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ABSTRACT

Henna Kallionpää

Pathogenesis of human immune-mediated diseases – Gene expression signatures of Th2 cell 
differentiation, type 1 diabetes and intrauterine immune adaptation

Institute of Biomedicine, Department of Medical Microbiology and Immunology, University 
of Turku, Turku Doctoral Programme of Molecular Medicine,  Turku Doctoral Programme of 
Biomedical Sciences, Turku Centre for Biotechnology, University of Turku and Åbo Akademi 
University

The human immune system is constantly interacting with the surrounding stimuli and 
microorganisms. However, when directed against self or harmless antigens, these vital defense 
mechanisms can cause great damage. In addition, the understanding the underlying mechanisms 
of several human diseases caused by aberrant immune cell functions, for instance type 1 diabetes 
and allergies, remains far from being complete. In this Ph.D. study these questions were addressed 
using genome-wide transcriptomic analyses.

Asthma and allergies are characterized by a hyperactive response of the T helper 2 (Th2) immune 
cells. In this study, the target genes of the STAT6 transcription factor in naïve human T cells were 
identified with RNAi for the first time. STAT6 was shown to act as a central activator of the genes 
expression upon IL-4 signaling, with both direct and indirect effects on Th2 cell transcriptome. 
The core transcription factor network induced by IL-4 was identified from a kinetic analysis of 
the transcriptome.

Type 1 diabetes is an autoimmune disease influenced by both the genetic susceptibility of an 
individual and the disease-triggering environmental factors. To improve understanding of the 
autoimmune processes driving pathogenesis in the prediabetic phase in humans, a unique series 
of prospective whole-blood RNA samples collected from HLA-susceptible children in the Finnish 
Type 1 Diabetes Prediction and Prevention (DIPP) study was studied. Changes in different time-
windows of the pathogenesis process were identified, and especially the type 1 interferon response 
was activated early and throughout the preclinical T1D. 

The hygiene hypothesis states that allergic diseases, and lately also autoimmune diseases, could be 
prevented by infections and other microbial contacts acquired in early childhood, or even prenatally. 
To study the effects of the standard of hygiene on the development of neonatal immune system, cord 
blood samples from children born in Finland (high standard of living), Estonia (rapid economic 
growth) and Russian Karelia (low standard of living) were compared. Children born in Russian 
Karelia deviated from Finnish and Estonian children in many aspects of the neonatal immune 
system, which was developmentally more mature in Karelia, resembling that of older infants.

The results of this thesis offer significant new information on the regulatory networks associated 
with immune-mediated diseases in human. The results will facilitate understanding and further 
research on the role of the identified target genes and mechanisms driving the allergic inflammation 
and type 1 diabetes, hopefully leading to a new era of drug development. 

Keywords: asthma, allergy, Th2, STAT6, interleukin 4, type 1 diabetes, interferon, hygiene 
hypothesis, cord blood, gene expression
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TIIVISTELMÄ

Henna Kallionpää

Ihmisen immuunivälitteisten sairauksien syntymekanismit – Th2 solujen erilaistu mi seen, 
tyypin 1 diabetekseen sekä raskausaikaisen immuunijärjestelmän sopeutumiseen liittyvät 
geeniekspressiomuutokset  

Biolääketieteen laitos, Lääketieteellinen mikrobiologia ja immunologia, Turun yliopisto
Turun biolääketieteen tutkijaohjelma, sekä Turun molekyylilääketieteen tutkijaohjelma
Turun Biotekniikan keskus, Turun yliopisto ja Åbo Akademi

Immuunijärjestelmämme on jatkuvassa vuorovaikutuksessa sekä kehon sisäisten että sitä ym-
päröivien ärsykkeiden ja mikro-organismien kanssa. Elintärkeät puolustusmekanismit voivat 
kuitenkin aiheuttaa myös suurta tuhoa reagoidessaan harmittomia antigeeneja tai omaa kehoa 
vastaan. Silti monien immuunivälitteisten sairauksien, kuten astman ja tyypin 1 diabeteksen, tar-
kempi molekylaarinen syntymekanismi on vielä epäselvä. Näiden prosessien ymmärtämiseksi 
tässä väitöskirjatutkimuksessa selvitettiin genominlaajuisesti ihmisen immuunijärjestelmän gee-
niekspressio- ja viestintäreittejä.

Aktivoituneet tyypin 2 auttaja T-lymfosyytit (Th2-solut) ovat keskeisessä asemassa allergioita 
ja astmaa aiheuttavissa reaktioissa. Väitöskirjan ensimmäisessä osatyössä kuvattiin ensi kertaa 
STAT6 transkriptiotekijän kohdegeenit ihmisellä. Tutkimuksessa osoitettiin STAT6-molekyylin 
suorat ja epäsuorat kohdegeenit, sekä sen keskeinen tehtävän interleukiini 4:n (IL-4) signaloin-
tireitin säätelemien geenien aktivoinnissa. IL-4:n indusoima transkriptiotekijöiden ydinverkko 
tunnistettiin yksityiskohtaisen aikasarja-analyysin avulla. 

Tyypin 1 diabetes on autoimmuunisairaus, jonka puhkeamiseen vaikuttavat sekä yksilön geneet-
tiset alttiustekijät sekä autoimmuunireaktion laukaisevat ympäristötekijät. Väitöskirjatutkimuksen 
toisessa osatyössä tunnistettiin ihmisen tyypin 1 diabeteksen etenemisestä kertovia geenejä DIPP 
(Tyypin 1 diabeteksen ennustaminen ja ehkäisy) -tutkimukseen osallistuvilta lapsilta kerätyistä ko-
koveren RNA-näytteistä. Työssä tunnistettiin eri prekliinisen taudin vaiheille ominaiset muutokset 
ja eristyisesti interferonivasteen havaittiin aktivoituvan jo varhain ja läpi tutkittujen aikaikkunoiden.

Nk. hygieniahypoteesin mukaan varhaislapsuudessa ja jopa raskauden aikana kohdatut mikrobit 
ja infektiot ehkäisevät immuunivälitteisten tautien kehittymistä. Kolmannessa osatyössä tutkit-
tiin elintason vaikutusta vastasyntyneiden lasten immuunijärjestelmään vertaamalla Suomessa 
(korkea hygienia ja elintaso), Virossa (nopeasti kehittyvä yhteiskunta) sekä Venäjän Karjalassa 
(alhainen elintaso ja hygienia) syntyneiden lasten napaverinäytteitä. Venäjän Karjalassa synty-
neiden lasten immuunijärjestelmän havaittiin olevan kehityksellisesti kypsempi kuin Suomessa 
ja Virossa syntyneistä lapsilla.

Tämän väitöskirjatutkimuksen tulokset tarjoavat merkittävää uutta tietoa ihmisen immuunivä-
litteisten sairauksien säätelymekanismeista, merkiten uutta aikakautta niin tutkimuksessa kuin 
lääkekehityksessä; tunnistettuja kohdegeenejä ja mekanismeja muokkaamalla on mahdollista 
muuttaa mm. allergisen tulehduksen ja tyypin 1 diabeteksen syntyyn vaikuttavia viestintäreittejä.

Avainsanat: astma, allergia, Th2, STAT6, interleukiini 4, tyypin 1 diabetes, interferoni, hygienia-
hypoteesi, napaveri, geeniekspressio
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1. INTRODUCTION

T helper (Th) cells orchestrate the responses of both the adaptive and innate immune 
system by guiding the function and differentiation of other immune cells with secreted 
signals, such as cytokines, or with cell-to-cell contact through their cell surface receptors. 
Subsequently, their aberrant activation and behavior can result in immune-mediated 
pathologies, such as allergic reaction towards harmless antigens or autoimmune attack 
against self-antigens. Such illnesses constitute a high burden to the patients and society, 
especially in view of their increasing incidence in the past decades. Although the 
first T helper cell subsets were discovered 20 years ago, their detailed differentiation 
programs remain unsolved, especially in human. Due to the high interest for therapeutic 
interventions on Th cell activity, more information on the differentiation programs of 
human T cells is needed.

Type 1 diabetes (T1D) is a multifactorial disease, where insulin-producing β cells in the 
pancreatic islets are destroyed by autoimmune mechanisms. Only 50% of the disease risk 
can be currently explained by genetic factors, suggesting that the environmental factors, 
still largely unidentified, play a significant role in the disease pathogenesis. A majority 
of the studies on the disease mechanisms of T1D have been performed with animal 
models, mainly with the non-obese diabetic (NOD) mouse. Human studies focusing on 
established, diagnosed patients are of importance, but only a handful of studies have so far 
focused on pre-clinical T1D, during which an autoimmune cascasde of years in durations 
may occur before the appearance of clicnical symptoms. Clearly, characterization of pre-
clinical patients before and after the onset of the beta cell autoimmunity is warranted for 
a more detailed understanding of the disease triggering factors in human.

The increasing incidence of atopic and autoimmune disease during the last few decades 
has been explained by several theories, such as the hygiene hypothesis and the virus 
theory. The hygiene hypothesis originally postulated that the lack of infections and 
proper immune system education early in life would result in immune-mediated diseases 
later in life. The theory has been debated since its proposal, and clear-cut evidence in 
support or opposing are still missing. The study of selected cohorts of children born 
in contrasting standards of living should provide an appropriate means of testing this 
theory. In addition, evidence on the effect of the in utero period in the context of the 
hygiene hypothesis warrants further exploration.
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2. REVIEW OF THE LITERATURE

2.1 Immune system

The immune system protects us from invading pathogens of the outside world, such as 
viruses, bacteria, fungi and parasites, as well as against internal threats such as cancerous 
cells. It acts by recognizing the presence of a pathogen and aims at containing and 
eradicating it. To prevent overreaction and to protect self-tissues, balanced regulation 
and termination of these inflammatory responses must take place. Ideally, immunological 
memory is formed, so that the pathogen will be eradicated more quickly on the second 
encounter in order to prevent re-infection. The immune system is so effective, that it 
also acts as a barrier to modern-day treatments, such as transplantation and gene therapy. 
Unbalanced immune-responses can also lead to the development of variety of immune-
mediated inflammatory diseases.  During evolution, the mammalian immune system has 
developed to become an intricate system of several elements. In the primary line of 
defense are the epithelial linings, consisting of both physical skin and other epithelial 
barriers, as well as antimicrobial peptides secreted at the mucosal surfaces. At the cellular 
and molecular level the immune system can be divided into humoral immunity, such as 
antibodies and cytokines secreted by the immune cells, and cell-mediated immunity, 
governed by the direct interactions of these cells. Traditionally, considerations of the 
immune system have been divided into innate and adaptive immunity, although the 
interaction between the two parts is crucial. (Murphy et al. 2012).

All cells of the immune system arise from a multipotent progenitor, hematopoietic stem 
cell, residing in the bone marrow (Figure 1). Upon environmental stimuli, this cell can 
divide and initiate a differentiation programme either towards an” adaptive” lymphocyte 
fate, or towards an “innate” myeloid fate. A myeloid progenitor can differentiate into 
erythrocyte/megakaryocyte progenitor. This gives rise to erythrocytes, which constitute 
~99% of all blood cells, as well as megakaryocytes which produce platelets. The 
myeloid progenitor can also give rise to a granulocyte/monocyte progenitor, from which 
monocytes and macrophages are derived. Granulocytes include basophils, neutrophils 
and eosinophils. The lymphocyte progenitor gives rise to T and B lymphocytes of the 
adaptive immune system, as well as natural killer (NK) cells and other innate lymphoid 
cells (ILC). Besides the bone marrow, several other tissues participate in the functions 
of the immune system. Immune cells circulate in the blood and lymph, and in particular 
the lymphocytes can be found in the lymphoid organs and tissues. Fetal liver, bone 
marrow and thymus are the primary lymphoid organs of lymphopoiesis, and peripheral 
lymphoid organs, such as lymph nodes, spleen and the gut-associated lymphoid tissue, 



 Review of the Literature 13

are the location for maturation and initiation of lymphocyte responses. (Murphy et al. 
2012).

Figure 1. Overview on hematopoiesis – generation of immune cells. The immune cells are 
formed in the bone marrow, and circulate through the blood and lymph to the tissues. B and 
T cells are generated in the bone marrow, and then educated in the primary lymphoid organs, 
bone marrow and thymus, respectively. Lymphocytes are activated in the lymph nodes and other 
secondary lymphoid organs. Mast cells, dendritic cells (DC) and macrophages mature in the 
tissues and/or bone marrow in response to cues from their surroundings. Modified from Murphy 
et al. 2012.
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2.1.1 Innate Immunity
Innate immune reactions are the immediate, pattern-recognition capabilities of the body, 
such as activation of the complement system, production of antimicrobial peptides, or 
phagocytosis by specialized cells. This is the first line of defense mechanisms activated 
upon encounter with a pathogen. The cells of the innate immune system are derived 
from the myeloid lineage and include the granulocytes, monocytes that differentiate into 
macrophages, platelets, mast cells, and dendritic cells (DCs).

There are three subtypes of granulocytes, i.e. basophils, eosinophils, and neutrophils. 
These are short-lived cells that circulate in the blood, but migrate to the periphery in 
response to inflammation. All of these cell types have granules that contain antimicrobial 
enzymes and toxins. Basophils and eosinophils are thought to contribute to the immune 
reactions against parasitic worms, whereas neutrophils are specialized in phagocytosis, 
i.e. internalizing and destroying variety of microbes in their internal vesicles. Microbes 
are engulfed in phagosomes, which fuse with several types of granules in the neutrophil 
cytoplasm, such as lysosome and the primary and secondary granules, inducing production 
of toxic peptides and reactive oxygen species through oxidative burst, eventually killing 
the engulfed microbe. Additionally, utilization of neutrophil extracellular chromatin traps 
(NETs), a complex network of nuclear chromatin and antimicrobial proteins, assists in 
immobilization and degradation of the pathogens. The second type of phagocytic cell 
with similar phagocytic machinery are the monocytes and macrophages. Macrophages 
are differentiated from monocytes in the peripheral tissues, and are long lived and 
relatively immotile. In the tissues their role is to clear debris from the dying cells, as well 
as scout for the presence of microbes. (Boltjes and van Wijk 2014). As the antimicrobial 
components produced by granulocytes and macrophages are highly toxic to the host 
cells, the phagocyte activation must be tightly controlled. Although the macrophages 
can continue their phagocytic activities by producing new lysosomes, the neutrophils 
die after one round of phagocytosis. (Murphy et al. 2012). It is thought, that successful 
resolution of inflammation requires inhibition of neutrophil influx, rapid clearance of 
neutrophils, and regeneration of disrupted tissue structure. Monocyte recruitment is 
preferred, as macrophages engulf the dying neutrophils. Neutrophils are destined to a 
short half-life due to their constitutive expression of apoptotic molecules, and many 
disease states are associated with either increased (Influenza A virus) or suppressed 
(sepsis, RA) neutrophil apoptosis that unbalances the steady state. (El Kebir and Filep 
2010). 

Platelets are small unnucleated cells produced from megakaryocytes that have been 
mainly considered as the cell type responsible for blood coagulation upon tissue injury. 
However, as they are rapidly recruited to sites of tissue trauma where microbial invasion 
often takes place, their antimicrobial activities are becoming more appreciated (Yeaman 
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2014). Although anucleated, they have stable mRNAs descending from megakaryocytes 
and are thus capable of translation and protein production. Platelets express several 
chemotactic receptors and also release chemokines for recruitment of other immune 
cell types. Similarly to granulocytes, platelets possess granules that in addition to the 
modulators of the fibrin clot reaction contain histamine and platelet antimicrobial 
proteins. They also produce reactive oxygen species, although less than neutrophils. 
Through their cell surface markers, such as CD40, platelets can interact with monocytes, 
neutrophils, T, and B cells. For example, platelets and neutrophils act in synergy in 
killing of bacteria, leading to enhanced activity of both cell types. (Yeaman 2014).

Mast cells are thought to be derived from the myeloid lineage, but the details of their 
differentiation pathway and especially their relation to basophils are still under debate 
(Ribatti and Crivellato 2014). Mast cell progenitors migrate into peripheral tissues, 
where they maturate. They are especially abundant in tissues exposed to the outside 
environment, such as the skin, lungs, and intestine. Mast cells process and secrete several 
lipid mediators and a variety of cytokines, and thus are centrally involved in regulating 
the adaptive immune responses. Perhaps the most widely recognized mediator released 
by mast cells is histamine, which promotes vasodilation and bronchoconstriction is 
asthmatic reactions. (Reber and Frossard 2014). 

Dendritic cells (DC) are also phagocytic cells, and have been broadly divided into 
myeloid or conventional DCs (cDC) and to plasmacytoid DCs (pDC). cDCs mature 
in the tissues, express high levels of HLA class II, and compared to monocytes and 
macrophages are superior in antigen presentation to the adaptive T lymphocytes. cDCs 
meet the naïve T cells in the lymph node, and direct their stimulation and polarization. 
In addition, the cDCs activated in a particular tissue environment also imprint the T 
cell for expressing tissue-specific homing receptors, enabling T cell to emigrates from 
the lymph node and return to the original site of infection. Recent microarray analyses 
support the division of further subsets of cDCs, which differ in their expression pattern 
for innate immune receptors, as well as in cytokine production, that thus determine 
the type of adaptive response to be initiated by the lymphocytes. In contrast, the pDC 
subset matures in the bone marrow, lacks HLA class II expression at steady state, and 
constantly migrates in the blood and lymphoid tissue. pDCs are the central cell type 
in mediating antiviral state through the secretion of antiviral interferons, and are also 
able to differentiate into efficient antigen presenting cells upon activation. DCs can also 
be named as tissue resident or migratory, based on their motility between the tissues 
and lymph nodes. Specialized tissue DCs include, for example, Langerhans cells of the 
epidermis. (Boltjes and van Wijk 2014).

In addition to the innate immune cells of the myeloid lineage, there are several lymphoid 
progenitor cell –derived cell types that cannot be classified as belonging to the adaptive 
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immunity due to their lack of antigen-specific receptors, and that all depend on 
transcription factor ID2 for their development. Thus, they are collectively described as 
innate-like or innate lymphoid cells (ILCs), and divided into three groups according to 
their cytokine signature: Group 1 ILCs secrete IFNγ, group 2 ILCs secrete interleukins 
5 and 13, and group 3 produces interleukins IL-17 and/or IL-22, although plasticity 
between different groups is possible (Spits et al. 2013). Their mirroring of the adaptive 
T helper cell subset (discussed in chapter 2.1.3.1.) suggests evolutionary relationship 
of ILCs as primordial T cell precursors (Walker et al. 2013). The best known Group 
1 ILC cells are the large and granular natural killer (NK) cells. The role of the NK 
cell is to recognize tumor cells, as well as infected cells especially in the early phase 
of infection, when adaptive CD8+ cytotoxic cell response has not yet been mounted. 
NK cells recognize infected cells through their cell membrane receptors, such as the 
killer lectin-like receptors, and secrete IFNγ. There are both activating and inhibitory 
receptors: Signaling through inhibitory receptors sequesters the intracellular signaling 
components, preventing the signal cascades from the activating receptors. Thus the 
balance between the activating and inhibiting signals determines the killing capacity of 
the NK cells. Most of the autologous cells of the body express the HLA class I molecules 
that engage the inhibitory receptors, and thus protect them from NK-cell mediated killing. 
By a mechanism not clearly understood, infection changes the properties of HLA class 
I presentation and makes infected cells more susceptible NK cell targets. (Murphy et 
al. 2012). The group 3 ILC subset includes the lymphoid tissue-inducer cells (LTi) that 
are essential for the formation of lymph nodes and intestinal lymphoid tissue structures 
during embryogenesis. Apart from the NK and LTi cells, most of the other identified ILC 
populations have only been characterized recently. A common ILC progenitor, giving 
rise to ILC1-3 cells, but not NK and LTi cells, and expressing transcription factor Plzf, 
was recently identified in the mouse system (Constantinides et al. 2014). ILC cells are 
mainly found in the mucosal tissues, and are proposed to induce tissue repair and combat 
infections, but also contribute to some of the immune-mediated pathologies, such as 
allergies and asthma. (Walker et al. 2013).

