decreased memory 
effector T cells independent of NKG2D downregulation. Oncoimmunology. 
2017;6(9):e1339854. 

117. Krockenberger M, Dombrowski Y, Weidler C, Ossadnik M, Hönig A, 
Häusler S, et al. Macrophage migration inhibitory factor contributes to the 
immune escape of ovarian cancer by down-regulating NKG2D. J Immunol. 
2008;180(11):7338-48. 

118. Inaba T, Ino K, Kajiyama H, Yamamoto E, Shibata K, Nawa A, et al. Role 
of the immunosuppressive enzyme indoleamine 2,3-dioxygenase in the 
progression of ovarian carcinoma. Gynecol Oncol. 2009;115(2):185-92. 

119. Lavoué V, Thédrez A, Levêque J, Foucher F, Henno S, Jauffret V, et al. 
Immunity of human epithelial ovarian carcinoma: the paradigm of 
immune suppression in cancer. J Transl Med. 2013;11:147. 



 
 

References | 57 

 

120. Luo Z, Wang Q, Lau WB, Lau B, Xu L, Zhao L, et al. Tumor 
microenvironment: The culprit for ovarian cancer metastasis? Cancer Lett. 
2016;377(2):174-82. 

121. Thibault B, Castells M, Delord JP, Couderc B. Ovarian cancer 
microenvironment: implications for cancer dissemination and 
chemoresistance acquisition. Cancer Metastasis Rev. 2014;33(1):17-39. 

122. Zhang B, Chen F, Xu Q, Han L, Xu J, Gao L, et al. Revisiting ovarian cancer 
microenvironment: a friend or a foe? Protein Cell. 2017. 

123. Worzfeld T, Pogge von Strandmann E, Huber M, Adhikary T, Wagner U, 
Reinartz S, et al. The Unique Molecular and Cellular Microenvironment of 
Ovarian Cancer. Front Oncol. 2017;7:24. 

124. Vignali DA, Collison LW, Workman CJ. How regulatory T cells work. Nat 
Rev Immunol. 2008;8(7):523-32. 

125. Fallarino F, Grohmann U, You S, McGrath BC, Cavener DR, Vacca C, et al. 
The combined effects of tryptophan starvation and tryptophan catabolites 
down-regulate T cell receptor zeta-chain and induce a regulatory 
phenotype in naive T cells. J Immunol. 2006;176(11):6752-61. 

126. Curiel TJ, Coukos G, Zou L, Alvarez X, Cheng P, Mottram P, et al. Specific 
recruitment of regulatory T cells in ovarian carcinoma fosters immune 
privilege and predicts reduced survival. Nat Med. 2004;10(9):942-9. 

127. Cederbom L, Hall H, Ivars F. CD4+CD25+ regulatory T cells down-regulate 
co-stimulatory molecules on antigen-presenting cells. Eur J Immunol. 
2000;30(6):1538-43. 

128. Pandiyan P, Zheng L, Ishihara S, Reed J, Lenardo MJ. CD4+CD25+Foxp3+ 
regulatory T cells induce cytokine deprivation-mediated apoptosis of 
effector CD4+ T cells. Nat Immunol. 2007;8(12):1353-62. 

129. Cao X, Cai SF, Fehniger TA, Song J, Collins LI, Piwnica-Worms DR, et al. 
Granzyme B and perforin are important for regulatory T cell-mediated 
suppression of tumor clearance. Immunity. 2007;27(4):635-46. 

130. Ren X, Ye F, Jiang Z, Chu Y, Xiong S, Wang Y. Involvement of cellular death 
in TRAIL/DR5-dependent suppression induced by CD4(+)CD25(+) 
regulatory T cells. Cell Death Differ. 2007;14(12):2076-84. 

131. Sato E, Olson SH, Ahn J, Bundy B, Nishikawa H, Qian F, et al. 
Intraepithelial CD8+ tumor-infiltrating lymphocytes and a high 
CD8+/regulatory T cell ratio are associated with favorable prognosis in 
ovarian cancer. Proc Natl Acad Sci U S A. 2005;102(51):18538-43. 

132. Wolf D, Wolf AM, Rumpold H, Fiegl H, Zeimet AG, Muller-Holzner E, et 
al. The expression of the regulatory T cell-specific forkhead box 
transcription factor FoxP3 is associated with poor prognosis in ovarian 
cancer. Clin Cancer Res. 2005;11(23):8326-31. 



 
 
58 | Pernilla Israelsson 

133. Li X, Ye F, Chen H, Lu W, Wan X, Xie X. Human ovarian carcinoma cells 
generate CD4(+)CD25(+) regulatory T cells from peripheral 
CD4(+)CD25(-) T cells through secreting TGF-beta. Cancer Lett. 
2007;253(1):144-53. 