2.1.1.1 Pattern recognition in the centre of innate immune reactions
The innate immune system relies on recognizing the invading pathogen through 
germline coded receptors that screen for conserved pathogen-associated molecular 
patterns (PAMPs) not present in the host cells, such as lipopolysaccharide (LPS) of 
Gram-negative bacteria and unmethylated CpG of bacteria and DNA viruses. These 
receptors also respond to the so called danger-associated molecular patterns (DAMPs), 
such as nucleotides and ATP released from dying cells of the body. The best known 
sensor for these patterns is the complement system, a cascade of serine proteases in the 
plasma, which aims at either inducing lysis of the invading microbe or targeting it for 
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phagocytosis by coating it with complement proteins. There are more than 30 complement 
proteins constantly produced in the liver as inactive pro-enzymes that become active 
upon proteolysis by the previous protease in the cascade. The sequence starts from the 
initial pattern recognition receptors detecting the pathogen. The classical pathway is 
induced by the interaction with C1q complement protein with the pathogen or with an 
antibody bound to the pathogen. In the alternative pathway the cascade is spontaneously 
activated. The third pathway is called the lectin pathway, as it relies on mannose-binding 
lectin and ficolin proteins to recognize and bind the pathogen surface. Finally, as a result 
from all these pathways, C3 is cleaved by the C4b2a convertase, and as a result of this 
proteolysis the larger fragment C3b binds the pathogen surface, whereas the smaller 
fragment C3a recruits phagocytic cells to the site. Phagocytic cells express C3b receptors 
that aid in the phagocytosis of the pathogen. In addition, the complement pathways result 
in the formation of the membrane attack complex (MAC), which forms a pore in the 
cell membrane of the pathogen, resulting in lysis. Intriguingly, the complement system 
remains active unless inactivated. Therefore, the autologous healthy cells of the body 
express complement inhibitors that prevent complement activation on their cell surface, 
including C4-bindig protein (C4BP complex) and CD46 (membrane cofactor protein, 
MCP), that bind C3b and the upstream product C4b, allowing their degradation by the 
Factor I protein. (Murphy et al. 2012).

The most recognized family of cellular pattern recognition receptors are the Toll-like 
receptors (TLRs) that are mainly expressed by the cells of the immune system and 
epithelial cells. TLRs are transmembrane proteins, and the majority of the TLRs are 
expressed on the plasma membrane (TLRs 1-2, 4-6, 10) for detection of extracellular 
pathogen molecules, whereas the rest reside in the endosomal compartment (TLRs 
3, 7-9) for the detection of endocytosed and phagocytosed pathogens. Based on 
their structural properties, they are thought to act as either homo- or heterodimers. 
For example, TLR2 can form a complex with TLR1 or TLR6 for detection of 
fungal zymosan and bacterial lipoproteins. Four adaptor proteins mediate all TLR 
signaling downstream of the receptors. These include myeloid differentiation factor 
88 (MyD88), MyD88 adapter-like protein (MAL), TIR domain containing adapter-
inducing IFN-β (TRIF), and TRIF-related adapter molecule (TRAM), and association 
with these dictates the downstream signaling events. For example, upon recognition 
of dsRNA by TLR3, the receptor associates solely with TRIF, that eventually leads to 
activation of the transcription factor Interferon regulatory factor 3 (IRF3), activating 
the production of interferon β (IFN β) cytokine. All other TLRs are able to signal 
through the MAL-MyD88 pathway, leading to activation of transcriptional regulators, 
such as NFκB and AP-1, which drive the transcription of proinflammatory cytokines, 
such as TNF-α and IL-1β. LPS binding to TLR4 can associate either with MAL-Myd88, 
when signaling from the plasma membrane, or alternatively TLR4 is internalized to 
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endosomes, from where it can interact with TRAM-TRIF, leading to production of 
IFNβ. (Beutler 2009).

In addition to membrane bound TLRs, cytosolic pattern-recognition receptors have been 
identified. The best characterized is the RIG-I-like receptor family of RIG-I (coded by 
DDX58), MDA5 (coded by IFIH1) and LGP2, which are widely expressed throughout 
the body and upregulated upon type I interferon signalling. The RIG-I receptor senses the 
unmodified 5´-triphosphate end of ssRNA of paramyxoviruses, orthomyxoviruses and 
flaviviruses, whereas the MDA5 senses dsRNA of picornaviruses, such as enteroviruses. 
In addition to its well-established role as a viral sensor, the latest data shows that RIG-I 
also recognizes bacterial mRNA (Abdullah et al. 2012, Hagmann et al. 2013), and 
the immunomodulatory effect was confirmed to be dependent on the 5´-triphosphate 
(Schmolke et al. 2014). The second family of cytosolic receptors is the nucleotide-
binding domain and leucine-rich repeat containing receptor family (NLRs, also 
known as Nod-like receptors). There are of 14 members of this family and they share 
the same CARD signaling domain with the RLRs. The most recognized family member, 
Nod2, binds both bacterial (muramyl dipeptide) (Grimes et al. 2012) and viral (ssRNA) 
ligands, resulting in alternative downstream signalling pathways (Sabbah et al. 2009). 
A subset of the NLR family proteins with a pyrin domain are called NRLPs. Many 
of the NRLPs, such as NRLP3, NLRC4, and NLRC5, participate in the formation of 
inflammasomes, which are protein complexes of NLRPs, adaptor proteins and caspase-1 
required for processing and activation of proprotein forms of pro-inflammatory cytokines 
IL-1β and IL-18. (Rathinam et al. 2010, Ratsimandresy et al. 2013). In addition, NLRs 
NLRC5 and CTIIA act as transcriptional activators of HLA class I and class II molecules, 
respectively (Neerincx et al. 2013). 

The AIM2-like receptor family (ALMs) consists of 4 members which also contain 
the pyrin domain and participate in the formation of the inflammasome. AIM2 senses 
cytosolic dsDNA, whereas another family member IFI16 has been shown to bind ssRNA 
and dsDNA. Activation of both sensors leads to formation of a caspase-1 activating 
inflammasome with ASC adaptor protein, and mediates IL-1β production. (Ratsimandresy 
et al. 2013). Inflammasomes are also known to activate a caspase-1 induced cell death 
pathway called pyroptosis. As opposed to apoptosis which leads to cell death without 
inducing inflammation, pyroptosis is a highly inflammatory form of programmed cell 
death, in which the cytoplasmic contents and proinflammatory cytokines, such as IL-1β, 
are released upon cell lysis to induce further immune responses. It was recently reported 
that although cell death of permissive activated HIV infected CD4+ cells occurs silently 
through caspase-3 –mediated apoptosis, cell death of nonpermissive resting CD4+ 
cells (95% of CD4+ cells in the lymphoid tissues) of HIV infected individuals occurs 
through pyroptosis (Doitsh et al. 2014). Upon abortive infection of resting CD4+ cells 
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IFI16 senses incomplete reverse transcripts of HIV DNA accumulating in the cytosol 
and induces IFNβ production as well as pyroptosis, indicating IFI16 to be central for 
both chronic inflammation as well as bystander CD4+ T cell depletion driving AIDS 
in HIV patients (Monroe et al. 2014). Both AIM2 and IFI16 are members of a recently 
identified and expanding group of cytosolic DNA pattern recognition receptors. For 
example, cyclic guanosine monophosphate – adenosine monophosphate (cGAMP) 
synthase (cGAS) was discovered to be an essential for detection of retroviral reverse-
transcribed and bacterial DNA in the cytoplasm (Ablasser et al. 2013, Gao et al. 2013, 
Li et al. 2013, Sun et al. 2013, Wu et al. 2013). Activated cGAS catalyzes production 
of a second messenger 2′3′cGAMP that binds and activates endoplasmic reticulum 
and mitochondria -associated adaptor protein STING (stimulator of interferon genes), 
subsequently leading to activation of IRF3 and transcription of type I interferon genes. 
In addition, a nuclear protein Rad50, which detects doublestranded DNA breaks, was 
recently shown to translocate to the cytosol, interact with viral dsDNA, and through 
adaptor protein CARD9 induce NF-κB signaling, leading to transcription of Il1b (pro-
IL-1β) (Roth et al. 2014). There is evidence supporting the existence of additional 
cytoplasmic DNA receptors, such as LRRFIP1, and DAI, but their identity remains 
controversial until further definition beyond the biochemical studies. A common feature 
of many of the candidate cytoplasmic DNA sensors is signaling through the adaptor 
protein STING, activation of IRF3 and induction of IFNβ. (Bhat and Fitzgerald 2014, 
Unterholzner 2013). 

The last of the pattern recognition receptor groups so far identified is the superfamily of 
C-type lectin-like receptors (CLRs) of both membrane bound and secreted receptors 
with diverse functions in the immune system. This receptor family includes Macrophage-
inducible C-type lectin Mincle (CLEC4E) that is expressed in monocytes, macrophages, 
neutrophils, myeloid DCs and B cells, although not in T cells, pDCs and NK cells. 
Mincle senses a-mannose in fungal species of Malassezia and Candida, as well as 
mycobacterial glycolipid trehalose-6,60-dimycolate (TDM). (Sancho and Reis e Sousa 
2013). Mincle also binds to Spliceosome associated ribonucleoprotein SAP-130, which 
is released by necrotic cells, leading to cytokine (TNF-α, IL-6) and chemokine (MIP-
2) mediated recruitment of neutrophils to the inflamed tissue (Yamasaki et al. 2008). 
Mincle expression by neutrophils was also essential for their migration in to the lung 
upon Mycobacterium tuberculosis infection (Lee et al. 2012). 

In summary, efficient recognition of pathogens and activation of the downstream 
signaling cascades are essential for mounting both innate and subsequently adaptive 
immune responses. (Murphy et al. 2012). Although we are now beginning to 
understand the complexity of the pattern recognition signaling pathways, we do not 
understand the regulatory checkpoints and counterbalancing involved, for example 
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in differentiating between pathogenic nucleic acids and host DNA, present in the 
cytosol during cell division. In addition to the receptor families described above, 
there may be pattern recognition receptors that have yet to be identified, functioning, 
for example, in the intracellular recognition of LPS (Tan and Kagan 2014). Many of 
the overlapping pathways probably function in a cell type specific or temporal manner 
in different stages of immune response. (Bhat and Fitzgerald 2014, Ratsimandresy et 
al. 2013).

2.1.2 Type I interferon signaling
Altogether there are 10 IRF transcription factors in human, out of which the IRF3 
and IRF7 can induce the transcription of antiviral type I interferons α (IFNα) and β 
(Figure 2). IRF7 is phosphorylated upon signaling from the TLR2, TLR7, and TLR9 
receptors, whereas IRF3 can be activated by signaling from the viral recognition 
receptors TLR3, RIG-I, Nod2, cGAS, and possibly by other nuclear DNA receptors, 
such as IFI16. Also TLR4 signalling can lead to IRF3 activation and type I interferon 
production in response to bacterial components, once the TLR4 complex is internalized 
into endosomes, allowing interaction with the TRIF adaptor and downstream IRF3 
activation (Kagan et al. 2008). Although there are several overlapping pathways for the 
induction of type I interferons, it seems that the activating ligand of different TLRs, 
adaptor protein preference, as well as the downstream signalling cascades are highly 
cell type and pathogen specific: DCs and macrophages express TLR2, but viral ligands 
do not induce type I interferon production in these cells, whereas TLR2 is the main 
inducer of type I interferons in inflammatory monocytes of the bone-marrow and spleen 
during in vivo infection (Barbalat et al. 2009). The pDC and cDC subsets also differ in 
their TLR expression and/or signaling. The pDCs lack TLR2 and TLR3, but express 
TLRs 7-9 and IRF7 constitutively, leading to the notorious type I interferon production 
by these cells. In cDCs TLR7 activation leads to DC maturation and IL-12 production, 
and the relatively modest type 1 interferon production is induced by TLR3 and TLR4. 
(Ng and Gommerman 2013). In addition, IRF3 is ubiquitously expressed allowing IFNβ 
production by almost any cell type, whereas IRF7 is expressed mainly in the immune 
system, leading to more limited production of IFNα. pDCs can also engage other IRF 
factors, such as IRF1 and IRF8 downstream of TLR activation. (Beutler 2009, Lester 
and Li 2014).
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Figure 2. Pattern recognition receptor signalling pathways known to induce the production of 
type I interferons. Such receptors include several TLRs, RLRs RIG-I and MDA-5, as well as NLR 
NOD2. The ligand, expression pattern in immune cells, and adaptor molecule associated with 
each receptor are presented. The endoplasmic reticulum and mitochondria –associated adaptor 
protein STING (stimulator of interferon genes) is known to be activated by second messenger 
2′3′cGAMP, synthesized by cGAS after binding to DNA, and several other candidate receptors for 
cytosolic DNA have been identified. Eventually the pathways lead to phosphorylation, activation 
and dimerization of IRF3, which induces IFNβ, or IRF7 that induces both IFNα and β. (Abdullah 
et al. 2012, Barbalat et al. 2009, Bhat and Fitzgerald 2014, Gutierrez et al. 2002, Hagmann et al. 
2013, Kagan et al. 2008, Lester and Li 2014, Murphy et al. 2012, Sabbah et al. 2009, Schmolke 
et al. 2014, Unterholzner 2013).
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Once their production is initiated by an infected cell or a cell recognizing viral or bacterial 
particles, the type I interferons mediate profound local and systemic effects in the body. 
IFNα and β signal through widely expressed plasma membrane receptor, a heterodimer 
composed of IFNAR1 and IFNAR2 proteins, allowing any cell type to respond to the 
signals. The ligation of the type I interferons with their receptor induces activation of 
the associated Janus kinases, Jak1 and Tyk2. This leads to phosphorylation of STAT1 
(Tyr701) and STAT2 (Tyr689), which together with IRF9 form a transcription factor 
complex called the Interferon-stimulated gene factor 3 (ISGF3). ISGF3 translocates into 
the nucleus and binds to the ISRE (interferon stimulated response element) sequences. 
IRF9 directs the complex away from the traditional GAS element of STAT binding, 
and thus is responsible for the binding specificity. However, the DNA binding capacity 
of STAT1 and STAT2 are needed for optimal stabilization. Over two thousand type I 
interferon stimulated genes (ISGs) have been catalogued (Rusinova et al. 2013), including 
DDX58 (RIG-I), IFIH1 (MDA-5), IRF7 and STAT1, which reinforce the antiviral defense 
mechanisms of the cells. However, the majority of the ISGs remain poorly characterized. 
A recent screen for the antiviral role of 389 selected ISGs against six viruses revealed 
that ISGs contain both broad acting and virus specific modulators. Nucleic acid 
binding, hydrolase, and helicase activities were the main molecular functions of the 
ISGs, whereas the most widely used mechanism of antiviral action was translational 
block (Schoggins et al. 2011). Many ISGs are associated with cell death machinery, 
as induction of cell death controls infection and pathogen spreading. For example, 
interferon induced IFIT2 promotes apoptosis by mitochondrial-associated BCL2 family 
proteins, and AIM2 inflammasome component has been shown to be central for host 
cell death by pyroptosis upon bacterial infection. However, these mechanisms are also 
detrimental to the host, leading to immune cell exhaustion, chronic inflammation and 
collateral tissue damage. Many viruses have evolved to encode proteins that interfere 
with the cell death pathways to promote the survival of the infected host cell. In contrast, 
some pathogens preferentially induce cell death as a means of spreading. For example, 
Salmonella induces rapid necroptosis of the phagocytosing macrophages to silence the 
immune response. (Malireddi and Kanneganti 2013). In addition to ISG transcription 
and cell death modulation, IFNα and β regulate the immune system at several levels. 
First of all, they induce proliferation of CD8+ T cells and activity of NK cells (20-
100 fold). Additionally, HLA class I expression is induced through direct induction by 
ISGF3, as well as by upregulation of MHC I transcriptional activator NLRC5 (Neerincx 
et al. 2013), thus allowing effective recognition of infected cells by the adaptive CD8+ T 
lymphocytes. Enhanced HLA class I expression also prevents uninfected cells from being 
killed by the NK cells. (Murphy et al. 2012). As well as priming neutrophils (Martinelli 
et al. 2004), type I interferons activate DCs and macrophages, and thus induce the 
development of adaptive immunity, such as Th1 polarization (Cella et al. 2000). Type I 
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interferons also directly promote the polarization of Th1 cells, even from the established 
Th2 helper cell subset (Filen et al. 2010, Hegazy et al. 2010, Hibbert et al. 2003, Ray 
et al. 2014), and have been shown to counteract Th17 and Tfh polarization (Harrington 
et al. 2005, Ray et al. 2014). TLR ligation also prevents cDC and pDC migration into 
thymus, preventing induction of T cell mediated central tolerance to pathogens (Klein 
et al. 2014).

More recently discovered type III interferons, IFN-λ1-3 (also known as IL-29, IL-
28a and IL-28b), have been shown to regulate antiviral responses through activation of 
the IFNLR receptor (a complex of IFN- λR1 and IL-10R2 subunits) that, similarly to 
IFNARs, is able to recruit STAT1 and 2, and induce the formation of the ISFG3 complex 
leading to induction of the ISGs and HLA class I. Although type III interferons can be 
expressed by any cell type, their IFNLR receptor is mainly expressed by the epithelial 
cells in the respiratory and gastrointestinal tract, and might therefore mainly contribute 
to the defense mechanisms at these sites. A recent study of mouse epithelial fibroblasts 
infected with influenza virus demonstrated IRF7-mediated induction of both type I and 
III interferons (Crotta et al. 2013). Using IFNAR1, IFN- λR1, or double knockout cells 
both type I and III interferons were shown to act redundantly, i.e. regulating identical set 
of ISGs. The authors suggested that complete redundancy may guarantee induction of 
antiviral defenses even if the virus blocks one of the pathways through virally encoded 
antagonists. The restricted expression of type III interferon receptor might allow 
differential regulation of epithelial vs. systemic immune response, mediated by type I 
interferons that are able to induce antiviral state throughout the body. (Crotta et al. 2013). 
Interestingly, high IFNLR expression was reported on human immune cells, with the 
highest expression observed on B cells, followed by T cells, whilst monocytes and NK 
cells had the lowest expression levels (Witte et al. 2009). Instead of responding to even 
high concentrations of type III interferons, immune cells were found to express a short 
secreted form of the IFNLR (sIFN- λR1, a splice variant lacking the transmembrane and 
intracellular domains) that was able to bind to type III interferons and inhibit the IFN-λ1 
mediated upregulation of HLA class I of a liver cell line in a dose dependent manner 
in vitro. In contrast, a recent study reported high IFNLR expression on human mDCs 
and pDCs (Dolganiuc et al. 2012). Although alternative splicing was not explored, the 
use of siRNAs against IFN-λR1 confirmed that in the presence of IFN-λ1, IFN-λ2, or 
both, monocytes that were differentiated in vitro towards DCs acquired an IFNLR-
mediated inhibitory DC phenotype. This displayed a diminished capacity to induce T 
cell proliferation, due to downregulation of IL-2 and IL-12, and an increase in IL-10 
and inhibitory receptors PD1 and PD-L1. This environment preferentially promoted 
proliferation of Tregs, but not their de novo generation. Pretreatment of the T cells 
with type III interferons had no effect on proliferation. (Dolganiuc et al. 2012). Thus it 
seems that although some immune cells, such as lymphocytes, do not respond to type 
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III cytokines at least partly due to expression of a soluble inhibitory receptor, they might 
be indirectly affected by the DCs that do express functional IFNLR, and support Treg 
survival. Clearly, more studies are warranted for further understanding of the type III 
interferon signaling in the immune system.  

Recently, the canonical type I/III interferon signaling pathway, leading from the 
interferon receptor to formation of the complex ISGF3 binding on ISRE elements, has 
been complicated by the accumulating data on heterogeneity of transcription factor 
complexes mediating the effects of interferons. For example, noncanonical Ser708 
phosphorylation of STAT1 was shown to be important for inducing a subset of ISGs 
with a minimal ISRE element, such as IFIT2. Tyr701 (canonical phosphorylation site) 
was shown to precede Ser708 phosphorylation by IKKε, and the two phosphorylation 
sites were mutually exclusive, suggesting a temporally different set of target genes for 
the modified ISGF3. (Fink and Grandvaux 2013). Additionally, ChIP-chip analysis on 
IFNα-activated STAT1 and STAT2 has revealed sites that were bound by both molecules 
independently, suggesting that other complexes besides ISGF3 are able to regulate 
ISGs (Au-Yeung et al. 2013). There are several reports of unconventional ISG inducing 
complexes in different cell types, which include the unphosphorylated STAT1 dimer 
complexed with IRF1, STAT2-STAT6-IRF9 complexes, and STAT3/STAT2 as well as 
STAT6/STAT2 heterodimers, although these remain to be elucidated. (Au-Yeung et al. 
2013, Fink and Grandvaux 2013).

2.1.3 Adaptive Immunity – B and T cells
The highly flexible recognition repertoire of the T and B lymphocytes is central to 
the adaptive immune system. The reactions of these cells are important when innate 
immunity, the first line of defence, fails or is exhausted and cannot clear the invading 
pathogens, although can take days to become fully activated. The adaptive immune cells 
also form the immunological memory, so that on the second encounter with the same 
pathogen the immune response will be activated more quickly through clonal expansion 
of memory T and B cells. 

Opposed to the fixed, germline encoded selection of receptors expressed by the cells of 
the innate immune system, the antigen-specific receptors of both T and B lymphocytes 
are created through genomic recombination. In this process, the heavy and light chain 
immunoglobulin genes of the BCR, as well as α and β chain genes of the TCR, each 
consisting of several interchangeable gene segments, are randomly recombined together 
in order to form different gene combinations in a αβ T cell. In addition, a minority of 
the T cells will rearrange TCRγ and TCRδ chains, and become γδ T cells with a more 
restricted TCR profile. Genomic recombination creates the vast repertoire of receptors 
that are able to recognize any epitope presented to them. The obvious drawback of 
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creating millions of possible receptor options is that inevitably lymphocytes that are able 
to react against the body´s own self-antigens or with non-functional receptors will be 
produced. Therefore, during their maturation, lymphocytes that react with high affinity 
to self-antigens are removed by a process called negative selection, where autoreactive 
cells are induced to undergo programmed cell death. It is also possible that the created 
receptor is non-functional, and thus the proper signaling capacity must be ensured 
during the lymphocyte education; if a lymphocyte does not receive any signals through 
its receptor during the maturation phase, it is eliminated. This process is called positive 
selection, as it enriches only the lymphocytes able to rearrange a functional receptor. 
(Murphy et al. 2012).

B cell precursors are produced from a lymphoid precursor cell in the bone-marrow and 
predominantly finish their education process in the same compartment. Firstly, cell-
membrane bound IgM immunoglobulin isotypes are transcribed and expressed on the 
surface of the naïve B cell. If the IgM receptor binds to a self-epitope expressed by the 
bone-marrow stromal cell, it is eliminated as a result of this negative selection. Otherwise 
the naïve B cell then migrates to the periphery, where it can be activated upon an encounter 
with its cognate antigen. In a peripheral lymphoid organ, a B cell can present the antigen 
captured by its immunoglobulin receptor in the context of the HLA class II molecule, 
which is then recognized by the Tfh cell. Tfh contact induces proliferation of the B cell, 
which is associated with an increased somatic hypermutation of the immunoglobulin 
hypervariable region, aiming towards creating further diversification of high affinity 
immunoglobulins. B cells with the highest affinity capture the most antigen, which 
allows them to outcompete lower affinity binding B cells for Tfh help, and are therefore 
preferentially selected for clonal expansion and somatic hypermutation. (Gitlin et al. 
2014). Furthermore, the process of class switching increases immunoglobulin diversity. 
Here the original constant gene segment Cμ (IgM) or Cδ (IgD) of the immunoglobulin 
heavy chain is replaced by Cα, Cε, or Cγ, leading to expression of IgA, IgE and IgG 
immunoglobulin isoforms, respectively. Both the hypermutation and class switching 
processes are active throughout the lifespan of the B cell, and allow a single B cell clone 
to produce slightly different receptors. IgA, IgE and IgG are secreted molecules and 
therefore B cells are responsible for a major part of the humoral immunity in the immune 
system. After diversification, B cells can differentiate into large antibody-producing 
plasma cells or a long-lived memory cell. (Murphy et al. 2012).

T cell precursors formed in the bone marrow migrate in to the thymus, where their 
maturation takes place. Positive and negative selection of T cells occur in specialized 
niches of the thymus, i.e. thymic cortex and medulla respectively, ensuring their spatial 
and temporal segregation. In the thymic cortex the T cell rearranges its TCR β chain, 
which together with the pre-TCRα chain, expressed before the actual TCRα gene 
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rearrangement, forms the pre-TCR receptor ready to respond to signals provided by the 
cortex epithelial cells (cTecs). Passing this β selection checkpoint allows the developing 
T cell to enter into the next phase of differentiation, the double positive T cell stage, 
expressing CD4 and CD8 coreceptors. At this stage the T cell rearranges its TCR α 
chain to produce the functional TCR. Positive selection, e.g. low or medium affinity 
recognition of self-antigen-HLA complex presented by cortex epithelial cells, allows 
the T cell to differentiate into single positive, CD4+ or CD8+ cells. Single positive cells 
move to medulla, where the thymic epithelial cells of medulla (mTECs) are specialized 
in presenting the T cells with all possible self-antigens coded in the genome, due to high 
expression of transcription factor AIRE (autoimmune regulator) that allows expression of 
otherwise tissue restricted antigens. Both thymus resident and migratory DCs contribute 
to the antigen presentation: Resident cDC subsets pick up tissue-antigens produced by 
the mTECs for cross-presentation, whereas migratory cDCs and pDCs transfer peripheral 
antigens to be presented in the thymus. These cells mediate the process of negative 
selection, in which T cells receiving a high affinity signal through their TCR are induced 
for cell death, and in some cases, towards differentiation to T regulatory cells (nTregs, 
discussed in the next chapter). (Klein et al. 2014).

As opposed to the B cell receptors, the TCR can also recognize an epitope that is normally 
hidden or buried, as the antigen is first broken down into peptides, loaded on to the 
HLA class I or II molecule and then presented on the cell surface of antigen presenting 
cells. T cells with the CD4 coreceptor are referred to as T helper cells, which recognize 
antigens bound to the HLA class II molecules that usually bind peptides derived from 
intracellular vesicles. In the periphery HLA class II molecules are mainly expressed 
on phagocytic cells, and thus the CD4+ T cells interact with cells that present antigens 
picked up from the extracellular environment by phagocytosis or endocytosis, processed 
into peptides, and loaded onto HLA class II complex. In contrast, The CD8 molecule 
assists the TCR of the cytotoxic T lymphocytes to recognize the antigen in the context 
of the HLA class I molecules, which usually bind peptides derived from the cytosol. 
As HLA class I molecules are expressed by all autologous cells, CD8+ cytotoxic T 
cells mainly recognize cells infected with intracellular pathogens that present pathogen 
epitopes on HLA class I. Similarly to the innate NK cell, CD8+ T cells kill their target 
cell with secreted toxic molecules, such as perforin, released from their intracellular 
granules. (Murphy et al. 2012).

2.1.3.1 Multiple subsets of CD4+ T lymphocytes
The naïve CD4+ T helper cell precursor (Thp) has the capacity to differentiate into 
several functional subsets according to the environmental stimuli received through the 
transmembrane receptors. Primarily these stimuli are innate-derived cytokines secreted 
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by the antigen presenting cell or present in the lymphoid tissue environment, produced 
based on the type of pattern recognition receptors activated in the innate immune cells 
upon pathogen encounter. Both the signal strength of the TCR and the costimulatory 
environment dictate the net outcome. The seven T helper cell subtypes that have been 
named so far are classified based on the expression of a transcription factor(s) that 
modulates their transcriptional network, as well as secretion of a set of cytokines typical 
for each subset. Thus the nature of the specific pathogen is conveyed to CD4+ T cells 
through DCs and cytokine environment, subsequently launching pathogen-tailored 
adaptive immune response. (Kara et al. 2014, Murphy et al. 2012).

The division of CD4+ T helper subsets was initiated when Mossman et al. proposed that 
mouse T helper cells consisted of two functional subsets, T helper type 1 (Th1) and 2 (Th2) 
cells, based on their differing cytokine profiles (Mosmann and Coffman 1989). Th1 cell 
differentiation was discovered to be induced by IL-12 secreted by macrophages hosting 
Listeria monocytogenes (Hsieh et al. 1993) as well as by IL-12 in vitro (Wu et al. 1993). 
From the IL-12 receptor, signaling is mediated by the Signal transducer and activator of 
transcription 4 (STAT4) molecules. Activated STAT4 dimers translocate to the nucleus 
and induce the expression of the central transcription factor TBX21 (also known as T-bet, 
T-box expressed in T cells) (Thieu et al. 2008), which drives the expression of IFNγ, the 
key Th1 cytokine (Szabo et al. 2000), and upregulation of IL-12Rb2 (Afkarian et al. 
2002). IFNγ through STAT1 signalling furthermore induces T-bet (Afkarian et al. 2002, 
Zhu et al. 2012), with IL-12 and IFN-γ working redundantly for T-bet expression (Zhu 
et al. 2012). Type I interferons and IL-27 enhance Th1 polarization (Hibbert et al. 2003, 
Lucas et al. 2003, Ray et al. 2014). Th1 cells are essential in mounting immune response 
against cells infected with intracellular bacteria, such as Mycobacterium tuberculosis, 
as well as viruses, through modulating CD8+ T cell and macrophage responses. In the 
context of the work presented in this Ph.D. thesis Th2 program will be discussed in more 
detail in the next chapter (2.1.3.2.).

Soon after the proposal of the Th1/Th2 dichotomy, T cells inhibiting antigen-specific T 
cell responses and autoimmunity were discovered (Chen et al. 1994, Groux et al. 1997, 
Sakaguchi et al. 1995, Sakaguchi et al. 2011). It is now well established that CD4+ T 
regulatory cells (Treg) are an essential part of the regulatory arm of the immune system 
in terminating the reactions of other T cell subtypes towards self-molecules, allergens, 
and commensals. They also play a role in the resolution of the inflammatory reactions. 
Usually, Treg cells express high amounts of IL-2 receptor (CD25), inhibitory receptor 
CTLA-4, anti-inflammatory cytokines IL-10 and TGF-β, as well as their signature 
transcription factor forkhead box P3 (FOXP3). Recently, mouse studies comparing 
Foxp3 binding and chromatin landscape of resting Tregs and Treg cells activated under in 
vivo inflammatory conditions revealed that in activated Treg cells Foxp3 predominantly 
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acts as a transcriptional repressor, responsible for establishment of suppressive 
heterochromatin-associated histone H3 trimethylation at Lys27 (H3K27me3) on several 
enhancers of effector cell genes, through interaction with methyltransferase Ezh2, which 
is upregulated in inflammatory conditions (Arvey et al. 2014). CTLA-4 is an important 
inhibitory receptor that binds CD80 and CD86, and thus inhibit the signaling to CD28 
coreceptor of the T cells. Tregs can develop both in thymus (tTreg or natural Treg, nTreg), 
as discussed in the previous chapter, or in the periphery (pTreg, also called induced Treg, 
iTreg, or adaptive Treg, aTreg). Although the process is not clearly defined, extrathymic 
iTregs are generated from other T helper cell subtypes upon appropriate signals, such as 
suboptimal TCR  stimulus, all-trans retinoic acid, TGFβ, and butyrate produced from 
dietary fiber by microbial fermentation in the colon (Arpaia et al. 2013, Furusawa et 
al. 2013), and specific commensal bacteria, such as Clostridia species (Atarashi et al. 
2011, Atarashi et al. 2013). iTreg cells share characteristics of their precursors, such as 
the central transcription factors and homing receptors, which is important for efficient 
suppression of the preceding subtype. (Lehtimäki and Lahesmaa 2013, Povoleri et 
al. 2013). It is currently unclear whether the nTreg and iTreg subsets are functionally 
distinct or are defined by a separate TCR repertoire, as clear markers for identification 
of their site of origin have not been found. However, it has been suggested that nTregs 
guard central homeostasis and autoimmunity, whereas the iTregs mainly participate in 
the immune resolution of local inflammation. (Yadav et al. 2013). Amounting data also 
implies that there are different Treg subpopulations. For example, a Treg cell subset 
expressing a coinhibitory molecule TIGIT efficiently suppressed Th1 and Th17 cells, but 
was unable to counter regulate Th2 responses (Joller et al. 2014). This was dependent on 
TIGIT-ligation induced production of soluble Fgl2, previously shown to skew T helper 
cells towards the Th2 phenotype. Other types of inhibitory mechanisms utilized by 
Tregs include disruption of the APC-T cell contact, competition for IL-2, and cytotoxic 
enzymes, to name a few (Sojka et al. 2008).

The T follicular helper (Tfh) cell subset was named for their preferred location in the 
B cell follicles of the secondary lymphoid organs, where they migrate due to their high 
expression of chemokine receptor CXCR5 and loss of T-cell zone homing receptor CCR7, 
and for their support to B cell proliferation and expansion (Breitfeld et al. 2000, Schaerli 
et al. 2000). In addition to CXCR5, Tfh cells express a variety of signature receptors such 
as ICOS, CD40L, and PD-1 that are essential for their contact and signaling with the B 
cells. The signature cytokines of Tfh cells are IL-4, IL-21 and IL-10. Transcription factor 
Ascl2 was recently shown to initiate the Tfh differentiation process through binding 
to and inducing Cxcr5, and by directly downregulating Ccr7, Il-2r, as well as a set of 
Th1 and Th17 lineage genes, such as Il12rb1, Ifng, Tbx21, and Ahr. Overexpression of 
Ascl2 under Th2 conditions also reduced expression of classical Th2 genes, Gata3, Il5, 
and Il13. (Liu et al. 2014). Additionally, transcription factor Bcl6 is essential for Tfh 
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differentiation and functions, similarly to Ascl2, as a transcriptional repressor of other T 
cell lineage transcription factors Gata3 and Tbx21 (Johnston et al. 2009, Nurieva et al. 
2009, Yu et al. 2009). Stat3 was found to be crucial in promoting Bcl6 expression and 
downmodulating the type I interferon promoted Th1 differentiation during acute viral 
infection (Ray et al. 2014). Although the initial differentiation of Tfh cells is driven 
by the DCs, the following B cell contact in the B cell follicles is thought to reinforce 
and finalize the Tfh phenotype, for example through upregulating Bcl6 and promoting 
Tfh survival. Sequential activation of Ascl2 and Bcl6 might provide essential signal 
checkpoints for amounting effective autoantibody response to infection but preventing 
autoimmunity (Liu et al. 2014). (Crotty 2011).

Following the discovery of the IL-23 cytokine sharing the same IL-12p40 molecule 
subunit as IL-12, it was found to be important driver of autoimmunity in a mouse EAE 
and arthritis models, which had previously been associated to Th1 cells and IL-12 activity 
(Cua et al. 2003, Murphy et al. 2003). This finding initiated the discovery of the fifth T 
helper cell subtype, named as Th17 cells according to their signature cytokines IL-17A 
and IL-17F (Aggarwal et al. 2003, Harrington et al. 2005, Park et al. 2005). This subset 
is now established to function in defense against both intra and extracellular pathogens, 
including fungal pathogens such as Candida albinos, especially through recruitment of 
neutrophils (Kara et al. 2014). Th17 differentiation requires TGF-β, IL-6, and different 
combinations of additional cytokines (IL-21, IL-23, IL-1β) for efficient polarization. 
The concentration of TGFβ is important, whereby a low concentration, together with 
proinflammatory cytokines, was shown to upregulate Il-23R driving Th17 polarization, 
whereas a high concentration induced Foxp3 promoting Treg differentiation (Zhou et 
al. 2008). Upon Th17 cytokine stimulation, STAT3 is activated and translocates to the 
nucleus, and induces lineage-specific transcription factors RORγt (RORC), RORα, 
and Ahr, leading to upregulation of Il17, Il17f, Il22, and Il23r (Yang et al. 2008). 
Detailed transcriptomics investigation of mouse naïve CD4+ cells revealed Th17 
differentiation, induced by TGF-β and IL-6, to be a highly dynamic process (Ciofani 
et al. 2012). Based on clustering analysis, early (0.5-4h), intermediate (4-20h), and late 
(20-72h) transcriptional phases were identified. Early phase included Stat3, Irf4, and 
Batf transcription factors. Batf and Irf4 modify the chromatin landscape accessible for 
further transcription regulators, whereas Stat3 defines lineage specificity. Together this 
core initiator set induces Rorc that upregulates the relatively small key Th17 gene set, 
and downregulates alternative lineage fates by suppressing Il4ra, Il12rb2, and Tbx21. 
(Ciofani et al. 2012). A kinetic transcriptomic analysis of human Th17 polarized CD4+ 
cells also considered the early (0.5-4h) and late (6-72h) expression phases, identifying 
several novel candidates for the regulation of Th17 response (Tuomela et al. 2012). 
IL-2 signaling through STAT5 inhibits Th17 differentiation (Laurence et al. 2007), and 
thus STAT3 and Ahr induce expression of Ikzf3, coding for transcription factor Aiolos 
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that binds and suppresses Il2 promoter (Quintana et al. 2012). In vivo mouse models 
have demonstrated that the microbiome and especially segmented filamentous bacteria 
(SFB) drive the differentiation of the Th17 subtype, as this subtype is absent in the 
germ free mice and significantly reduced in SFB negative mice. Recently, SFB were 
identified to induce solely Th17 responses (Yang et al. 2014). The gut homing Th17 
cells are essential for immune defenses and integrity in the mucosal tissues, and at the 
steady state majority of the Th17 cells are localized in the intestinal lymphoid tissues. 
The Th17 subtype also drives antigen-specific IgA production by the intestinal B cells 
upon pathogen challenge, through acquiring a Tfh-cell like phenotype and inducing B 
cell maturation and induction for somatic hypermutation (Hirota et al. 2013). In contrast 
to the Th17 cells differentiating in the periphery, existence of a thymic-derived natural 
Th17 population has been described. This population leaves the thymus fully polarized 
and secretes IL-17 in response to IL-23 and IL-1β without the need for TCR stimulation 
(Kim et al. 2011, Marks et al. 2009). The Th17 subtype has been associated with several 
autoimmune diseases, including RA, MS and CD.