134. Zhu Q, Wu X, Wu Y, Wang X. Interaction between Treg cells and tumor-
associated macrophages in the tumor microenvironment of epithelial 
ovarian cancer. Oncol Rep. 2016;36(6):3472-8. 

135. Wu M, Chen X, Lou J, Zhang S, Zhang X, Huang L, et al. Changes in 
regulatory T cells in patients with ovarian cancer undergoing surgery: 
Preliminary results. Int Immunopharmacol. 2017;47:244-50. 

136. Nowak M, Głowacka E, Lewkowicz P, Banasik M, Szyłło K, Zimna K, et al. 
Sub-optimal primary surgery leads to unfavorable immunological changes 
in ovarian cancer patients. Immunobiology. 2018;223(1):1-7. 

137. Cai DL, Jin LP. Immune Cell Population in Ovarian Tumor 
Microenvironment. J Cancer. 2017;8(15):2915-23. 

138. Shurin GV, Ouellette CE, Shurin MR. Regulatory dendritic cells in the 
tumor immunoenvironment. Cancer Immunol Immunother. 
2012;61(2):223-30. 

139. Norian LA, Rodriguez PC, O'Mara LA, Zabaleta J, Ochoa AC, Cella M, et al. 
Tumor-infiltrating regulatory dendritic cells inhibit CD8+ T cell function 
via L-arginine metabolism. Cancer Res. 2009;69(7):3086-94. 

140. Lippens C, Duraes FV, Dubrot J, Brighouse D, Lacroix M, Irla M, et al. IDO-
orchestrated crosstalk between pDCs and Tregs inhibits autoimmunity. J 
Autoimmun. 2016;75:39-49. 

141. Krempski J, Karyampudi L, Behrens MD, Erskine CL, Hartmann L, Dong 
H, et al. Tumor-infiltrating programmed death receptor-1+ dendritic cells 
mediate immune suppression in ovarian cancer. J Immunol. 
2011;186(12):6905-13. 

142. Gabrilovich DI, Ostrand-Rosenberg S, Bronte V. Coordinated regulation of 
myeloid cells by tumours. Nat Rev Immunol. 2012;12(4):253-68. 

143. Pyzer AR, Cole L, Rosenblatt J, Avigan DE. Myeloid-derived suppressor 
cells as effectors of immune suppression in cancer. Int J Cancer. 
2016;139(9):1915-26. 

144. Hanson EM, Clements VK, Sinha P, Ilkovitch D, Ostrand-Rosenberg S. 
Myeloid-derived suppressor cells down-regulate L-selectin expression on 
CD4+ and CD8+ T cells. J Immunol. 2009;183(2):937-44. 

145. Molon B, Ugel S, Del Pozzo F, Soldani C, Zilio S, Avella D, et al. Chemokine 
nitration prevents intratumoral infiltration of antigen-specific T cells. J 
Exp Med. 2011;208(10):1949-62. 



 
 

References | 59 

 

146. Li H, Han Y, Guo Q, Zhang M, Cao X. Cancer-expanded myeloid-derived 
suppressor cells induce anergy of NK cells through membrane-bound TGF-
beta 1. J Immunol. 2009;182(1):240-9. 

147. Noman MZ, Desantis G, Janji B, Hasmim M, Karray S, Dessen P, et al. PD-
L1 is a novel direct target of HIF-1α, and its blockade under hypoxia 
enhanced MDSC-mediated T cell activation. J Exp Med. 2014;211(5):781-
90. 

148. Tu S, Bhagat G, Cui G, Takaishi S, Kurt-Jones EA, Rickman B, et al. 
Overexpression of interleukin-1beta induces gastric inflammation and 
cancer and mobilizes myeloid-derived suppressor cells in mice. Cancer 
Cell. 2008;14(5):408-19. 

149. Hoechst B, Ormandy LA, Ballmaier M, Lehner F, Krüger C, Manns MP, et 
al. A new population of myeloid-derived suppressor cells in hepatocellular 
carcinoma patients induces CD4(+)CD25(+)Foxp3(+) T cells. 
Gastroenterology. 2008;135(1):234-43. 

150. Cui TX, Kryczek I, Zhao L, Zhao E, Kuick R, Roh MH, et al. Myeloid-derived 
suppressor cells enhance stemness of cancer cells by inducing 
microRNA101 and suppressing the corepressor CtBP2. Immunity. 
2013;39(3):611-21. 

151. Mosser DM, Edwards JP. Exploring the full spectrum of macrophage 
activation. Nat Rev Immunol. 2008;8(12):958-69. 

152. Biswas SK, Mantovani A. Macrophage plasticity and interaction with 
lymphocyte subsets: cancer as a paradigm. Nat Immunol. 
2010;11(10):889-96. 