The IL-9 secreting Th9 subtype was found to be induced by an intricate balance of both 
IL-4 and TGFβ, where the Stat6-Gata3 pathway antagonizes Foxp3 induction, and TGFβ 
induced Foxp3 antagonizes Th2 cytokine induction by Gata3 (Dardalhon et al. 2008). 
IL-9 expression is controlled by the transcription factor Irf4 (Staudt et al. 2010) in co-
operation with Batf (Jabeen et al. 2013). IL-9 has been associated with the development 
of both autoimmunity and atopic diseases. In addition to the IL-9 expressing ILC2 
subset, the Th9 subset was shown to be essential for eradication of the parasitic worms 
Nippostrongylus brasiliensis, increasing the numbers of mast cells and basophils, which 
both express Il9ra (Licona-Limon et al. 2013). Interestingly, the highly transient IL-9 
signals in the intestine and lungs preceded the Th2 cytokines, and IL-9 was needed for 
subsequent IL-5 and IL-13 responses, indicating temporarily distinct but interdependent 
activities of Th9 and Th2 subtypes in the immunity against helminthes, and possibly 
in induction of asthma and atopy. Many aspects of this subtype still remain poorly 
understood. (Schmitt et al. 2014).

Another recently characterized CD4+ subset named Th22 cells have been described as T 
helper cells producing IL-22 and expressing skin and epithelial homing receptors CCR4, 
CCR6 and CCR10 (Duhen et al. 2009, Trifari et al. 2009). Accordingly, Th22 cells are 
found to be increased in the skin of patients with atopic dermatitis. Polarization is thought 
to require IL-6 and TNFα, and Ahr has been suggested to drive the Th22 lineage (Ramirez 
et al. 2010). Recently, IL-21 cytokine was shown to induce STAT3 signaling, leading to 
induction of Il22, Rorc and Ahr. STAT3 was shown to modulate the Il22 promoter for binding 
of Ahr, which showed synergistic effects with both STAT3 and Rorγt. IL-21 stimulation 
also led to STAT3-dependent upregulation of IL-23R and IL-1R, and thus IL-22 induction 
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was greatest when IL-21 with IL-23 or IL-1β was used for polarization. T cell –specific 
deletion of Ahr and IL-21R were associated with more severe colitis, and reduction in 
intestinal IL-22 in vivo (Yeste et al. 2014). Finally, an in vivo study demonstrated a role 
for murine CD4+IL-17A-IL-22+ subtype in protection against Citrobacter rodentium 
infection, especially in the last phase of pathogen clearance (Basu et al. 2012).

Consideration of the number of T cell subtypes identified, with partially overlapping 
inducing cytokines and transcription factors, has raised questions of their interrelations 
and plasticity. For example, c-Maf is responsible for upregulating IL-21 both in Tfh and 
Th17 subtypes (Bauquet et al. 2009) and IL-4 in Th2 cells (Ho et al. 1996), and IRF4 that 
is needed for Th9 differentiation has also been reported to regulate Th2, Th17, Tfh and 
Treg programs (Ahyi et al. 2009, Huber et al. 2008). The transcriptional model of Th17 
cells by Ciofani et al. (2012) suggested Batf and Irf4 to act as TCR-induced initiators 
of the transcriptional program, and such factors, probably including c-Maf, might be 
functioning in all Th cell subsets, in co-operation with more restricted transcription 
factors, such as in the case of Th9 (Jabeen et al. 2013). Additionally, an increasing 
amount of literature has reported Th cell subtypes with “mixed” identities, especially in 
inflammatory conditions, and particularly the Th17 subtype seems to display heterogeneity 
(Sundrud et al. 2003). Th1-like Th17 cells have been implicated to be pathogenic in a 
variety of autoimmune mouse models, such as in mouse models of arthritis (Nistala et 
al. 2010) and model of MS (experimentally induced autoimmune encephalomyelitis, 
EAE) (Hirota et al. 2011). This also extends to humans: CCR6+CXCR3+ T cells 
are capable of producing IL-17A, IFNγ, or both cytokines simultaneously, and these 
Th1-like Th17 cells have been found in patients with autoimmune diseases, such as 
RA and MS (Cosmi et al. 2011, Kebir et al. 2009). Recently, IFNγ production in Th17 
cells was shown to require IL-12 mediated co-operative Tbet and Runx1 activity on 
the Ifng promoter (Wang et al. 2014). Cells with Th17 and Th2 cell properties have 
been characterized in asthma patients and mouse models of asthma (Cosmi et al. 2010, 
Wang et al. 2010). Additionally, Th17 conversion into Tfh-like cells in the lymphoid 
tissues of the murine small intestine upon pathogen challenge has been reported (Hirota 
et al. 2013). Tregs have also been demonstrated to display plasticity. Fate-mapping 
experiments of Foxp3-expressing cells demonstrated that a substantial part of Treg cells 
that once expressed Foxp3 become Foxp3 negative under normal conditions, expressing 
IFNγ or IL-17A. However, the conversion increased in the pancreas of NOD mouse with 
concomitant decrease in CD25 expression and increase in IFNγ, indicating enhanced 
Treg instability in the inflammatory environment. (Zhou et al. 2009). In EAE mice, 
antigen-specific autoreactive Treg cells downregulated Foxp3 expression and secreted 
IFNγ, and adoptive transfer of these exFoxp3 Th1 cells was able to induce EAE upon 
immunization to the levels equivalent with conventional T cells (Bailey-Bucktrout et al. 
2013). Similarly, in mice with collagen-induced arthritis CD25loFoxp3+ Treg cells are 
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prone to differentiate into exFoxp3 Th17 cells, expressing Ccr6 and IL-17. These cells 
were highly pathogenic, as they accelerated arthritis more efficiently than effector or 
memory T cells upon adoptive transfer. (Komatsu et al. 2014). In the EAE model, Foxp3 
stability was maintained by IL-2 receptor signal, whereas in the arthritis model Treg 
to Th17 conversion was induced with IL-6 produced by the synovial fibroblasts. IL-17 
secreting Tregs, expressing both FOXP3 and RORγt, have also been identified in human 
peripheral blood and lymphoid tissues (Voo et al. 2009). Therefore, the local cytokine 
milieu is important not only for initial differentiation signals but also for maintaining 
established T effector cell populations, and perturbations upon inflammatory conditions 
might contribute to the plasticity and conversion into alternative lineages or mixed 
identities. Plasticity could also be an intrinsic preprogrammed property of some cells from 
the beginning. Sharma et al. (2013) studied transformation of a subset of Foxp3+ Treg 
cells into T helper cells responsible for activating resting DCs in a vaccination or tumor 
environment, and noticed that the transformation was accompanied with downregulation 
of the corepressor Eos. Two populations of “Eos-stable” and “Eos-labile” Tregs could 
already be identified by specific cell surface markers, both in the thymus and periphery, 
before inflammatory conditions were induced. Eos-labile Tregs turned to helper Treg 
cells upon activation by inflammatory DCs secreting IL-6, and IL-6 expression in the 
thymus during Treg differentiation was shown to be required for the development of the 
Eos-labile Treg population. Despite of their ability to provide DC help, Eos-labile cells 
also maintained effector cell suppressor activity. Reprogrammed Tregs provided help 
very rapidly when a new antigen was presented, and this was suggested to be crucial at 
the time when conventional T helper cell response had not yet been activated (Sharma et 
al. 2013). Thus, allowing more plasticity in the T helper cell responses, instead of rigid 
and fixed states, might increase protection of the host upon pathogen challenge.  For 
example, it was recently demonstrated that differentiated human Th1, Th2, and Th17 
subsets respond very differently to IFNα stimulus, inducing a different set of ISGs upon 
exposure, and subsequently Th1 subset was protected from, Th2 subset compromised, 
and Th17 subset susceptible for HIV infection (Touzot et al. 2014). Due to this plasticity, 
it has been suggested that instead of defining rigid boundaries between the terminally 
“fixed” T helper cell phenotypes, these cells should be considered as a continuum of 
different plastic fates, highly modulated by the surrounding stimuli (Okoye and Wilson 
2011). Although the boundaries are getting blurrier, increasing information will allow a 
more thorough understanding of immune-mediated diseases and development of novel 
therapeutic opportunities (Hirahara et al. 2013)

2.1.3.2 T helper cell type 2 development
Early on, Th2 cells and their cytokines were associated to B cell Ig, especially IgE, 
isotype switching, parasite infections, such as Leishmania major and Toxora canis, as 
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well as atopy, and all of these early statements hold true today (Del Prete et al. 1991, 
Liew et al. 1990, Liew et al. 1990, Liew 2002, Mosmann et al. 1986, Wierenga et al. 
1990). It was quickly established, that IL-4 is needed for the development of the Th2 
subset (Kopf et al. 1993, Le Gros et al. 1990, Swain et al. 1990). The source for IL-4 has 
puzzled investigators since the beginning, and DCs, basophils, Tfh cells, γδT cells and 
NKT cells have been suggested to secrete IL-4 for Th2 polarization. In addition, naïve 
T cells produce IL-4 upon activation (Noben-Trauth et al. 2000). It was demonstrated 
recently that initiation of peanut-induced intestinal allergic response relied solely 
on paracrine IL-4 produced by other intestinal CD4+ T helper cells, and was further 
reinforced through autocrine loop induced by OX40L expressed by the DCs. In contrast, 
innate-like lymphocytes, such as NK cells, γδ T cells and ILCs, were totally dispensable 
for the initiation of Th2 immunity. (Chu et al. 2014).

Naïve T cells express IL-4R, and binding of IL-4 to its receptor leads to activation of 
Jak1 and Jak3 kinases, and phosphorylation of the signal transducer and activator of 
transcription protein 6 (STAT6). Stat6 has been shown to be essential for the IL-4-driven 
Th2 cell phenotype in mouse (Kaplan et al. 1996, Shimoda et al. 1996, Takeda et al. 1996, 
Zhu et al. 2001). The phosphorylated Stat6 forms a homodimer and translocates into the 
nucleus, where it binds to DNA sequences with STAT consensus motif 5´-TTC(N)2-
4GAA-3´, thereby regulating the transcription of its target genes. Stat6 interacts with 
transcriptional machinery, such as the CBP and p300 proteins, and p100 adaptor protein 
was shown to mediate this interaction and enhance transcriptional activity of Stat6. 
(Hebenstreit et al. 2006). Stat6 induces the expression of the Th2 master transcriptional 
regulator Gata3, that then positively regulates the transcription of the key cytokines IL-4, 
IL-5 and IL-13, all situated in the same Th2 cytokine locus on chromosome 5 in humans 
and chromosome 11 in mice. (Zhang et al. 1997, Zheng and Flavell 1997). Gata3 was 
shown to be essential for Th2 induction, as deletion of Gata3 led to impairment in IL-4 
production and a total block in IL-13 and IL-5 production. Instead, Gata3 deficient cells 
acquired a Th1 phenotype in the absence of Th1 polarizing cytokines, indicating that 
Gata3 is essential in downregulation of the alternative Th1 program in Th2 cells. (Zhu 
et al. 2004). Later discoveries revealed that the suppressive function of Gata3 against 
Runx3 led to the downregulation of Th1 genes Stat4, Il12rb2, and Ifng in Th2 polarized 
cells (Yagi et al. 2010).

Genome wide identification of Stat6 target genes using knockout mice revealed that 
Stat6 mediates upregulation of 16 genes and downregulation of 20 genes in Th2 cells. 
However, these represented only 14% of the 117 genes identified to be regulated by IL-4 
(Chen et al. 2003). Discovery of IL-4 mediated genes in human naïve T cells revealed 
the response to be rapid, as 65 genes were regulated by IL-4 already at 2h, and 153 genes 
by 48h. The response was also temporal, as only 5% of genes were discovered to be 
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differentially regulated throughout the timepoints (2, 6, and 48h) investigated. Silencing 
STAT6 by shRNA revealed that GATA3, ZNF443, DACT1, and three ESTs are regulated 
in STAT6-dependent manner in human Th2 cells. (Lund et al. 2007). Wei et al. (2010) 
investigated Stat6 binding in murine Th2 cells and discovered 4136 Stat6 bound genes, 
out of which 1200 (29%) were associated with Stat6-induced expression changes. On 
the genome-wide level Stat6 binding to intergenic sites dominated (59% binding sites), 
indicating binding to distal enhancers or unknown promoters. Stat6 was additionally 
shown to regulate the epigenetic landscape of histone modification distribution, when 
compared to Stat6 deficient mice. In particular, it was shown to antagonize the repressive 
H3K27me3 histone mark on its target genes, including the major Th2 lineage genes Il4, 
Gata3, Il24 and Il4ra, whereas Stat6 binding did not promote the presence of active 
H3K4me3 mark. (Wei et al. 2010). Further support of the involvement of epigenetic 
mechanisms in Th2 differentiation came from a study reporting a silencing pathway 
involving Suv39h1 histone methylase to be activated in polarizing Th2 cells, mediating 
suppressive trimethylation of histone H3 on lysine 9 (H3K9me3) on the promoter of Ifng, 
thus leading to binding of heterochromatin-associated HP1α and transcriptional silencing. 
Suv39h1 knockout Th2 cells showed an increase in active histone mark H3K9ac on Ifng 
and Tbx21 promoters, and were highly susceptible for Th1 reprogramming in vitro and 
in vivo (Allan et al. 2012). Hawkins et al. (2013) determined genome-wide histone maps 
of human Th1 and Th2 polarized cells to find lineage specific enhancers (H3K4me1+ 
and HK3K4me3-), identifying 2753 Th2-specific enhancers at 72h, out of which 847 
were active (H3K27ac+). Th2-specific enhancers were enriched for binding sites of 
STAT6, PPARG, GATA3, NFIL3, GFI1 and BACH. STAT6 binding on enhancers of six 
genes, including RUNX1 and IL10RA, were confirmed by STAT6 ChIP-qPCR, revealing 
appearance of enhancer marks and STAT6 binding already at the 4h timepoint. Enhancers 
were also overlayed with known immune-mediated disease SNPs. For example, in a Th2 
specific enhancer predicted to regulate IL4R gene, an asthma linked SNP rs1805012 
overlapped with NF-κB binding motif, presumably altering DNA binding capability of 
NF-κB. (Hawkins et al. 2013).

Kanhere et al. (2012) performed T-bet ChIP-seq in human Th1 cells, as well as GATA3 
Chip-seq in human Th1 and Th2 polarized cells. In Th2 cells GATA3 bound to genes 
with Th2-specific expression and the GATA motif in their locus. Of the Th2-specific 
GATA3-bound genes only 5.6% were bound by T-bet in Th1 cells. In Th1 cells GATA3 
binding was redistributed to overlap with the genes with T-box sequence motif and 
Th1-specific expression profile. Half of the Th1-specific GATA3 binding sites were 
also bound by T-bet, perhaps indicating that lineage specificity and/or plasticity in Th1 
cells can be established by T-bet sequestering GATA3 away from the Th2-specific sites. 
Overall, only 12% of GATA3 or T-bet binding sites overlapped with known promoters, 
and thus 88% were distal regulatory sites. Five or more GATA3 binding sites were found 
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in 295 genes in Th2 cells, overrepresented in functions of transcriptional regulation and 
immune system process. Experiments in murine Gata3 deficient cells revealed that loss 
of Gata3 had no effect on the expression levels of genes bound by Gata3 only in proximal 
sites, but in contrast the genes bound by Gata3 also in distal sites were five times more 
likely to depend on Gata3 for their expression. Indeed, extensive Th2-preferred GATA3 
binding was discovered in genes such as IL2, IL9, IL7, and STAT5B. Th2 marker genes 
such as IL4 and IL13 were bound by both T-bet and GATA3 in both subsets (Kanhere et 
al. 2012).  

Beyond the canonical IL-4 induced STAT6 signalling pathway leading to STAT6 and 
GATA3 -mediated transcriptional regulation, other IL-4 and STAT6 dependent and 
independent mechanism have demonstrated to induce Th2 differentiation. Constitutively 
active Stat5a was enough to induce Th2 polarization in naïve T cells (Zhu et al. 2003), 
and IL-2 –induced activation of Stat5a was shown to contribute to the Th2 phenotype 
(Cote-Sierra et al. 2004). Genome-wide ChIP-seq analysis of Stat5a and Stat5b binding 
sites in Th2 cells demonstrated increasing binding with further rounds of Th2 polarization 
in Th2 cytokine locus, Il4ra, Maf, and Gata3 genes. The authors also demonstrated 
that IL-7 could induce Stat5 activation in both resting and activated cells, whereas IL-
15 could activate Stat5 in activated cells only, as resting cells do not express IL-15R. 
Therefore, Stat5 activity in Th2 cells might be driven by multiple cytokines, depending 
on their activation status. (Liao et al. 2008). In addition to Stat5, Stat3 was found to be 
activated during Th2 differentiation, and cooperate with Stat6 in binding to Th2 cytokine 
genes (Stritesky et al. 2011). Similarly to Th17 cells, Stat3 bound Maf, Batf, Irf4, Il21, 
and Gata3 in Th2 cells, but binding to Il17a and Il17f was greatly reduced. Stat6 bound 
to Maf, Batf, Irf4 and Gata3 loci in a Stat3-dependent manner, as Stat6 binding to these 
sites was abolished in the absence of Stat3. Therefore in the presence of both Stat3 and 
Stat6 signals, the pro-Th17 capacity of Stat3 is diminished, and pro-Th2 capacity of 
Stat6 is amplified. (Stritesky et al. 2011). Additionally, a low strength of TCR activation 
is known to favor Th2 responses. For example, components of Schistoma mansoni egg 
antigens, such as omega 1, inhibit DC activation leading to reduced signaling to T helper 
cells and Th2 differentiation. Also, basophils as antigen presenting cells with lower HLA 
class II expression are thought to favor Th2 differentiation. Additionally, signals from 
Notch, Wnt and mTorc2 pathways contribute to the Th2 polarization process. (Paul and 
Zhu 2010). 

As the IL-4 producing Th2 subset was originally described as the initiator of B cell 
class switching and plasma cell differentiation, identification of the IL-4 producing Tfh 
subtype as the major CD4+ T cell subset engaging with B cells in the germinal centres 
has challenged the traditional view. IL-13 can also be produced by Th1 and Th17 cells 
(Gallo et al. 2012). Therefore it has been suggested, that the IL-5 producing cell might 
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be the most differentiated state of the Th2 cell. (Hirahara et al. 2013). However, the Th2 
phenotype plasticity might offer some explanation for the discrepancies:  Th2 cells can 
acquire Tfh-like phenotype both in vivo and in vitro, and Mari et al. demonstrated that B 
cell help provided by Tfh-like Th2 cells, expressing Tfh markers Bcl6, c-Maf and IL-21, 
was restricted to Th2 polarized cells with phosphorylated Stat3, which is activated by 
IL-6 and IL-10, that are induced during Th2 polarization (Mari et al. 2013). Additionally, 
in the literature, Th2 cells have been linked with the Th1 (Hegazy et al. 2010), Th17 
(Cosmi et al. 2010, Wang et al. 2010) and Th9 (Veldhoen et al. 2008) phenotypes. 
Clearly, the latest reports suggest that the Th2 phenotype is more plastic than previously 
appreciated, and that the Th2 cell differentiation pathway is intricately linked with the 
other T helper cell lineages, and able to shift according to the pathogen and surrounding 
stimuli. 

2.2 Immune-mediated diseases

The world-wide incidence of immune-mediated diseases, involving several layers 
of adaptive and immune system, is rising, increasing costs for the society surpassing 
the costs of cancer treatment. Autoimmunity is characterized as a loss of tolerance 
of the adaptive immune system towards self-antigens or towards commensal bacteria. 
This could be due to defective negative selection of autoreactive cells in the thymus, or 
impaired function of the regulatory cells in the periphery. Molecular mimicry between 
pathogens and autologous antigens could initiate cross reaction towards self-structures. 
Inflammation is thought to contribute to the activation of autoreactive T cells, as in such 
an environment many of the normal checkpoint mechanisms against self-recognition 
become relaxed. Therefore, failure in the clearance of microbes or damaged cells, due 
to suboptimal activity of the complement or of phagocytic cells, could bring about an 
environment where proinflammatory cytokines from the innate immune system allow 
APC activation and efficient T cell activation even when presenting a self-antigen. Also 
a sustained concentration of an antigen maintains tolerance, and therefore a sudden 
increase in the self-antigen might alarm especially the receptors of naïve lymphocytes. 
(Murphy et al. 2012). The American Autoimmune Related Diseases Association 
(AARDA) catalogues more than 150 autoimmune diseases, stating that over 50 million 
Americans have at least one autoimmune disease (www.aarda.org). In the context of the 
work undertaken and presented in this Ph.D. thesis, current knowledge on one of the 
most common autoimmune diseases, type 1 diabetes (T1D), will be discussed in the next 
chapter.

Atopy is defined as a predisposition toward developing IgE sensitization towards non-
infectious, harmless agents collectively called as allergens, and includes a variety of 
disease phenotypes such as rhinitis, eczema and asthma. Allergens include a great 
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variety of environmental substances, such as pollen, nuts, medicines, and metals. 
Allergic reactions typically involve DCs presenting the allergen, leading to Th2 cell 
polarization and activation. IL-4 and other cytokines lead to B cell activation and IgE 
production, and eventually mast cell granulation and release of histamine, leukotrienes 
and prostaglandins. These mechanisms cause mucus production, swelling, itching, 
and diarrhea, which are all mechanisms thought to contribute to expelling parasites. 
Th2-associated cytokines are also involved in tissue repair after parasite destruction, 
minimizing the number of infiltrating parasites (Allen and Wynn 2011). Therefore, allergy 
is viewed as a misdirected response of the immune machinery normally responsible 
for protection against multicellular parasites, such as helminthes and ticks. Opposed 
to this traditional dogma, Palm and colleagues have recently suggested that allergic 
immunity is actually intentional and beneficial, as it has evolved to neutralize not only 
parasitic worms but also small, tissue-damaging chemical compounds, such as toxins 
and insect venom (Palm et al. 2012). According to their theory, there is no evolutional 
explanation for the rapidity of the response (within minutes after exposure) or diversity 
and prevalence of allergens with no unifying chemical structure or properties, if the Th2 
responses were merely targeted against slowly replicating parasites and their structural 
components. This alternative theory for the Th2 evolution remains to be discussed, as 
opponents have pointed out the lack of definitive evidence of IgE-dependent protection 
against toxins, as well as the missing proof of poor protection against tissue-damaging 
toxins in non-allergic individuals (Artis et al. 2012). 

Asthma is characterized as a chronic inflammation of the airways in the lung. Symptoms 
include wheezing, coughing, excess mucus production, and shortness of breath. Asthma 
is a highly heterogeneous disease and is often categorized in subtypes based on the age of 
onset (childhood asthma, late-onset asthma), trigger for the symptoms (atopic, allergic, 
infection, or exercise), the stage of inflammation (acute, chronic), or other parameters 
(high total IgE, eosinophilia in the airways). Similarly to allergy, Th2 cytokines are 
thought to initiate the cascade in the lungs. Lately it has been implied that this is not 
always the case. For example, a study by Woodruff et al. (2009) divided asthma patients 
into “Th2-high” and “Th2-low” categories based on the high vs. normal ratio of Th2:Th1 
cytokines in bronchial biopsies. Patients with “Th2-high” asthma had increased airway 
hyperresponsiveness, higher serum IgE levels, increased peripheral blood and airway 
eosinophil counts, and airway remodelling, compared to the patients with “Th2-low” 
asthma. Both “Th2-high” and “Th2-low” group had increased allergen skin prick test 
reactivity, when compared to healthy controls. Interestingly, corticosteroid treatment was 
effective only in the “Th2-high” group. There is also evidence of involvement of other 
cell types in subtypes of asthma. It has been observed, that the patients not responding 
to steroids might instead have an activated IL-17 response in the lungs. In particular the 
role of IL-17F has been implied, as high concentrations of this cytokine are detected in 
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BAL of asthmatic patients upon allergen challenge, and in the serum of asthma patients. 
As bronchial epithelial cells, Th17 cells, basophils, mast cells, CD8+ T cells, NK cells, 
γδ T cells, and LTi cells are all capable of producing the cytokine IL-17F, the cellular 
source is still unclear. IL-17F has been implicated in various processes characteristic of 
severe asthma, such as recruitment of neutrophils and macrophages into the lung, goblet 
cell hyperplasia, mucus production, and airway hyperreactivity. Also, IL-9 is involved 
in the development of allergic inflammation in the lungs, suggesting involvement of the 
Th9 cell subset. (Lloyd and Hessel 2010).

Atopy and asthma are multifactorial diseases influenced by both genetic and environmental 
factors. Depending on the end point studied (eczema, allergic sensitization, types of 
asthma), different genes have been shown to be associated with these diseases. For 
example, SNPs in or near TLR6, C11orf30, STAT6, SLC25A46, HLA-DQB1, IL1RL1, 
LPP, MYC, IL2 and HLA-B were associated with allergic sensitization in a recent meta-
analysis (Bønnelykke et al. 2013). These still explain only 25% of the heritability, 
which tells us that the majority of the genetic contribution is still unidentified. Novel 
approaches, such as a recent study identifying asthma genes that interact in utero and 
with childhood tobacco smoke exposure (Scholtens et al. 2014), are needed to identify 
novel candidates contributing to the heritability. Additionally, epigenetic changes are 
more easily modified by the environmental factors, and might offer an explanation for 
“failure” of the genetic studies. A recent preliminary study explored expression and 
methylation profiles of CD4+ T cells from eight patients with seasonal allergic rhinitis 
to those of eight healthy controls (Nestor et al. 2014). Data revealed that where mRNA 
expression profiling of CD4+ T cells was a poor classifier, the overall methylation profiles 
were able to separate the patients from the healthy controls, both during and outside of 
the pollen season. A variety of environmental factors, such as diet, levels of vitamin 
D, an altered balance of the gut microbiome, and viral infections have been associated 
with allergies and asthma, and will be discussed in more detail later (chapter 2.2.2.). 
Additionally, yet to be identified cellular processes may contribute to the pathogenesis. 
Recently a negative association between telomere length of peripheral leukocytes and 
asthma was reported, suggesting involvement of mechanisms promoting cell senescence 
(Albrecht et al. 2014).

2.2.1 Type 1 diabetes
Type 1 diabetes is caused by the immunological destruction of the insulin-producing 
beta cells in the pancreas, resulting in an inability to maintain glucose homeostasis. The 
onset usually occurs before 15 years of age, and thus T1D is one of the most prevalent 
chronic childhood diseases in the westernized world. Clinical symptoms include thirst, 
urination and weight loss, which left unnoticed can lead to acute diabetic ketoacidosis. 
Treatment of T1D requires daily injections of exogenous insulin to balance the glucose 
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homeostasis, and well balanced glycemic control reduces the risk for secondary 
complications, such as retinopathy and nephropathy (Aiello and DCCT/EDIC Research 
Group 2014, Martin et al. 2014). The incidence of T1D varies between geographical 
location and countries, and is a record-high in Finland (peak incidence 64.9:100 000 
in 2006, Harjutsalo et al. 2013). Its incidence continues to grow with an annual rise 
of around 4%, with the greatest increase observed in the children under 5 years of age 
(Patterson et al. 2009). However, a plateau has recently been observed in the countries 
with highest incidence, Sweden (2005-2007, Berhan et al. 2011) and Finland (2005-2011 
Harjutsalo et al. 2013). 

T1D is a classical multifactorial disease, influenced by both genetic susceptibility and 
triggering environmental factors. The concordance rate in monozygotic twins is under 
40%, but is also dependent on the age of onset, with an estimated 50% T1D risk for 
the twins of index cases diagnosed at the age of 9 or younger (Redondo et al. 2001). 
The HLA class II genes confer around 50% of the genetic risk, and thus the high risk 
haplotypes encoding DR3-DQ2 (DRB1*03-DQA1*0501-DQB1*0201) and DR4-DQ8 
(DRB1*0401-DQA1*0301-DQB1*0302) are screened to identify individuals at high or 
increased risk for developing T1D. However, the molecular mechanism linking the high 
risk haplotypes with the immunopathogenesis is unclear. As HLA class II molecules 
are involved in antigen presentation to CD4+ T cells, the haplotypes associated with 
increased risk are thought to more efficiently bind and present T1D triggering peptides, 
or alternatively shift the balance of Treg vs. effector cell induction. (Howell 2014). In 
addition to HLA, the candidate gene approach has led to the discovery of polymorphisms 
in INS, CTLA4, PTPN22, IL2RA and IFIH1 genes. The INS polymorphism regulates 
insulin expression in the thymic epithelial cells, probably contributing to the effectiveness 
of negative selection, whereas CTLA4 and CD25 are essential in Treg function, 
contributing to peripheral tolerance. The PTPN22 phosphatase variant downregulates 
both BCR and TCR signaling, as well as neutrophil activation (Arechiga et al. 2009, 
Bayley et al. 2014, Vang et al. 2005). IFIH1 codes for the viral pattern recognition 
receptor MDA5 that is an essential viral pattern recognition receptor. After the launch 
of GWA studies, the number of associated loci has risen to 59, many of the associated 
genes being novel and without known function. It is now appreciated that many of the 
novel candidates are related to the biology of the β cells, such as GLIS3 modulating β 
susceptibility to apoptosis (Nogueira et al. 2013). As many of the GWA studies have been 
performed on SNP arrays designed to capture the variation in populations of European 
ancestry, newly designed approaches in other populations as well as the next generation 
sequencing platforms are speeding up the identification of causative gene variants in 
T1D and the role of the coding and noncoding RNAs in the disease process. (Bakay 
et al. 2013). The contribution environmental factors has also been vigorously studied. 
Diet, such as early exposure to foreign complex proteins (Knip et al. 2010) and vitamin 
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D deficiency, has been associated with development of T1D, and viral infections are 
believed to trigger autoimmunity (Laitinen et al. 2013, Lönnrot et al. 2000, Oikarinen et 
al. 2011). Introduction to solid foods early (<4 months) or late (≥6 months) in infancy 
increases risk for T1D later in life (Frederiksen et al. 2013). The prevalence of T1D is 
also associated with a westernized lifestyle and the level of hygiene (Patterson et al. 
2009). These aspects will be discussed in more detail in the following chapter (2.2.2.).

According to the prevailing dogma, only 20% of the beta cells remain at the time of 
diagnosis. However, a meta-analysis of histopathological data from 105 T1D patients 
demonstrated that beta cell reduction correlated with age, the youngest having the greatest 
degree of beta cell loss: 85% reduction in beta cell mass in infants led to hyperglycemia, 
whereas only 40% was sufficient for the appearance of clinical symptoms at 20 years of 
age. This indicated that the threshold for symptoms is dependent on a dynamic balance of 
insulin production capacity (beta cell mass) and insulin demand (body weight). (Klinke 
2008). In addition to the beta cell loss, another histopathological hallmark of T1D is 
insulitis, i.e. infiltration of inflammatory cells in the islets. Compared to the aggressive 
and random insulitis observed in the diabetic model NOD mouse, the T1D-associated 
insulitis in human pancreases was attenuated: insulitis affected less than 10% of the islets 
in organ donors with multiple T1D-associated autoantibodies (In’t Veld et al. 2007). In 
children recently diagnosed with T1D, the early stage of insulitis was dominated by 
CD8+ T cell infiltration, followed by the CD68+ macrophages (Willcox et al. 2009). 
CD20+ B cells were present in the islets where the beta cell loss was more advanced. 
CD4+ T cell represented the least abundant population, and FOXP3+ Tregs or NK cells 
were detected only rarely. In the insulin-deficient islets with complete beta cell loss, the 
number of all immune cells decreases greatly, suggesting that recruitment stimulus for 
insulitis is originating from the β cells. (Willcox et al. 2009). T1D has been associated 
with islet HLA class I hyperexpression (Foulis et al. 1987). Pancreatic stainings of HLA 
class I, CD8+ cell insulitis, and β cell specific CD8+ cells (tetramer stainings) showed, 
that all of these signs were absent in autoantibody positive subjects, and only found 
in islets of diagnosed T1D patients (Coppieters et al. 2012). These markers peaked in 
patients with disease duration under 1 year, and then gradually declined. HLA class I 
expression, β cell loss, and insulitis showed lobular, variable pattern, and HLA class 
I positivity did not require presence of insulin or inflammation on the individual islet 
level. (Coppieters et al. 2012).

β cells are among the most highly specialized cells in the human body, and therefore 
many proteins are expressed preferentially or exclusively in this cell type. Major T1D-
specific autoantigens confirmed so far include insulin (also the prefolded preproinsulin), 
insulinoma-associated antigens 2 (IA-2 and IA-2β), glutamic acid decarboxylase 65 
(GAD65), and Zinc transporter 8 (ZnT8). Autoantibodies against these proteins can be 
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measured years before clinical diagnosis, and seroconversion for two or more confers a 
greatly increased risk for T1D (70% in the next ten years) (Ziegler et al. 2013). Additional 
autoantigens include for example islet amyloid polypeptide (IAPP), chromogranin A 
(ChrA), and PDX1, and more are likely to be discovered. It is thought that upon initiation 
of the β cell death, further antigens are exposed, leading to an increasing number of 
targeted autoantigens, e.g. epitope spreading. Interestingly, most T1D autoantigens 
identified so far are proteins that are at some level associated to the insulin secretory 
pathway and granules, and are under translational control of glucose due to the response 
element in the 5`-UTR of their mRNA. Additionally, similarly to GAD65 that produces 
neurotransmitter GABA, novel β cell autoantigens expressed more widely in the 
neuroexocrine tissues have been identified, including ICA69 involved in neuroendocrine 
secretion, and peripherin found throughout the endocrine tissues, suggesting that the 
pancreatic nervous system tissue might also be targeted along the β cells. (Arvan et al. 
2012). The loss of tolerance towards β cell autoantigens is still a mystery, but several 
mechanisms have been suggested. GAD65 and Znt8A are expressed at a low level in 
thymic mTECs, which could compromise negative selection (unpublished observations 
referred to by Klein et al. 2014). As already mentioned for the insulin gene, a VNTR 
polymorphism on the insulin promoter affects its expression levels specifically in thymus 
but not in β cells. Additionally, post-translational modifications missing in mTECs but 
present in β cells, creating neoantigens, might lead to loss of tolerance. Alternatively, 
misfolded proteins produced due to β cell ER stress could contribute to the production of 
neoantigens. (Klein et al. 2014). Diabetogenic T cells recognizing modified deaminated 
chromogranin A peptides are found in the NOD mouse (Delong et al. 2012). Additionally, 
deamination of number of β cell antigen peptides were shown to improve their binding 
potency to high-risk associated HLA-DQ8 molecules. T cells from T1D patients reacted 
more towards deaminated proinsulin peptide (68% vs. 37% in healthy controls) than 
native peptide (41% vs. 21%), and predominantly with IFNγ whereas controls responded 
with IL-10. (van Lummel et al. 2014). All of these mechanisms could lead to a vicious 
cycle where immune cells initiate the β cell loss, leading to a compensatory mechanism 
for the remaining β cells producing more insulin, leading to ER stress, neoantigen 
production, epitope spreading, and eventually cell death (Arvan et al. 2012). 

Although not the major cell type in insulitis, the strong genetic association of HLA class 
II haplotypes implies that CD4+ T cells have a central role in the T1D pathogenesis. 
The literature on the role of Th1, Th17 and Treg subtypes in human T1D pathogenesis is 
controversial. In support of the Th1-driven model of T1D, circulating beta cell antigen 
-specific CD4+ T cells producing IFNγ can be identified in T1D patients. For example, a 
recent study reported, that both T1D patients and healthy adults have ZnT8-specific CD4+ 
cells, but in T1D patients these T cells secrete predominantly Th1 cytokine IFNγ, while 
Th2 and IL-10-producing cells were prevalent in healthy adults (Chujo et al. 2013). CD4+ 
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cells from patients with established T1D were observed to express more Th1 cytokines 
IFNγ and TNFα, and demonstrated an increased Th1/Treg ratio (Du et al. 2013). In 
contrast to the Th1 hypothesis, 50% of recently T1D-diagnosed children had an increase 
in IL-17 expressing memory CD4+ cells in the peripheral blood (Honkanen et al. 2010). 
However, a recent study reported comparable levels of blood Th17 cells in patients and 
controls (Du et al. 2013). Site-specific alterations may provide an explanation for these 
discordant findings, as a pancreatic draining lymph node -specific increase of the Th17 
population, not visible in peripheral blood, was reported in patients with established 
T1D (Ferraro et al. 2011). Contrasting results might also be explained by the degree of 
plasticity in the Th17 lineage: islet-antigen specific Th17 caused T1D in the NOD/SCID 
recipient mice almost as effectively as adoptively transferred Th1 cells. However, this 
was due to the Th17 cell conversion into Th1-like Th17 cells, that upregulated T-bet 
and secreted IFNγ, particularly in the pancreatic draining lymph nodes. (Bending et al. 
2009). The signatures of both Th1 (TBX21, IFNG) and Th17 (RORC, IL17A) cells were 
found in the purified islets of a recently diagnosed T1D patient, and IL17 was found 
to exacerbate the apoptotic effect of TNFα, IL-1β and IFNγ in cultured human β cells 
(Arif et al. 2011). Regarding the regulatory T cells and their central role in maintaining 
peripheral tolerance, studies from peripheral blood have shown no T1D-associated 
anomalies in Treg frequencies (Du et al. 2013). On the contrary, pancreatic draining 
lymph node -specific downregulation of FOXP3 and CD25 in Tregs was observed in 
T1D patients, manifested by an impaired or lost suppressive activity (Ferraro et al. 
2011). Enhanced Treg plasticity might also play a role, as FOXP3+ Treg cells producing 
IFNγ were elevated in human T1D patients (McClymont et al. 2011). FOXP3+ Treg cells 
from T1D patients were shown to be antigen experienced and activated, i.e. have the 
CD45RO+ memory cell phenotype, and express more Th1 cytokines, IFNγ and TNFα 
(Du et al. 2013). Using fate-mapping, similar Treg conversion into IFNγ producing cells 
has been seen in the pancreas of NOD mice (Zhou et al. 2009). In conclusion, although 
T1D is considered to be mainly a Th1-mediated autoimmune disease, Th17 and Treg 
subsets and their plasticity may play an ancillary pathogenic role. The previous data 
should therefore be re-evaluated in the light of the novel discoveries (i.e. the possibilities 
of “double identity”), especially as target organ -specific changes have not been fully 
explored in human T1D. Additionally, depending on the patient population (children vs. 
adults), differences in age at onset and/or duration of clinical T1D might yield different 
results concerning the ratios between different T cell subtypes or circulating and tissue-
residing lymphocytes. In comparison to the T helper cells and Tregs, the relevance of the 
other CD4+ subtypes is underexplored. Both an increase and reduction of the percentage 
of γδ T cells has been reported in peripheral blood measurements in prediabetes and 
clinical T1D have been reported (Kretowski et al. 1999, Lang et al. 1991), and evidence 
in the NOD mouse supports both protective and pathogenic roles (Han et al. 2010, 
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Markle et al. 2013, Zhang et al. 2010b). One recent study reported increased Tfh cell 
levels in the peripheral blood of T1D patients (Xu et al. 2013). 