153. Jinushi M, Komohara Y. Tumor-associated macrophages as an emerging 
target against tumors: Creating a new path from bench to bedside. Biochim 
Biophys Acta. 2015;1855(2):123-30. 

154. Hagemann T, Wilson J, Burke F, Kulbe H, Li NF, Plüddemann A, et al. 
Ovarian cancer cells polarize macrophages toward a tumor-associated 
phenotype. J Immunol. 2006;176(8):5023-32. 

155. Qian BZ, Pollard JW. Macrophage diversity enhances tumor progression 
and metastasis. Cell. 2010;141(1):39-51. 

156. Qian BZ, Li J, Zhang H, Kitamura T, Zhang J, Campion LR, et al. CCL2 
recruits inflammatory monocytes to facilitate breast-tumour metastasis. 
Nature. 2011;475(7355):222-5. 

157. Negus RP, Stamp GW, Relf MG, Burke F, Malik ST, Bernasconi S, et al. The 
detection and localization of monocyte chemoattractant protein-1 (MCP-1) 
in human ovarian cancer. J Clin Invest. 1995;95(5):2391-6. 

158. Wan T, Liu JH, Zheng LM, Cai MY, Ding T. [Prognostic significance of 
tumor-associated macrophage infiltration in advanced epithelial ovarian 
carcinoma]. Ai Zheng. 2009;28(3):323-7. 



 
 
60 | Pernilla Israelsson 

159. Dasari S, Fang Y, Mitra AK. Cancer Associated Fibroblasts: Naughty 
Neighbors That Drive Ovarian Cancer Progression. Cancers (Basel). 
2018;10(11). 

160. Gupta P, Chen C, Chaluvally-Raghavan P, Pradeep S. B Cells as an 
Immune-Regulatory Signature in Ovarian Cancer. Cancers (Basel). 
2019;11(7). 

161. Tsou P, Katayama H, Ostrin EJ, Hanash SM. The Emerging Role of B Cells 
in Tumor Immunity. Cancer Res. 2016;76(19):5597-601. 

162. Kelso A. Cytokines: principles and prospects. Immunol Cell Biol. 
1998;76(4):300-17. 

163. Dranoff G. Cytokines in cancer pathogenesis and cancer therapy. Nat Rev 
Cancer. 2004;4(1):11-22. 

164. Ikeda H, Old LJ, Schreiber RD. The roles of IFN gamma in protection 
against tumor development and cancer immunoediting. Cytokine Growth 
Factor Rev. 2002;13(2):95-109. 

165. Schoenborn JR, Wilson CB. Regulation of interferon-gamma during innate 
and adaptive immune responses. Adv Immunol. 2007;96:41-101. 

166. Zaidi MR. The Interferon-Gamma Paradox in Cancer. J Interferon 
Cytokine Res. 2019;39(1):30-8. 

167. Green DS, Nunes AT, Annunziata CM, Zoon KC. Monocyte and interferon 
based therapy for the treatment of ovarian cancer. Cytokine Growth Factor 
Rev. 2016;29:109-15. 

168. Marth C, Fiegl H, Zeimet AG, Müller-Holzner E, Deibl M, Doppler W, et al. 
Interferon-gamma expression is an independent prognostic factor in 
ovarian cancer. Am J Obstet Gynecol. 2004;191(5):1598-605. 

169. Whitworth JM, Alvarez RD. Evaluating the role of IL-12 based therapies in 
ovarian cancer: a review of the literature. Expert Opin Biol Ther. 
2011;11(6):751-62. 

170. Steel JC, Waldmann TA, Morris JC. Interleukin-15 biology and its 
therapeutic implications in cancer. Trends Pharmacol Sci. 2012;33(1):35-
41. 

171. Li Z, Chen L, Qin Z. Paradoxical roles of IL-4 in tumor immunity. Cell Mol 
Immunol. 2009;6(6):415-22. 

172. Suzuki A, Leland P, Joshi BH, Puri RK. Targeting of IL-4 and IL-13 
receptors for cancer therapy. Cytokine. 2015;75(1):79-88. 

173. Kioi M, Takahashi S, Kawakami M, Kawakami K, Kreitman RJ, Puri RK. 
Expression and targeting of interleukin-4 receptor for primary and 
advanced ovarian cancer therapy. Cancer Res. 2005;65(18):8388-96. 



 
 

References | 61 

 

174. Fujisawa T, Joshi BH, Puri RK. IL-13 regulates cancer invasion and 
metastasis through IL-13Rα2 via ERK/AP-1 pathway in mouse model of 
human ovarian cancer. Int J Cancer. 2012;131(2):344-56. 

175. Tanaka T, Narazaki M, Kishimoto T. IL-6 in inflammation, immunity, and 
disease. Cold Spring Harb Perspect Biol. 2014;6(10):a016295. 

176. Wang Y, Li L, Guo X, Jin X, Sun W, Zhang X, et al. Interleukin-6 signaling 
regulates anchorage-independent growth, proliferation, adhesion and 
invasion in human ovarian cancer cells. Cytokine. 2012;59(2):228-36. 

177. Takaishi K, Komohara Y, Tashiro H, Ohtake H, Nakagawa T, Katabuchi H, 
et al. Involvement of M2-polarized macrophages in the ascites from 
advanced epithelial ovarian carcinoma in tumor progression via Stat3 
activation. Cancer Sci. 2010;101(10):2128-36. 

178. Duluc D, Delneste Y, Tan F, Moles MP, Grimaud L, Lenoir J, et al. Tumor-
associated leukemia inhibitory factor and IL-6 skew monocyte 
differentiation into tumor-associated macrophage-like cells. Blood. 
2007;110(13):4319-30. 

179. Kryczek I, Wei S, Zhu G, Myers L, Mottram P, Cheng P, et al. Relationship 
between B7-H4, regulatory T cells, and patient outcome in human ovarian 
carcinoma. Cancer Res. 2007;67(18):8900-5. 

180. Nilsson MB, Langley RR, Fidler IJ. Interleukin-6, secreted by human 
ovarian carcinoma cells, is a potent proangiogenic cytokine. Cancer Res. 
2005;65(23):10794-800. 

181. Wang Y, Niu XL, Qu Y, Wu J, Zhu YQ, Sun WJ, et al. Autocrine production 
of interleukin-6 confers cisplatin and paclitaxel resistance in ovarian 
cancer cells. Cancer Lett. 2010;295(1):110-23. 

182. Scambia G, Testa U, Benedetti Panici P, Foti E, Martucci R, Gadducci A, et 
al. Prognostic significance of interleukin 6 serum levels in patients with 
ovarian cancer. Br J Cancer. 1995;71(2):354-6. 

183. Balkwill F. Tumour necrosis factor and cancer. Nat Rev Cancer. 
2009;9(5):361-71. 

184. Lippitz BE. Cytokine patterns in patients with cancer: a systematic review. 
Lancet Oncol. 2013;14(6):e218-28. 

185. Kulbe H, Thompson R, Wilson JL, Robinson S, Hagemann T, Fatah R, et 
al. The inflammatory cytokine tumor necrosis factor-alpha generates an 
autocrine tumor-promoting network in epithelial ovarian cancer cells. 
Cancer Res. 2007;67(2):585-92. 

186. Naylor MS, Stamp GW, Foulkes WD, Eccles D, Balkwill FR. Tumor 
necrosis factor and its receptors in human ovarian cancer. Potential role in 
disease progression. J Clin Invest. 1993;91(5):2194-206. 



 
 
62 | Pernilla Israelsson 

187. Apte RN, Voronov E. Is interleukin-1 a good or bad 'guy' in tumor 
immunobiology and immunotherapy? Immunol Rev. 2008;222:222-41. 

188. Lewis AM, Varghese S, Xu H, Alexander HR. Interleukin-1 and cancer 
progression: the emerging role of interleukin-1 receptor antagonist as a 
novel therapeutic agent in cancer treatment. J Transl Med. 2006;4:48. 

189. Schauer IG, Zhang J, Xing Z, Guo X, Mercado-Uribe I, Sood AK, et al. 
Interleukin-1β promotes ovarian tumorigenesis through a p53/NF-κB-
mediated inflammatory response in stromal fibroblasts. Neoplasia. 
2013;15(4):409-20. 

190. Waugh DJ, Wilson C. The interleukin-8 pathway in cancer. Clin Cancer 
Res. 2008;14(21):6735-41. 

191. Wang Y, Xu RC, Zhang XL, Niu XL, Qu Y, Li LZ, et al. Interleukin-8 
secretion by ovarian cancer cells increases anchorage-independent growth, 
proliferation, angiogenic potential, adhesion and invasion. Cytokine. 
2012;59(1):145-55. 

192. Fernandes MT, Dejardin E, dos Santos NR. Context-dependent roles for 
lymphotoxin-β receptor signaling in cancer development. Biochim Biophys 
Acta. 2016;1865(2):204-19. 

193. Lau TS, Chung TK, Cheung TH, Chan LK, Cheung LW, Yim SF, et al. Cancer 
cell-derived lymphotoxin mediates reciprocal tumour-stromal interactions 
in human ovarian cancer by inducing CXCL11 in fibroblasts. J Pathol. 
2014;232(1):43-56. 

194. Sanjabi S, Oh SA, Li MO. Regulation of the Immune Response by TGF-β: 
From Conception to Autoimmunity and Infection. Cold Spring Harb 
Perspect Biol. 2017;9(6). 