In addition to CD4+ T cells, the cytotoxic CD8+ T cell population might play a substantial 
role in the pathogenesis of T1D. As described above, these cells present the most 
prevalent cell type in the human insulitis, and hyperexpression of HLA class I in the 
T1D pancreas is thought to enhance their autoreactivity. The frequency of CD8+ cells 
has been shown to be increased in the pancreatic draining lymph nodes of T1D patients 
(Ferraro et al. 2011). In fact, a recent study comparing T1D patients to patients with 
type 2 diabetes (T2D) reported that although CD4+ T cell reactivity to islet antigens was 
shared between T1D and T2D, CD8+ T cell reactivity was unique to T1D (Sarikonda et 
al. 2014). Preproinsulin-specific CD8+ cells were observed to be increased in peripheral 
blood of T1D patients, and capable of killing beta cells in vitro (Skowera et al. 2008), 
mainly recognizing peptides with low binding affinity for HLA (Abreu et al. 2012). The 
killing mechanism was shown to require release of cytotoxic granule components, but at 
a suboptimal level when compared to virus-specific T cells (Knight et al. 2013). CD8+ 
cells prone for IL-17 production were reported in T1D patients (Marwaha et al. 2010). 
Coppieters et al. demonstrated the presence of autoreactive CD8+ T cells in the islets 
of cadaveric T1D donors by tetramer staining. Their results indicated that autoreactive 
CD8+ cells were not detected in the pancreas during the autoantibody-positive period 
before T1D diagnosis, whereas CD8+ T cells peaked in patients with disease duration 
under one year, and then gradually declined (Coppieters et al. 2012). Single CD8+ 
islet-autoreactive specificity could be detected in a single islet when studying recent 
onset patients, whereas multiple CD8+ T cell reactivities were present in patients with 
a long-standing disease, indicating epitope spreading. However, CD8+ T cells need DC 
activation and CD4+ T help to be “licensed” for β cell killing, and therefore the CD8+ 
response is dependent on other cell types, especially effector Th cells and Tregs (Wong 
et al. 2008).

B cell depletion with a CD20 antibody was shown to exert a therapeutic effect in both 
NOD mice (Hu et al. 2007) and humans (Herold et al. 2011, Pescovitz et al. 2009), but 
only transiently as tolerance is not induced. Generally it is thought that the autoantibody 
production by B cells is nonpathological, as T1D was reported in a patient with hereditary 
B lymphocyte deficiency (Martin et al. 2001). In addition, T1D cannot be transferred 
through plasma, or from a T1D mother to the child during pregnancy. Instead, B cells 
are thought to act as potent antigen presenting cells. T1D progression is delayed in NOD 
mice without B cells but enhanced in NOD mice able to produce only transmembrane Ig-
receptors (Wong et al. 2004). Such antigen presenting B cells promote CD8+ responses 
in the late stage of the disease progression by inhibiting CD8+ cell apoptosis in the 
islets and promoting cytolytic differentiation in the pancreatic draining lymph node. 
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(Brodie et al. 2008). Similarly, in an autoimmune prone mouse model, B cells were 
discovered to cross-present autologous β cell antigen to CD8+ cells in the pancreatic 
lymph node, driving CD8+ differentiation to effector cells (Marino et al. 2012). Some 
have challenged the idea of B cells acting merely as APCs, as in the mouse models the 
presence of autoantibodies and their binding to FcγR (expressed by an unidentified cell 
type) led to expansion of autoreactive CD4+ cells and their enhanced survival, suggestive 
of autoantigen-autoantibody complex uptake by DCs leading to increased autoantigen 
presenting capacity (Silva et al. 2011). Allen et al. showed a significant increase in 
pDC counts at the time of T1D diagnosis, and demonstrated that pDCs, but not mDCs 
or monocytes, showed enhanced antigen presentation in the presence of autoantibody 
positive patient serum, similarly suggesting immunocomplex capture (Allen et al. 2009). 
Additionally, Diana et al. suggested that defective clearance of debris from dying β cells 
in the NOD mouse leads to formation of self-antigen-autoantibody complexes, triggering 
neutrophils and induction of type I interferon production from the DCs (Diana et al. 
2013). However, decreased numbers of both mDCs and pDCs have also been reported 
both in both newly diagnosed and established disease (Hinkmann et al. 2008, Nieminen 
et al. 2012, Vuckovic et al. 2007). Increased IL-1β and decreased IL-6 upon TLR ligation 
of monocytes and mDCs of autoantibody positive subjects was reported, and this effect 
was most prevalent in seropositive children under 11 years of age, suggesting an age-
related dependency of the response (Alkanani et al. 2012). TNFα and IL-1β producing 
macrophages and DCs are present in the insulitis of newly diagnosed T1D patients (Uno 
et al. 2007). Moreover, monocytes isolated from T1D patients have increased levels of 
IL-6 and IL-1β, which could potentially increase Th17 response (Bradshaw et al. 2009). 
(Wong and Wen 2012).

Upon deletion of Tregs in the NOD mouse, the earliest infiltrating cells in the islets are 
NK cells (Feuerer et al. 2009). Pancreatic NK cells unleashed from Treg IL-2 depriving 
suppression proliferated and increased their production of IFNγ and granzyme B, 
indicating a vicious cycle of infiltrating autoreactive CD4+ cells providing NK cells with 
IL-2, and NK cells contributing to the autoreactive capacity of CD4+ cells by producing 
IFNγ (Sitrin et al. 2013). This might represent an extreme situation, as in human insulitis 
NK cells are detected only rarely (Willcox et al. 2009). For a reason not yet understood, 
starting from the progenitor cell stage β cells stably express an unknown ligand for NK 
cell receptor NKP46, making them highly susceptible for NK cell killing. However, the 
mouse studies indicate that NK cells are absent from a healthy pancreas and NK cells 
only infiltrate concomitantly with T cells. In addition to the contributions from β cells, 
NK cells in T1D patients seem to be perturbed. For example, NK cells from T1D patients 
were reduced in numbers, were impaired in cytolytic activation, IFNγ production, and in 
NK2GD-mediated signaling conferring activating signals to NK cells (Qin et al. 2011). 
However, the molecular biology of NK cells is not clearly defined, as many activating 
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ligands for its receptors remain unknown, and the net result is determined by the balance 
of different activating and inhibiting signals, many of which might be tissue dependent 
(Enk and Mandelboim 2014). However, it has been observed that frequencies of certain 
combinations of NK receptor and their HLA class ligand haplotypes are increased in 
T1D patients (Mehers et al. 2011, Rodacki et al. 2007). 

Other innate immune cell types and processes have received less attention in the context 
of T1D. For example, according to a recent report, both preclinical and established T1D 
patients have a reduced number of circulating neutrophils, when compared to healthy 
controls or patients with T2D (Valle et al. 2013). In addition, increased complement 
activation, e.g. elevated C4b deposition, was observed in the pancreases of T1D patients 
(Rowe et al. 2013).

The presence of functional β cells long after clinical T1D diagnosis raises hope 
for preventive immune modulation. Several clinical intervention trials aiming at 
immunomodulation or insulin tolerance have been completed, but so far without clear 
long-term success. Although autoantibodies are widely used to screen preclinical patients 
(Ziegler et al. 2013), the hope for finding additional and even earlier biomarkers 
for progressing autoimmunity is great. Genetic screens can identify the susceptible 
population, but the limitation for both the genetic and autoantibody markers is their 
usefulness for assessing therapeutic outcomes, as they do not change during disease 
progression. (Jin and She 2012). In the search for other types of early biomarkers, 
transcriptomics on PBMCs or whole blood samples, as well as serum metabolomic and 
lipidomic analyses results have been reported. So far, most of the transcriptomic studies 
have published microarray analysis on cross-sectional samples of whole blood or PBMCs 
of established T1D patients. A study on autoantibody positive individuals revealed that 
the type I interferon response pathway is activated in approximately 30% of preclinical 
T1D cases (Reynier et al. 2010). A more recent study showed that the higher expression 
levels of a five gene set was able to identify the autoantibody positive cases with greater 
risk for T1D progression (Jin et al. 2014). Earliest biomarkers identified so far are serum 
metabolites and lipids. Metabolic analysis revealed that specific signatures could be 
detected throughout the disease process (Oresic et al. 2008). Increased risk for T1D were 
conferred by reduced levels of succinic acids and choline phospholipids at birth, increased 
levels of proinflammatory lysophosphatidylcholines before seroconversion, as well as 
reduced levels of triglycerides and antioxidant ether phospholipids at all timepoints. 
Ketoleucines were decreased and glutamic acids were elevated before seroconversion. 
In addition, a specific signature of seven lipids in the cord blood predicted highly 
increased risk for T1D progression (Oresic et al. 2013). Metabolite analysis in another 
cohort of children showed that phosphatidylcholines and phosphatidylethanolamines 
were decreased in the cord blood samples of children diagnosed with T1D before 4 years 
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of age (La Torre et al. 2013). These profiling studies suggest that autoimmunity might be 
a relatively late response to the early metabolic disturbances, partly induced in utero, and 
that specific processes such as increased glutamate load might increase GAD65 enzyme 
activity in β cells, triggering autoimmunity (Oresic et al. 2008).

2.2.2 Hygiene, macro- and microdiversity, and viral infections - culprits for the 
rising incidence of immune-mediated diseases

The rising incidence of atopic disease along with the rising standard of living and 
hygiene was already discussed in the 1970´s (Preston 1970). The concept of the hygiene 
hypothesis started to formulate in 1989 when David P. Strachan first published his 
epidemiological analysis on a 23-year follow-up cohort of 17 414 British children: 
an inverse correlation existed between the appearance of hay fever and the number of 
children in the family. For a possible explanation Strachan concluded that infections in 
the early childhood, transmitted by older siblings, or prenatally from the mother, could 
prevent allergy. At a later age, further protection could be contributed by reinfection and 
other infections through the younger siblings. Together the declining family size and 
the increasing standard of living and hygiene could thus contribute to the increase in the 
atopic diseases observed in the past decades. (Strachan 1989). Later on the hypothesis 
gained further support from the Th1 and Th2 cell paradigm. Infections preferably induce 
a Th1 type of response, subsequently suppressing the allergy inducing Th2 responses 
that drive IgE switching. However, research in the area has revealed it to involve a much 
more complicated scenario. Heterogeneity of the allergic diseases makes it challenging 
to define the clinical phenotype, there is a great variety of possible contributing 
environmental factors, and response variation is influenced both by the multifactorial 
genetic susceptibility and the age of the individual at exposure (von Mutius 2007). 

The geographical distribution of the frequency of many immune-mediated diseases 
is a mirror image of that of infectious diseases common in developing world, such as 
tuberculosis, helminth infections, and childhood diarrheal diseases (Bach and Chatenoud 
2012, Haahtela et al. 2013). The incidence of immune-mediated diseases has increased 
upon westernization of the lifestyles. For example, the incidence of atopic diseases 
rose quickly in East Germany after reunification with West Germany (von Mutius et 
al. 1998), and in rural Poland, where farm-related exposures were dramatically reduced 
after accession to the European Union, followed by rapid changes in farming practices 
(Sozanska et al. 2014). In addition, immigration to an allergy-prevalent country increases 
the risk for atopy and asthma above the prevalence observed in the country of origin 
(Rottem et al. 2005). Similarly, the risk for developing type 1 diabetes is high for the 
children born in United Kingdom to immigrant Asian parents (Bodansky et al. 1992) 
and for children born in Sweden to immigrants originating from the countries with low 
incidence (Söderström et al. 2012). However, the components of the westernized lifestyle 
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conferring high susceptibility to immune-mediated diseases are currently unknown, and 
could include such variables as increased exposure to chemicals, modern healthcare 
(antibiotics, vaccines), and diet. Modern life style changes also include reduced exposure 
to nature. A farm environment rich in microbial, plant, and animal antigens protects from 
asthma and atopy (Ege et al. 2011, Roduit et al. 2011, von Mutius and Radon 2008). 
For example, consumption of farm milk was associated with a reduced risk for asthma 
and hay fever (Illi et al. 2012). Additionally, the balance of macro- and microlevel 
biodiversity might regulate the immune system: Atopic individuals were shown to have 
lower environmental biodiversity in the surroundings of their homes and significantly 
lower generic diversity of gammaproteobacteria on their skin (Haahtela et al. 2013).

In addition, a positive latitude gradient exists for both type 1 diabetes as well as for 
development of asthma and allergies, the incidence being greatest in higher latitudes 
(Mohr et al. 2008). This is thought to at least partly stem from reduced sun exposure 
during winter months, as well as from progressively indoor lifestyle in the modern 
environments, which would affect especially the vitamin D levels produced by the skin 
upon UV light exposure. Vitamin D uptake is also low in westernized diets. This has 
led to prevention trials with vitamin D supplementation, but the results have varied. For 
example, out of eight observational studies on vitamin D intake during early childhood 
years, five observed reduced risk for T1D whereas three found no effects (Dong et al. 
2013). Studies in mouse have implicated that life-long supplementation with very high 
doses is necessary for T1D protection (Takiishi et al. 2014). Due to inconsistencies 
in these results, other sun light -mediated health benefits, and especially of UVB 
wavelengths, have also recently been highlighted. UVB exposure has been shown to 
mediate immunosuppression: Treg numbers and function are enhanced, whereas IFNγ 
and Th17 responses are suppressed. Surprisingly, these affects are mediated through 
TLR4 (Lewis et al. 2011).  Notably, the immunosuppression could be transferred to a 
recipient mouse through bone marrow transplantation, suggesting long-term imprinting 
of hematopoietic stem cell precursors giving rise to poorly functional DCs (Ng et al. 
2013), possibly through UV-induced prostaglandin E2 –mediated mechanism (Scott et 
al. 2014). (Hart et al. 2011, Hart and Gorman 2013).

It is increasingly appreciated that both the commensal microbiome and the pathogens 
of the gastrointestinal tract have important immunoregulatory functions in the immune 
system. Healthy microbiota are thought to educate the immune system by shaping 
the balance between pro- and anti-inflammatory mechanisms, as well as to protect 
from pathogens by competing for resources and creating an antagonistic environment 
(Licciardi et al. 2013). Conversely, some gastrointestinal infections seem to confer 
protection. For example, H. pylori and T. gondii are prevalent in Karelian area of 
Russia, whereas they are very low across the border in Finland, where there is a higher 
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incidence of atopic diseases (Seiskari et al. 2007). Allergic infants show an altered 
composition of gut microbiome (Ouwehand et al. 2001, Stsepetova et al. 2007). For 
example, a more diverse gut microbiome during the first two months of life conferred 
protection from the allergy (Sjogren et al. 2009). Intriguingly, Bifidobacterium diversity 
was positively correlated with family size and endotoxin levels in the house dust. 
Subsequently, modulating the microbiome composition with pre- or probiotics could 
be used for preventing allergies. Lactobacillus rhamnosus GG supplementation during 
the first 6 months of life reduced development of eczema, but increased development of 
allergic rhinitis and asthma during the first seven years of life (Kalliomäki et al. 2007). 
A recent meta-analysis concluded, that at present there is no sufficient evidence to 
recommend perinatal probiotics in prevention of wheeze and asthma (Azad et al. 2013). 
In addition, the microbial colonization in the respiratory tract might play a significant 
role. Metagenomics studies have demonstrated that the sputum samples from asthmatic 
patients have a greater proportion of proteobacteria and overall bacterial diversity when 
compared to nonasthmatic controls (Hilty et al. 2010, Huang et al. 2011, Marri et al. 
2013). The colonization at an early age seems to play a major role. Colonization of 
the hypopharyngeal region with S. pneumoniae, H. influenzae, M. catarrhalis, or in 
combination, as early as 1-month of age confers increased risk for recurrent wheeze and 
asthma by the age of 5 years (Bisgaard et al. 2007). Additionally, for infants born with 
cesarean section, the subsequent risk for asthma is estimated to be increased by 20% 
(Thavagnanam et al. 2008), and could entail both reduced rates of microbial colonization 
and the extensive use of antibiotics related to the alternative delivery mode. A recent 
study reported additive effects of IL-13 polymorphism and birth by caesarean section 
combined with antibiotic usage to increased development of atopic dermatitis (Lee et al. 
2014). Thus, the underlying genetic susceptibility together with the use of antibiotics, 
westernized high hygiene diet and other possible modulatory factors in the modern 
societies may play a role in triggering the immune cascade. On the other hand, specific 
antibiotic treatments and carefully selected probiotics might serve as a therapeutic tool 
to modify and maintain the healthy status of the epithelial linings.