195. Massagué J. TGFbeta in Cancer. Cell. 2008;134(2):215-30. 

196. Zhang S, Ke X, Zeng S, Wu M, Lou J, Wu L, et al. Analysis of CD8+ Treg 
cells in patients with ovarian cancer: a possible mechanism for immune 
impairment. Cell Mol Immunol. 2015;12(5):580-91. 

197. Flavell RA, Sanjabi S, Wrzesinski SH, Licona-Limón P. The polarization of 
immune cells in the tumour environment by TGFbeta. Nat Rev Immunol. 
2010;10(8):554-67. 

198. Rodriguez GC, Haisley C, Hurteau J, Moser TL, Whitaker R, Bast RC, et al. 
Regulation of invasion of epithelial ovarian cancer by transforming growth 
factor-beta. Gynecol Oncol. 2001;80(2):245-53. 

199. Winkler I, Wilczynska B, Bojarska-Junak A, Gogacz M, Adamiak A, 
Postawski K, et al. Regulatory T lymphocytes and transforming growth 
factor beta in epithelial ovarian tumors-prognostic significance. J Ovarian 
Res. 2015;8:39. 



 
 

References | 63 

 

200. Padua D, Massagué J. Roles of TGFbeta in metastasis. Cell Res. 
2009;19(1):89-102. 

201. Reinartz S, Finkernagel F, Adhikary T, Rohnalter V, Schumann T, Schober 
Y, et al. A transcriptome-based global map of signaling pathways in the 
ovarian cancer microenvironment associated with clinical outcome. 
Genome Biol. 2016;17(1):108. 

202. Sabat R, Grütz G, Warszawska K, Kirsch S, Witte E, Wolk K, et al. Biology 
of interleukin-10. Cytokine Growth Factor Rev. 2010;21(5):331-44. 

203. Mannino MH, Zhu Z, Xiao H, Bai Q, Wakefield MR, Fang Y. The 
paradoxical role of IL-10 in immunity and cancer. Cancer Lett. 
2015;367(2):103-7. 

204. Sato T, Terai M, Tamura Y, Alexeev V, Mastrangelo MJ, Selvan SR. 
Interleukin 10 in the tumor microenvironment: a target for anticancer 
immunotherapy. Immunol Res. 2011;51(2-3):170-82. 

205. Zhang L, Liu W, Wang X, Wang X, Sun H. Prognostic value of serum IL-8 
and IL-10 in patients with ovarian cancer undergoing chemotherapy. 
Oncol Lett. 2019;17(2):2365-9. 

206. Liao W, Lin JX, Leonard WJ. IL-2 family cytokines: new insights into the 
complex roles of IL-2 as a broad regulator of T helper cell differentiation. 
Curr Opin Immunol. 2011;23(5):598-604. 

207. van Niel G, D'Angelo G, Raposo G. Shedding light on the cell biology of 
extracellular vesicles. Nat Rev Mol Cell Biol. 2018;19(4):213-28. 

208. Mincheva-Nilsson L, Baranov V. Placenta-derived exosomes and 
syncytiotrophoblast microparticles and their role in human reproduction: 
immune modulation for pregnancy success. Am J Reprod Immunol. 
2014;72(5):440-57. 

209. Colombo M, Raposo G, Théry C. Biogenesis, secretion, and intercellular 
interactions of exosomes and other extracellular vesicles. Annu Rev Cell 
Dev Biol. 2014;30:255-89. 

210. Lötvall J, Hill AF, Hochberg F, Buzás EI, Di Vizio D, Gardiner C, et al. 
Minimal experimental requirements for definition of extracellular vesicles 
and their functions: a position statement from the International Society for 
Extracellular Vesicles. J Extracell Vesicles. 2014;3:26913. 

211. Keerthikumar S, Gangoda L, Liem M, Fonseka P, Atukorala I, Ozcitti C, et 
al. Proteogenomic analysis reveals exosomes are more oncogenic than 
ectosomes. Oncotarget. 2015;6(17):15375-96. 

212. Minciacchi VR, You S, Spinelli C, Morley S, Zandian M, Aspuria PJ, et al. 
Large oncosomes contain distinct protein cargo and represent a separate 
functional class of tumor-derived extracellular vesicles. Oncotarget. 
2015;6(13):11327-41. 



 
 
64 | Pernilla Israelsson 

213. van Niel G, Porto-Carreiro I, Simoes S, Raposo G. Exosomes: a common 
pathway for a specialized function. J Biochem. 2006;140(1):13-21. 

214. Ostrowski M, Carmo NB, Krumeich S, Fanget I, Raposo G, Savina A, et al. 
Rab27a and Rab27b control different steps of the exosome secretion 
pathway. Nat Cell Biol. 2010;12(1):19-30; sup pp 1-13. 

215. Bucci C, Thomsen P, Nicoziani P, McCarthy J, van Deurs B. Rab7: a key to 
lysosome biogenesis. Mol Biol Cell. 2000;11(2):467-80. 

216. Beach A, Zhang HG, Ratajczak MZ, Kakar SS. Exosomes: an overview of 
biogenesis, composition and role in ovarian cancer. J Ovarian Res. 
2014;7(1):14. 

217. Peng P, Yan Y, Keng S. Exosomes in the ascites of ovarian cancer patients: 
origin and effects on anti-tumor immunity. Oncol Rep. 2011;25(3):749-62. 

218. Keller S, König AK, Marmé F, Runz S, Wolterink S, Koensgen D, et al. 
Systemic presence and tumor-growth promoting effect of ovarian 
carcinoma released exosomes. Cancer Lett. 2009;278(1):73-81. 

219. Runz S, Keller S, Rupp C, Stoeck A, Issa Y, Koensgen D, et al. Malignant 
ascites-derived exosomes of ovarian carcinoma patients contain CD24 and 
EpCAM. Gynecol Oncol. 2007;107(3):563-71. 

220. Taylor DD, Gercel-Taylor C. MicroRNA signatures of tumor-derived 
exosomes as diagnostic biomarkers of ovarian cancer. Gynecol Oncol. 
2008;110(1):13-21. 

221. Szajnik M, Derbis M, Lach M, Patalas P, Michalak M, Drzewiecka H, et al. 
Exosomes in Plasma of Patients with Ovarian Carcinoma: Potential 
Biomarkers of Tumor Progression and Response to Therapy. Gynecol 
Obstet (Sunnyvale). 2013;Suppl 4:3. 

222. Szajnik M, Czystowska M, Szczepanski MJ, Mandapathil M, Whiteside TL. 
Tumor-derived microvesicles induce, expand and up-regulate biological 
activities of human regulatory T cells (Treg). PLoS One. 2010;5(7):e11469. 

223. Ying X, Wu Q, Wu X, Zhu Q, Wang X, Jiang L, et al. Epithelial ovarian 
cancer-secreted exosomal miR-222-3p induces polarization of tumor-
associated macrophages. Oncotarget. 2016;7(28):43076-87. 

224. Gobbo J, Marcion G, Cordonnier M, Dias AMM, Pernet N, Hammann A, et 
al. Restoring Anticancer Immune Response by Targeting Tumor-Derived 
Exosomes With a HSP70 Peptide Aptamer. J Natl Cancer Inst. 
2016;108(3). 

225. Bretz NP, Ridinger J, Rupp AK, Rimbach K, Keller S, Rupp C, et al. Body 
fluid exosomes promote secretion of inflammatory cytokines in monocytic 
cells via Toll-like receptor signaling. J Biol Chem. 2013;288(51):36691-
702. 



 
 

References | 65 

 

226. Taylor DD, Gerçel-Taylor C. Tumour-derived exosomes and their role in 
cancer-associated T-cell signalling defects. Br J Cancer. 2005;92(2):305-
11. 

227. Czystowska-Kuzmicz M, Sosnowska A, Nowis D, Ramji K, Szajnik M, 
Chlebowska-Tuz J, et al. Small extracellular vesicles containing arginase-1 
suppress T-cell responses and promote tumor growth in ovarian 
carcinoma. Nat Commun. 2019;10(1):3000. 

228. Nilsson J, Skog J, Nordstrand A, Baranov V, Mincheva-Nilsson L, 
Breakefield XO, et al. Prostate cancer-derived urine exosomes: a novel 
approach to biomarkers for prostate cancer. Br J Cancer. 
2009;100(10):1603-7. 

229. Hedlund M, Nagaeva O, Kargl D, Baranov V, Mincheva-Nilsson L. 
Thermal- and oxidative stress causes enhanced release of NKG2D ligand-
bearing immunosuppressive exosomes in leukemia/lymphoma T and B 
cells. PLoS One. 2011;6(2):e16899. 

230. Lundholm M, Schröder M, Nagaeva O, Baranov V, Widmark A, Mincheva-
Nilsson L, et al. Prostate tumor-derived exosomes down-regulate NKG2D 
expression on natural killer cells and CD8+ T cells: mechanism of immune 
evasion. PLoS One. 2014;9(9):e108925. 

231. Mincheva-Nilsson L, Baranov V. Cancer exosomes and NKG2D receptor-
ligand interactions: impairing NKG2D-mediated cytotoxicity and anti-
tumour immune surveillance. Semin Cancer Biol. 2014;28:24-30. 