Both preclinical and diagnosed T1D patients have an altered gut permeability, associated 
with structural changes as well as altered expression levels of tight junction proteins, that 
is thought to affect the absorption of antigens as well as lead to enhanced inflammation 
in the gut tissue (Vaarala et al. 2008). For example, a study of small intestine biopsies of 
coeliac disease (CD) and CD+T1D patients discovered that expression of tight junction 
protein 1 (TJP1) was lowest and FOXP3 expression highest in children with CD+T1D, 
compared to children with CD or healthy controls (Vorobjova et al. 2011). Duodenal 
biopsies of T1D patients indicated a reduction of the intestinal Treg cells when compared 
to healthy controls or patients with coeliac disease, due to defective priming by the lamina 
propria DCs of T1D patients. (Badami et al. 2011). This was speculated to bias the effector 
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T cell / Treg balance in the intestine. Mounting evidence suggests instability of the T1D-
associated gut microbiome. A study on four autoantibody positive children close to T1D 
diagnosis from the Finnish DIPP high risk cohort found reducing bacterial diversity and 
increasing Bacteroides vs. Firmicutes abundance over time in the autoantibody negative 
period preceding seroconversion (Giongo et al. 2011). The follow-up study of 18 
autoantibody positive Finnish children and their controls confirmed the trend of reduced 
diversity as well as the Bacteroides vs. Firmicutes ratio (de Goffau et al. 2013). The low 
abundance of Bifidobacterium adolescentis and B. pseudocatenulatum was associated 
with autoimmunity. Further evidence of the associationof an increased Bacteroides vs. 
Firmicutes ratio with T1D was provided by mesurements form 16 Spanish children with 
established T1D (Murri et al. 2013). In eight Mexican children newly diagnosed with 
T1D Bacteroides were increased and Prevotella, Megamonas and Acidaminococcus 
decreased, indicating unique T1D-associated phyla with a non-western diet (Mejia-
Leon et al. 2014). However, how these changes affect the health of the intestine and its 
immune system remains to be investigated, especially as the latest study on 22 German 
autoantibody positive children of a high genetic risk cohort did not confirm any of these 
findings, as there was no individual phylum or genera that showed significantly different 
abundances compared to autoantibody negative healthy control children (Endesfelder et 
al. 2014). All of these microbiome studies have been performed with 16S rRNA gene 
amplification combined with sequencing, not allowing confident species-level resolution 
of taxa, or functional analysis of other genes in the bacterial genome. Therefore, shotgun 
sequencing combined with metatranscriptomic and metabolomic analyses are awaited 
for more detailed information (Morgan and Huttenhower 2014).

Viral infections have been implicated to play a role in the pathogenesis of the immune 
mediated diseases. However, whether these infections play a protective or causative role 
has been debated since the early days of the hygiene theory. In particular, respiratory tract 
infections by human rhinovirus at an early age have been associated with wheezing and 
asthma later in childhood (Jackson et al. 2008, Kotaniemi-Syrjänen et al. 2003, Kusel 
et al. 2007, Lemanske et al. 2005). For example, 90% of children who wheezed with 
rhinovirus infection at three years of age had asthma at the age of six years (Jackson et al. 
2008). Additionally, repeated infections by respiratory syncytial virus (RSV) early in life 
are seen as inducers of wheezing episodes and asthma (Henderson et al. 2005, Sigurs et 
al. 2005, Sigurs et al. 2010, Stein et al. 1999). For example, lower respiratory infection by 
RSV requiring hospitalization conferred a greatly enhanced risk for developing asthma 
compared to children never hospitalized due to RSV (Sigurs et al. 2005). Also, protective 
effects of viral infections have been postulated. Recently, preliminary results reported 
by Lukkarinen et al. (2014) demonstrated that wheezing children with coinfection of 
rhinovirus and bocavirus, or bocavirus alone, develop reoccurring wheezing later and 
less often than children with rhinovirus infection. In addition, the serum IL-4/IFNγ ratio 
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was higher and IL-10/IL-12 ratio lower in children with rhinovirus infection, when 
compared to coinfected and bocavirus-infected children, suggesting that bocavirus 
is able to downmodulate the rhinovirus-mediated Th2 response. However, as genetic 
predisposition to asthma can be linked to TLRs and other pattern recognition pathways, 
it is currently unclear if the individuals suffering from virus-mediated wheezing are 
predisposed towards infections due to underlying abnormal lung physiology and/or 
immune response, eventually leading to development of asthma (Jackson and Linsley 
2010, Thomas et al. 2014). It was recently demonstrated that allergic sensitization 
towards aeroallergen precedes and predisposes to rhinovirus associated wheezing, and 
not the other way around, suggesting that the preventive measures should be primarily 
focused towards preventing allergic sensitization (Jackson et al. 2012). In support of 
this, impairment of type I and III interferon production has been reported in the bronchial 
epithelial cells and alveolar macrophages of asthmatic patients (Contoli et al. 2006, 
Edwards et al. 2013, Wark et al. 2005), pDCs of allergic subjects (Tversky et al. 2008), 
as well as bronchoalveolar lavage cells from asthmatic patients (Sykes et al. 2012). The 
mechanism is currently unknown, but the observed increased expression of serum IgE 
as well as its receptor FcεR on the DCs of atopic and asthmatic individuals could play a 
role. IgE crosslinking was shown to reduce influenza-induced IFN-α production by pDCs 
of asthmatics (Gill et al. 2010), as well as RSV-induced IFN-α and IFN-λ1 secretion by 
PBMCs of allergic asthmatic children (Durrani et al. 2012).

Concerning T1D, seasonal variation in the T1D incidence was the first indication 
of the viral connection. Since then, the autumn/winter seasonality in autoantibody 
seroconversion (Kimpimäki et al. 2001) and genetic association of essential signaling 
molecules in the pattern recognition signaling, such as TLR2 (Bjørnvold et al. 2009), 
IFIH1 (Smyth et al. 2006), and IRF7-mediated transcriptional network (Heinig et al. 
2010), have further emphasized the possible link with viruses. The most convincing 
evidence so far has been collected on the enteroviruses, such as the Coxsackieviruses. 
Pancreatic β cells express the human coxsackievirus and adenovirus receptor (HCAR) and 
are therefore highly susceptible to enteroviral infection, the cytolytic activity being strain 
dependent. Seven out of twelve newborn babies who died of fulminant coxsackievirus 
infection were positive for enterovirus RNA in the pancreatic islets and duct cells, out 
of which six showed signs of insulitis. (Ylipaasto et al. 2004). Immunohistochemical 
staining of pancreases demonstrated that enteroviral capsid protein VP1 is present in 
insulin-producing beta cells in 60% of recently-diagnosed T1D patients (Richardson et 
al. 2009). Most recent studies have demonstrated that VP1 is also present in the beta cells 
of patients with established disease, indicating persistent infection (Richardson et al. 
2013). VP1+ cells coexpressed high levels of pathogen recognition receptor PKR (protein 
kinase R), which is induced by enteroviral infection and activates antiviral cascades. 
Additionally, beta cells positive for enteroviral capsid protein had downregulated levels 
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of anti-apoptotic Mcl-1 protein (myeloid cell leukemia sequence 1), which is rapidly 
degraded upon translational arrest in infected cells, indicating enhanced sensitivity 
to apoptosis. (Richardson et al. 2013). In the pancreas of three extreme patients with 
fulminant diabetes, e.g. abrupt onset of ketoacidosis due to rapid β cell loss caused by 
enterovirus infection with almost 100% islets associated with insulitis, viral receptor 
MDA5 was expressed by both α and β cells, RIG-I was expressed in β cells, and VP1 
was expressed by all types of cells. Infiltrating mononuclear cells expressed TLR3 and 
TLR4. All islet cells expressed IFNα, IFNβ, IL-18, and increased levels of HLA class 
I. Most residual β cells expressed both IFNγ and IL18, and subsequently serum IFNγ 
levels were high (3-fold compared to controls). α and β cells expressed IRF7, and Fas 
was expressed mostly by β cells. DCs and macrophages were observed to clear the β cell 
debris, as some of the immune cells were positive for insulin. NK cells or Tregs were not 
detected. (Aida et al. 2011).      

Concerning enterovirus markers detected outside of the pancreas, there are both positive 
and negative findings in the development of T1D. A meta-analysis concluded that the 
presence of enteroviral RNA or viral capsid protein in blood, stool, or tissues of prediabetic 
and established patients is linked to an increased risk both for T1D-related autoimmunity 
as well as clinical T1D (Yeung et al. 2011). The strain specific differences might account 
for some of the discrepancies between the studies, as the previous assays have mainly 
searched for a presence of a virus family/genus without further serotyping. Subsequently, 
in a nested case-control study of a T1D-susceptible birth cohort (The Finnish DIPP 
study), Coxsackievirus B strain 1 (CBV1) infections, as measured by the presence of 
neutralizing antibodies in the serum, were observed to increase the risk for developing 
T1D-specific autoantibodies, whereas genetically closely related strains CBV3 and 
CBV6 conferred protection, especially if occurring before CBV1 infections (Laitinen et 
al. 2013). In addition, the presence of maternal neutralizing antibodies against CBV1, 
detected from the cord blood, demonstrated a trend towards protection from CBV1 and 
development of autoantibodies. This implies that the infectious history of an individual 
modulates the susceptibility to viral infections and that different serotypes can modulate 
susceptibility for subsequent infections by cross-protection by enterovirus-specific T 
memory cells. Additionally, the data implies that under 5% of CBV1 infected children 
develop type 1 diabetes, which fits to the low attack rate of poliovirus with less than 1% 
infected persons developing motor neuron damage and paralysis (Laitinen et al. 2013). 
Additionally, antibodies against CBV1 were associated with T1D development in an 
international cohort of Finnish, Swedish, English, French and Greek children (Oikarinen 
et al. 2014). Recently, differences between a highly and weakly immunogenic CBV1 
strains were investigated for their downstream effects on human primary PBMCs, and 
only the highly immunogenic strain was able to induce IFNα production and subsequent 
transcriptional response (Hämäläinen et al. 2014). As discussed by the authors, both 
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scenarios could drive autoimmunity: the highly immunogenic strain could easily infect 
the target tissue and cause efficient innate and adaptive immune system activation 
leading to tissue destruction, whereas the weakly immunogenic virus could more easily 
escape the viral surveillance and be able to mount a persistent infection (Hämäläinen et 
al. 2014). 

As originally postulated by Strachan (Strachan 1989), age at infection might be an 
important modulator of the disease susceptibility. In relation to T1D, it has been suggested 
that the decreasing incidence of enteroviral infections, similarly to the poliovirus in the 
end of the 18th century, would lead to lack of protective antibodies from uninfected 
mothers, or infections later in childhood beyond the maternal protection, thus causing 
more severe infections in the infants. The poliovirus used to be endemic, leading to 
infection of the neonate under the protection of maternal antibodies, until the rising 
standard of living led to a delay in the age of infection and concomitant increase in 
paralytic complications, as encountered in “the polio epidemic”, of the 1920´s. (Viskari 
et al. 2000). Indeed, the maternal enterovirus antibody titers have been connected to 
protection of neonates, and are thought to be primarily transferred through breast feeding 
(Sadeharju et al. 2007). The protective effect by maternal antibodies was also suggested 
in the case of T1D-associated CBV1 (Laitinen et al. 2013). Conversely, any respiratory 
infection resulting in hospital admission during the first year of life increased risk for 
asthma diagnosis after five years of age (Montgomery et al. 2013). A birth cohort study 
of 95310 children born in USA demonstrated that infant birth approximately four months 
before the winter virus peak was associated with the highest risk of developing asthma 
by the age of five years, with 29% increased risk compared with birth 12 months before 
the seasonal peak (Wu et al. 2008). Colonization of the hypopharynx by S. pneumonia, 
H. influenzae, and M. catarrhalis at one month of age was associated with an increased 
risk for reoccurring wheeze and asthma by the age of five years, whereas colonization 
at the age of one year did not confer increased risk, although the overall colonization 
increased from 21% of children being colonized at one month of age to 71% children 
being colonized at the age of one year (Bisgaard et al. 2007). Animal studies provide 
further proof of the significance of the age at first exposure, but also suggest multiplicity 
of possible mechanisms. For example, mice who had been challenged with RSV 
as neonates (1 or 7 days old) developed more severe pulmonary disease and an IL-4 
dominated CD4+ cell response upon RSV reinfection at adulthood (12 weeks of age), 
opposed to the first challenge at 4 or 8 weeks followed by IFNγ dominated CD4+ response 
upon reinfection at adulthood (Culley et al. 2002). Additionally, it was demonstrated that 
early life RSV infections and the following Th2-prone inflammatory conditions in the 
lung might compromise Treg-mediated tolerance to allergen acquired earlier in life, as 
repeated RSV infections in the young mice tolerized to OVA antigen through mother´s 
milk as neonates impaired the Treg suppressor function towards OVA-specific T cells, 
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due to skewing of the Treg cells towards Th2-like program, expressing GATA3 and IL-
13 (Krishnamoorthy et al. 2012). Recent discoveries of persistent RSV infection of bone 
marrow cells and transplacental transmission of RSV from pregnant mice to pups also 
suggest longer lasting and more pervasive RSV infection, as well as earlier onset for 
asthma susceptibility, than previously thought (Piedimonte and Perez 2014). Inoculation 
of pregnant rats with red fluorescent tagged RSV led to presence of the same virus in in 
utero exposed fetuses (30%), as well as lungs of the neonate (40% of pups) and adult 
offspring (25%), leading to enhanced airway reactivity upon reinfection (Piedimonte et 
al. 2013). 

The unifying concept for bringing together the different aspects of the hygiene theory, 
protective and causal infections, as well as the other modulating parameters such as the 
age and previous infectious history, is still missing. Our understanding of the balance 
between macro- and microbiodiversity is still forming. For example, the Bifidobacterium 
commensals, generally considered as beneficial and essential for a healthy intestinal 
microbiome, are completely missing in the gut microbiome of a human hunter-gatherer 
group in Tanzania (Schnorr et al. 2014).  It has even been claimed that the modern-day 
crowd infections, such as virus infections in childhood, were non-existing during the 
hunter-gatherer period of human evolution, as they either killed the host or induced 
permanent immunity, and thus were not able to persist in small communities. Instead, 
harmless infections by “old friends”, such as fungi or helminthes persisted, had to be 
tolerated and hence mediated their beneficial immunomodulatory effects. (Rook et al. 
2013). Clearly, more research in this area is needed to fill the gaps in between the different 
“frontiers of associations” and determine the time-window for effective immune system 
modulation.

2.2.3 Prenatal and neonatal immune regulation - relation to the hygiene theory
As the onset of allergic diseases and pediatric autoimmune diseases occurs at a very early 
age, the associated immune system perturbations are thought to partly stem from the in 
utero period. As a well-known example, maternal (Neuman et al. 2012) and grandmaternal 
(Li et al. 2005) smoking during pregnancy are known to increase atopy and asthma risk 
in the offspring. In general, a high level of IgE in cord blood increases the risk for allergy 
and asthma, and association of these levels with certain genetic markers, such as SNPs 
in the IL-13 gene, suggests in utero gene-environmental interaction (Chang et al. 2012, 
Hong et al. 2010, Sadeghnejad et al. 2007, Yang et al. 2010). For example, Curtin et al. 
(2013) reported that the suppressive, methylated status of a CpG island on IL-2 gene 
promoter in cord blood cells is associated with asthma exacerbations and more frequent 
hospital admissions due to wheezing and asthma during the childhood years. In relation 
to T1D, the associated high risk HLA-DR4-DQ8 haplotypes have been linked to poor 
in vitro induction of type 2 immune responses of cord blood lymphocytes, compared 
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to the cells of newborns without these haplotypes (Luopajärvi et al. 2007). Maternal 
enterovirus infection during pregnancy is associated with a slightly increased risk for 
T1D in the offspring (Elfving et al. 2008, Viskari et al. 2012). In addition, a distinct 
cord blood lipidomic profile associated with high risk for T1D progression has been 
identified (La Torre et al. 2013, Oresic et al. 2013). Clearly, the intrauterine environment 
as well as prenatal immune system maturation should be taken into consideration when 
investigating immune-mediated diseases of childhood. 

From the third trimester onwards the skin of the fetus is covered in a waxy coating 
called vernix carneosa. This layer, unique to humans, is a mixture of water, proteins 
and lipids. In addition to functioning as a barrier to water and temperature loss, it 
contains a variety of antimicrobial proteins, peptides, and free amino acids, such as 
lysozyme, lactoferrin and psoriasin, and thus is an important barrier against a wide 
variety of bacterial and fungal infections (Tollin et al. 2006). In addition, the fetal skin 
is highly equipped in TLR signaling. Expression of TLRs 1-5 are significantly higher 
when compared to adult skin, with >100 fold differences in mRNA levels observed. 
Fetal and neonatal keratinocytes are superior in producing IL-8, IP-10 and TNFα upon 
TLR3 ligand stimulation, when compared to adult skin. Upon TLR3 stimulation, fetal 
cells also secrete higher levels of CCL3-5 and IFN inducible chemokines CXCL9-11 
than neonatal and adult keratinocytes. (Iram et al. 2012). Fetal keratinocytes were also 
shown to produce large amounts of antimicrobial peptides, such as β-defensins and S100 
proteins, when compared to neonatal and adult skin (Gschwandtner et al. 2014). 

Defects in neutrophil function in neonates have been studied for a century, as the limited 
phagocytic activities of neonatal granulocytes were discovered in 1910, and neutropenia 
in children was associated with bacterial sepsis in 1928. Later studies have revealed 
further insufficiencies in neonatal neutrophils. In adults, bacterial infection leads 
to neutrophil release from the bone marrow storage pool, followed by an increase in 
overall granulopoiesis from the progenitor cells. However, the neonatal storage pool is 
smaller, and additionally the neonatal bone marrow is unable to increase the neutrophil 
production due to the lower number and reduced proliferation rate of progenitor cells. 
Furthermore, reduced chemotaxis, rolling adhesion, transmigration, and formation of 
neutrophil extracellular traps have been reported in neonates. (Melvan et al. 2010). 
Modulations of neutrophil activity are observed already in the fetus. Umbilical vein 
sampling in utero revealed that fetal monocytes and neutrophils showed impairment in 
phagocytosis of opsonized bacteria, compared to the cells of neonates and adults, but 
that the oxidative burst activity of the granulocytes was enhanced, even at unstimulated 
level. An inverse correlation was observed between oxidative burst product generation 
and gestational age, indicating that the NADPH oxidase system matures and functions 
early to compensate for the immaturity of the phagocytic capacity. IL-6 and TNFα 
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production were reduced in fetal monocytes upon LPS stimulation, when compared to 
neonates and adults, but the production of IL-8 was greatly enhanced both in fetuses and 
neonates, when compared to adult monocytes. (Strunk et al. 2004). The impairment in 
phagocytic responses is transient, as these are restored to adult levels by the third day of 
life (Filias et al. 2011). 