232. McAndrews KM, Kalluri R. Mechanisms associated with biogenesis of 
exosomes in cancer. Mol Cancer. 2019;18(1):52. 

233. Keerthikumar S, Chisanga D, Ariyaratne D, Al Saffar H, Anand S, Zhao K, 
et al. ExoCarta: A Web-Based Compendium of Exosomal Cargo. J Mol Biol. 
2016;428(4):688-92. 

234. Zhou B, Xu K, Zheng X, Chen T, Wang J, Song Y, et al. Application of 
exosomes as liquid biopsy in clinical diagnosis. Signal Transduct Target 
Ther. 2020;5(1):144. 

235. Zheng H, Zhang L, Zhao Y, Yang D, Song F, Wen Y, et al. Plasma miRNAs 
as diagnostic and prognostic biomarkers for ovarian cancer. PLoS One. 
2013;8(11):e77853. 

236. Li X, Wang X. The emerging roles and therapeutic potential of exosomes 
in epithelial ovarian cancer. Mol Cancer. 2017;16(1):92. 

237. Syn NL, Wang L, Chow EK, Lim CT, Goh BC. Exosomes in Cancer 
Nanomedicine and Immunotherapy: Prospects and Challenges. Trends 
Biotechnol. 2017;35(7):665-76. 

238. Ha D, Yang N, Nadithe V. Exosomes as therapeutic drug carriers and 
delivery vehicles across biological membranes: current perspectives and 
future challenges. Acta Pharm Sin B. 2016;6(4):287-96. 



 
 
66 | Pernilla Israelsson 

239. Paskal W, Paskal AM, Dębski T, Gryziak M, Jaworowski J. Aspects of 
Modern Biobank Activity - Comprehensive Review. Pathol Oncol Res. 
2018;24(4):771-85. 

240. Kurman RJ CM, Herrington CS . World Health Organisation Classification 
of Tumours of the Female Reproductive Organs. 4th Revised ed. France: 
Lyon: International Agency for Research on Cancer; 2014. 

241. Domcke S, Sinha R, Levine DA, Sander C, Schultz N. Evaluating cell lines 
as tumour models by comparison of genomic profiles. Nat Commun. 
2013;4:2126. 

242. Mincheva-Nilsson L, Baranov V, Nagaeva O, Dehlin E. Isolation and 
Characterization of Exosomes from Cultures of Tissue Explants and Cell 
Lines. Curr Protoc Immunol. 2016;115:14.42.1-14.42.21. 

243. Hedlund M, Stenqvist AC, Nagaeva O, Kjellberg L, Wulff M, Baranov V, et 
al. Human placenta expresses and secretes NKG2D ligands via exosomes 
that down-modulate the cognate receptor expression: evidence for 
immunosuppressive function. J Immunol. 2009;183(1):340-51. 

244. Zhou X, Fragala MS, McElhaney JE, Kuchel GA. Conceptual and 
methodological issues relevant to cytokine and inflammatory marker 
measurements in clinical research. Curr Opin Clin Nutr Metab Care. 
2010;13(5):541-7. 

245. Sullivan KE, Cutilli J, Piliero LM, Ghavimi-Alagha D, Starr SE, Campbell 
DE, et al. Measurement of cytokine secretion, intracellular protein 
expression, and mRNA in resting and stimulated peripheral blood 
mononuclear cells. Clin Diagn Lab Immunol. 2000;7(6):920-4. 

246. Pisa P, Halapi E, Pisa EK, Gerdin E, Hising C, Bucht A, et al. Selective 
expression of interleukin 10, interferon gamma, and granulocyte-
macrophage colony-stimulating factor in ovarian cancer biopsies. Proc 
Natl Acad Sci U S A. 1992;89(16):7708-12. 

247. Burke F, Relf M, Negus R, Balkwill F. A cytokine profile of normal and 
malignant ovary. Cytokine. 1996;8(7):578-85. 

248. Merogi AJ, Marrogi AJ, Ramesh R, Robinson WR, Fermin CD, Freeman 
SM. Tumor-host interaction: analysis of cytokines, growth factors, and 
tumor-infiltrating lymphocytes in ovarian carcinomas. Hum Pathol. 
1997;28(3):321-31. 

249. Nowak M, Glowacka E, Szpakowski M, Szyllo K, Malinowski A, Kulig A, et 
al. Proinflammatory and immunosuppressive serum, ascites and cyst fluid 
cytokines in patients with early and advanced ovarian cancer and benign 
ovarian tumors. Neuro Endocrinol Lett. 2010;31(3):375-83. 

250. Clendenen TV, Lundin E, Zeleniuch-Jacquotte A, Koenig KL, Berrino F, 
Lukanova A, et al. Circulating inflammation markers and risk of epithelial 
ovarian cancer. Cancer Epidemiol Biomarkers Prev. 2011;20(5):799-810. 



 
 

References | 67 

 

251. Gorelik E, Landsittel DP, Marrangoni AM, Modugno F, Velikokhatnaya L, 
Winans MT, et al. Multiplexed immunobead-based cytokine profiling for 
early detection of ovarian cancer. Cancer Epidemiol Biomarkers Prev. 
2005;14(4):981-7. 

252. Lambeck AJ, Crijns AP, Leffers N, Sluiter WJ, ten Hoor KA, Braid M, et al. 
Serum cytokine profiling as a diagnostic and prognostic tool in ovarian 
cancer: a potential role for interleukin 7. Clin Cancer Res. 
2007;13(8):2385-91. 

253. Hao CJ, Li J, Liu P, Li XL, Hu YQ, Sun JC, et al. Effects of the balance 
between type 1 and type 2 T helper cells on ovarian cancer. Genet Mol Res. 
2016;15(2). 

254. Bennani-Baiti N, Davis MP. Cytokines and cancer anorexia cachexia 
syndrome. Am J Hosp Palliat Care. 2008;25(5):407-11. 

255. Argilés JM, López-Soriano FJ. The role of cytokines in cancer cachexia. 
Med Res Rev. 1999;19(3):223-48. 

256. Macciò A, Madeddu C, Massa D, Astara G, Farci D, Melis GB, et al. 
Interleukin-6 and leptin as markers of energy metabolic changes in 
advanced ovarian cancer patients. J Cell Mol Med. 2009;13(9B):3951-9. 

257. Levine AG, Arvey A, Jin W, Rudensky AY. Continuous requirement for the 
TCR in regulatory T cell function. Nat Immunol. 2014;15(11):1070-8. 

258. Barnett JC, Bean SM, Whitaker RS, Kondoh E, Baba T, Fujii S, et al. 
Ovarian cancer tumor infiltrating T-regulatory (T(reg)) cells are associated 
with a metastatic phenotype. Gynecol Oncol. 2010;116(3):556-62. 

259. Lanier LL. A renaissance for the tumor immunosurveillance hypothesis. 
Nat Med. 2001;7(11):1178-80. 

260. Clayton A, Mitchell JP, Court J, Linnane S, Mason MD, Tabi Z. Human 
tumor-derived exosomes down-modulate NKG2D expression. J Immunol. 
2008;180(11):7249-58. 

261. Clayton A, Tabi Z. Exosomes and the MICA-NKG2D system in cancer. 
Blood Cells Mol Dis. 2005;34(3):206-13. 

262. Napoletano C, Bellati F, Landi R, Pauselli S, Marchetti C, Visconti V, et al. 
Ovarian cancer cytoreduction induces changes in T cell population subsets 
reducing immunosuppression. J Cell Mol Med. 2010;14(12):2748-59. 

  



 
 
68 | Pernilla Israelsson 

263. Wicherek L, Jozwicki W, Windorbska W, Roszkowski K, Lukaszewska E, 
Wisniewski M, et al. Analysis of Treg cell population alterations in the 
peripheral blood of patients treated surgically for ovarian cancer - a 
preliminary report. Am J Reprod Immunol. 2011;66(5):444-50. 

264. Mustea A, Braicu EI, Koensgen D, Yuan S, Sun PM, Stamatian F, et al. 
Monitoring of IL-10 in the serum of patients with advanced ovarian cancer: 
results from a prospective pilot-study. Cytokine. 2009;45(1):8-11. 

265. Brøchner AC, Mikkelsen S, Hegelund I, Hokland M, Mogensen O, Toft P. 
The immune response is affected for at least three weeks after extensive 
surgery for ovarian cancer. Dan Med J. 2016;63(6). 

266. Abrahams VM, Straszewski SL, Kamsteeg M, Hanczaruk B, Schwartz PE, 
Rutherford TJ, et al. Epithelial ovarian cancer cells secrete functional Fas 
ligand. Cancer Res. 2003;63(17):5573-81. 

267. Tang Y, Zhang P, Wang Y, Wang J, Su M, Wang Y, et al. The Biogenesis, 
Biology, and Clinical Significance of Exosomal PD-L1 in Cancer. Front 
Immunol. 2020;11:604. 

268. Ayers M, Lunceford J, Nebozhyn M, Murphy E, Loboda A, Kaufman DR, et 
al. IFN-γ-related mRNA profile predicts clinical response to PD-1 
blockade. J Clin Invest. 2017;127(8):2930-40. 

279. Berraondo P, Sanmamed MF, Ochoa MC, Etxeberria I, Aznar MA, Perez-
Gracia JL, et al. Cytokines in clinical cancer immunotherapy. Br J Cancer. 
2019;120(1):6-15. 

270. Catalano M, O'Driscoll L. Inhibiting extracellular vesicles formation and 
release: a review of EV inhibitors. J Extracell Vesicles. 2020;9(1):1703244. 