The presentation of antigens by the neonatal APCs is reduced due to downregulation 
of HLA class II as well as costimulatory molecules, such as CD40, CD80 and CD86, 
leading to poor induction of antigen-specific T cell responses. The suboptimal antigen 
presentation and costimulation are thought to favor Treg development. Compared to adult 
DCs, a higher amount of mDCs and lower amount of pDCs are detected in cord blood, and 
the neonatal DCs responded poorly to a variety of bacterial stimuli, such as GpC, LPS, 
or poly(I:C). However, neonatal pDC responses to viral stimuli are as potent as those of 
adult cells, as measured by high induction of IFNα, TNFα and chemokines (Zhang et al. 
2013). Most notably, the neonatal DCs are prone to drive Th12 and Th17 responses upon 
bacterial stimulation, as their production of the key Th1 polarizing cytokine IL-12 is 
heavily restricted due to suppressive nucleosome remodeling of the IL-12(p35) promoter 
(Goriely et al. 2004). However, as the transcription of IL-12(p40) subunit is unaffected, 
it can dimerize with IL-23(p19) subunit, inducing differentiation of IL-17 producing 
CD8+ T cells (Vanden Eijnden et al. 2006). The neonatal Th1 subtype is also self-limiting 
as they upregulate IL-13Rα1 in low concentrations of IL-12. This receptor can form a 
heterodimer with IL-4Rα, responding to IL-4 and leading to apoptosis of Th1 cells. (Lee 
et al. 2008). Further restrictions are elicited by T cell intrinsic hypermethylation of the 
IFNγ promoter in the neonatal CD4+ T cells (White et al. 2002). In addition, naïve CD4+ 
T cells of preterm and term newborn infants were shown to constitutively express the 
essential signaling components driving the Th17 differentiation (IL-23R, STAT3, RORC, 
TGFβ) and downregulate the Th1 transcription factor TBX21, leading to efficient Th17 
polarization in the appropriate cytokine environment (Black et al. 2012). Furthermore, 
components of the neonatal plasma are further finetuning the cytokine environment in 
the favor of Th2 or regulatory responses (Belderbos et al. 2012, Belderbos et al. 2013, 
Pettengill et al. 2013). The various anti-Th1 cell mechanisms in the neonatal immune 
system are thought to protect from alloimmune reactions between the mother and the 
fetus, as this would be detrimental to the course of pregnancy. (Willems et al. 2009).

Despite the shortcomings of antigen presentation, a high proportion of fetal CD4+ and 
CD8+ T cells are preactivated, as 18% of both subsets were found to express early T 
cell activation marker CD69 in the mesenteric lymph nodes. The CD69+ CD4+ and 
CD8+ T cells were able to spontaneously proliferate and secrete IFNγ, but were actively 
suppressed by the fetal Treg cells (Michaëlsson et al. 2006). In fact, fetal T cells are 
highly prone to proliferate and differentiate into Tregs upon allogeneic stimulation 



56 Review of the Literature 

(Mold et al. 2008, Mold et al. 2010), which is seen as increased percentage of Treg cells 
(15-20%) in the total peripheral CD4+ population, when compared to healthy neonates 
(7.5%) and adults (7%) (Takahata et al. 2004). In addition, fetal and adult CD4+ T cells 
showed distinctive gene expression profiles, perhaps indicating a distinct tolerance-
prone progenitor cell of origin (Mold et al. 2010). Fetal T cells were unresponsive to 
maternal allogeneic APCs but not towards unrelated APCs, and thus the extensive Treg 
population is considered to induce tolerance towards maternal alloantigens, such as the 
maternal micro chimeric cells detected in the cord blood and lymph nodes of human 
fetuses (Mold et al. 2008). Whether the fetal Tregs driving immune tolerance to maternal 
micro chimeric cells also induce tolerance to self-antigens, autoantigens or infectious 
antigens encountered in utero remains to be investigated. It could be speculated that 
due their high activation potential the earliest fetal T cells migrating to tissues respond 
to peripheral autoantigens, and by their default program differentiate into Tregs, thus 
creating a peripheral Treg repertoire with vast specificity on top of the natural Treg 
population maturating in the thymus (Mold and McCune 2011). 

Intriguingly, enhanced microchimerism of both fetal origin in the mother and maternal 
origin in the child have been associated with autoimmunity. Increased level of maternal 
microchimerism descending from the gestational period has been observed in the 
peripheral blood and pancreases of T1D patients (Nelson et al. 2007). Microscopy 
analysis revealed that maternal cells contribute to both endocrine and exocrine 
tissues of all healthy pancreases (0.39%), but that the maternal microchimerism was 
significantly enhanced in T1D patients (0.68%). In addition, an enrichment of maternal 
cells among the β cell fraction was observed in T1D pancreases, and was not detected 
due to the infiltrating immune cells or islet cell replication. Whether the microchimeric 
β cells contribute to breaking of tolerance after reaching a certain threshold, or simply 
divide and enrich in an attempt to regenerate the damaged tissue, is unclear at the 
present. (Vanzyl et al. 2010, Ye et al. 2014). It is also possible, that microchimeric 
maternal T cells or other immune cell types disturb the fetal Treg development, leading 
to breaking of tolerance and autoimmunity later in life (Leveque and Khosrotehrani 
2011).

In addition to the Treg-mediated regulation, the neonatal immune system seems to 
employ several, recently discovered mechanisms to actively ensure immunosuppression. 
The cord blood was reported to be enriched in neutrophilic/granulocytic myeloid-
derived suppressor cells (Gr-MDSC), which decreased to adult levels soon after birth. 
Neonatal Gr-MDSC cells effectively inhibited both CD4+ and CD8+ T cell proliferation 
and cytokine production, as well as NK cell activity. (Rieber et al. 2013). Recently, a 
study compared the responses to Listeria monocytogenes infection in mice at 6 days 
and at 8 weeks of age (mimicking human neonates and adults, respectively), showing 
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impaired responses, reduced survival and 1000 fold bacterial loads in the neonatal mice. 
Surprisingly, transfer of adult immune cells did not rescue the neonatal mice, instead, 
the adult cells were suppressed in their ability to produce TNF-α. Conversely, TNFα 
production of neonatal cells was restored upon transfer to Listeria -challenged adult 
mice. Co-cultures of neonatal and adult cells eventually revealed that the suppression 
was mediated through arginine depletion. Both neonatal mouse splenocytes and human 
cord blood population were found to be enriched in cells expressing arginase-2 enzyme, 
CD71 and erythroid lineage marker (CD235A+ in humans), when compared to adult 
splenocytes (mouse) or PBMCs (human). Depletion of this cell population in neonatal 
mice restored defenses against L. monocytogenes and E. coli infections. The CD71+ 
erythroid population retracted with age, following reduction in susceptibility to infection. 
Subsequently, the CD71+ population was shown to be important for facilitating the non-
inflammatory colonization of the neonatal intestine by commensal microbes, as the 
cytokine responses of intestinal immune cells were greatly enhanced in CD71+ depleted 
animals, and abolished if the microbiota was removed by antibiotics. (Elahi et al. 2013). 
It seems that as a trade-off for the colonization of the intestine, this population also 
suppresses protective immune responses to infection. (Bordon 2014).

In the context of the hygiene theory, it is intriguing to hypothesize that the maturing 
immune system would be able to adapt in the presence of early microbial stimuli. 
Perhaps the most compelling evidence of the in utero effects of microbial exposure so far 
is that maternal farming activity, associated with high exposure to animal and/or plant 
material and microbes, protects the offspring from atopic diseases. In a multinational 
study, prenatal exposure to stables, hay, and farm animals increased the expression of 
bacterial TLRs 2 and 4 in the peripheral blood cells, as well as reduced the risk for 
atopic sensitization in the school children (Ege et al. 2006). Maternal farming was also 
associated with increased cord blood Treg counts and their increased suppressive activity 
(Schaub et al. 2009). Only a handful of studies have so far studied interpopulation 
differences in the early immune system development, especially with a focus on the 
effects modulated by high vs. low standard of hygiene. For example, in comparison to 
neonates born in North America, Tregs cells are increased by 30-40% in the cord blood 
of newborn infants born in Kenya, where exposure to malaria and other parasites is high. 
Kenyan cord blood Tregs were also more likely to express activation marker HLA-DR 
(Mackroth et al. 2011). Contradictingly, the frequency of Tregs was found to be higher in 
the cord blood of neonates born in high income Austria vs. low income Gabon (Köhler 
et al. 2008), as well as in high income Australia vs. low income Papua New Guinea 
(Lisciandro et al. 2012a). Markers of mature or activated B cells (downregulation of 
CD5, upregulation of CD40) were detected both in Gabon and Papua New Guinea. The 
pDC population was also decreased in both low income settings, which could be linked 
to reduction in Tregs through the production of IL-10 by pDCs (Lisciandro et al. 2012a). 
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CD4+ cells of neonates born in Gabon also showed an activated or mature phenotype. 
In addition, although Papua New Guinean neonates had reduced frequencies of B cells, 
monocytes and pDCs, these cells showed signs of activation: monocytes expressed more 
markers of activation (HLA-DR and CD86) as well as inhibition (ILT3 and ILT4), and 
DCs expressed more HLA-DR. Lisciandro et al. also performed functional studies and 
demonstrated that the proliferative response of Papua New Guinean CD4+ T cells to 
PHA on autologous APCs was reduced and delayed. As the proliferation of T cells was 
greatly enhanced in a coculture with allogeneic adult APCs, and as the APCs of Papua 
New Guinean neonates suppressed proliferation of adult CD4+ cells more potently when 
compared to Australian APCs, the Papua New Guinean APCs were concluded to actively 
limit T cell proliferation. In further functional tests, Papua New Guinean monocytes 
processed less antigen and were incapable to further induce activation markers upon 
PHA stimulation. An increased percentage of monocytes expressed IFNγ and IL-6 at 
the steady state, but the cells were unable to further increase their cytokine production 
upon stimulation. Conclusively the data indicated that although the Papua New Guinean 
neonatal APCs had a more activated and mature baseline status than the APCs of 
Australian neonates, the Papua New Guinean APCs were also more quiescent and resistant 
to further LPS stimulation. This was suggested to reflect an evolutionary mechanism of 
immune regulation learned in utero to prepare newborn infants for the intensity and 
frequency of the immunological challenges in the postnatal environment and to protect 
them from infections. (Lisciandro et al. 2012a). Thus, the high microbial burden in 
low income countries has an effect in tolerazing the developing immune system, the 
mechanisms of which remain to be explored. Although the fetus itself is not infected, it is 
able to prime antigen-specific T and B cell responses, as well as cytotoxic CD8+ and NK 
cell responses upon maternal infection by various pathogens, suggesting that microbial 
antigens cross the placenta (Dauby et al. 2012). It is possible that the detected differences 
between the populations could also be partly influenced by the presence of functional 
TLR mutations due to genetic drift and differences in infectious pressure, but still the 
most striking difference in developed and developing countries is the microbial burden 
(van den Biggelaar and Holt 2010). In summary, our limited knowledge of neonatal 
immune function is predominantly derived from populations living in western societies, 
although there is much to be learned on how a more traditional lifestyle influences in 
utero immune development away from chronic inflammatory disorders (Lisciandro and 
van den Biggelaar 2010).

Interestingly, the immune system of humans and other large mammals develops early 
during gestation, as opposed to mouse who produces the adaptive immune cells around 
the time of birth (Mold and McCune 2011). The need for the early maturation of the 
defense mechanisms might be driven by the long gestational period, increasing risk for 
pathogen encounter in utero (Ivarsson et al. 2013). Still, intrauterine environment is 



 Review of the Literature 59

often referred to as a protected and sterile space, lacking of any microbial contacts in 
healthy pregnancy. As pointed out by Rautava et al. (2012b), evolutionarily the dogma 
is bizarre as mammals have evolved in a world already inhabited by an enormous 
variety of microbes, and maybe the in utero environment is able to offer only limited 
and/or selected exposure during the vulnerable periods of early human development. 
Indeed, several lines of evidence point to the in utero origin of bacterial colonization 
in term, healthy pregnancies without signs of infection in the neonate. Bacterial DNA 
is present in the cord blood after cesarean section (Jiménez et al. 2005), in the amniotic 
fluid sampled at caesarean section (Bearfield et al. 2002), placental and fetal membranes 
(Rautava et al. 2012a, Satokari et al. 2009, Steel et al. 2005), placenta (Aagaard et al. 
2014) and in the meconium (first intestinal discharge) of healthy neonates (Ardissone et 
al. 2014, Gosalbes et al. 2013, Jiménez et al. 2008). The composition of the meconium 
microbiome has been associated with preterm birth (Ardissone et al. 2014), atopic 
eczema of the mother, sociodemographic factors such as maternal education level, 
organic food consumption and smoking (Gosalbes et al. 2013), as well as maternal 
diabetes (Hu et al. 2013). In addition, the microbial composition of the meconium was 
very unique, as it differed significantly from the feces collected after one week of life 
(Moles et al. 2013). The origin and transfer route of the intrauterine bacteria remains 
unknown, but the fact that intestinal commensals Bifidobacterium and Lactobacillus 
rhamnosus were found in almost all of the placentas studied after caesarean delivery 
suggests a transplacental vertical delivery from the mother, possibly through a similar 
mechanism to entero-mammary pathway, where immune cells transfer intestinal bacteria 
to the mammary glands during late pregnancy and lactation (Satokari et al. 2009). Oral 
administration of stained bacteria to pregnant mice has been shown to lead to the presence 
of these bacteria in the amniotic fluid and in the meconium of the offspring (Jiménez 
et al. 2005, Jiménez et al. 2008). Additionally, probiotic supplementation of mothers 
in the last weeks before caesarian section led to expression changes of TLRs both in 
the placenta and in the exfoliated intestinal cells in the fetal meconium (Rautava et al. 
2012a). Recent whole-genome shotgun sequencing of placental microbiome pointed 
out similarity to communities rich in oral sites, such as tongue and tonsils (Aagaard 
et al. 2014). Conclusively the evidence encourage a major paradigm shift away from 
the sterile womb theory (Funkhouser and Bordenstein 2013). Similarly nonpathogenic 
viruses or archaea may be transferred from mother to child alongside their bacterial 
counterparts. As the microbes contribute 99% of all unique genetic information present 
in the human body, microbial transfer between mother and the fetus has been suggested 
to present an additional and important mechanism of genetic and functional change in 
human evolution, having wide implications on human health and disease in the modern 
era. (Funkhouser and Bordenstein 2013).
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3. AIMS OF THE STUDY

The overall goal of this PhD study was to investigate the cells of the immune system 
to better understand the immune responses and their regulation in human immune-
mediated diseases. All of the subprojects utilized modern high-throughput measurement 
technologies, such as microarrays and massively-parallel sequencing, on either in vitro 
differentiated human primary T cells or clinical blood samples collected from neonates 
and children.

The detailed aims of this thesis were:

1. To identify the kinetics and extent of IL-4 and STAT6 -mediated transcriptional 
response in human naïve CD4+ T cells in vitro polarized towards Th2 subtype (I)

2. To identify the mRNA transcripts differentially expressed in HLA-susceptible 
children during the autoimmune cascade towards clinical type 1 diabetes (II)

3. To elucidate the in utero induced gene expression differences in the umbilical cord 
blood of children born in environments with deviating standard of hygiene and 
infections (III) 
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4. MATERIALS AND METHODS

4.1 Sampling, cohorts and ethical considerations (I, II, III)

Umbilical cord blood for naïve CD4+ T cell isolation and differentiation (I) was collected 
from healthy neonates born in Turku University Hospital, Hospital District of Southwest 
Finland. Sampling from anonymous donors was performed under the permission of the 
Ethics Committee of Hospital district of South-West Finland. 

All the children in the study II were participants in the Finnish Type 1 Diabetes Prediction 
and Prevention Study (DIPP) (Kupila et al. 2001), where venous blood was drawn 
into PAXgene Blood RNA tubes (PreAnalytix) 1 – 4 times a year at the study clinic in 
Turku, Finland. Collection was approved by the Ethics Committee of Hospital district of 
South-West Finland. After sampling, the PAXgene Blood RNA tubes (PreAnalytix) were 
incubated for 2 hours at room temperature and then stored at −70 °C until analyzed. Islet 
cell autoantibodies (ICA), insulin autoantibodies (IAA) and autoantibodies to GAD, IA-2 
and ZnT8 were measured from all individuals. Of the 28 subjects in this study, nine were 
sampled starting before or at the time of the appearance of autoantibodies (seroconversion) 
(S1-5 and S7-10); cases S3, S6, S7, and S10 progressed to type 1 diabetes and the other six 
did not. The remaining 18 children (D1-18) were all sampled starting after seroconversion 
and all progressed to diabetes (D1-18). A persistently autoantibody negative control child 
was matched with each case, based on the date and place of birth, gender and HLA-DQB1 
genotype. In all, 356 blood samples (191 from seroconverters and TID children, and 165 
from healthy controls) were processed for genome-wide transcriptional analysis. 

In study III, the samples were collected as part of the international DIABIMMUNE 
consortium, aimed at testing the hygiene hypothesis in the development of autoimmune 
and allergic diseases. Umbilical cord blood was drawn into Tempus Blood RNA tubes 
(Applied Biosystems) from children born between January and May 2010 at the maternity 
unit of Jorvi hospital (Espoo, Finland; n=48), maternity units of Tartu and Põlva (Estonia; 
n=25), or two maternity departments in Petrozavodsk (capital of the Republic of Karelia, 
Russian Federation; n=40). Collection of cord blood samples was approved by the ethical 
committees of the participating hospitals and the parents gave their written informed 
consent. Samples were stored at −70 °C until analyzed. All newborn infants were full-term 
(>36 gestational weeks) and born vaginally. The HLA-DR-DQ genotypes related to type 
1 diabetes risk were determined with a lanthanide labelled oligonucleotide hybridization 
method as described previously (Hermann et al. 2003). The subjects were divided into four 
groups based on their HLA-associated risk for T1D (Peet et al. 2012). 
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4.2 Cord blood CD4+ cell isolation and culturing (I)

First, mononuclear cells were separated with Ficoll-Paque gradient centrifugation 
(Amersham Biosciences), after which CD4+ T cells were purified with magnetic beads 
(Dynal CD4 Positive Isolation Kit, Invitrogen) in accordance with the manufacturer`s 
recommendations. Naïve CD4+ cells were activated with plate-bound αCD3 (500 ng/24-
well culture plate well, Immunotech) and soluble αCD28 (500 ng/ml, Immunotech) at 
a density of 2−4 x 106 cells/ml of Yssel´s medium (Iscove modified Dulbecco medium, 
Invitrogen, supplemented with Yssel medium concentrate (Yssel et al. 1984), 1% human 
AB serum (PAA) and 100 U/ml Penicillin and 100 μg/ml Streptomycin (Sigma) at 37°C 
in 5% CO2. For Th2 cell polarization, IL-4 (10 ng/ml, R&D Systems) with or without 
αIL-12 (10 μg/ml, R&D Systems) was added to the culture. At 48 h, IL-2 was added (17 
ng/ml, R&D Systems) to all cultures. Thereafter cells were fed and divided every other 
day maintaining the polarizing conditions throughout the culture. All the cell cultures 
consisted of pooled cells from several neonates.

4.3 STAT6 knockdown with siRNAs and analysis of target genes with 
Illumina microarrays (I)

siRNAs (1.5 μg/4 x 106 cells, Sigma) were introduced into the freshly 
isolated CD4+ T cells with Nucleofector (program U-14, Amaxa Biosystems). 
Three replicate cultures were produced, using a different STAT6-
siRNA in each: #1 (5´- AAGCAGGAAGAACTGAAGTTT-3`), #2 (5`- 
GAATCAGTCAACGTGTTGTCA-3`) or #3 (5’-CAGTTCCGCCACTTGCCAAT-3’). 
The same non-targeting control-siRNA (5´- GCGCGCTTTGTAGGATTCG-3´) 
was used in every culture. After nucleofection the cells were rested for 24 h in 
RPMI (#R5886, Sigma) supplemented with 10% heat inactivated FBS (#C-37360, 
PromoCell), 2 mM L-Glutamine (#G7513, Sigma) and 50 U/ml Penicillin and 50 
μg/ml Streptomycin (#P0781, Sigma) at 37°C in 5% CO2. Thereafter, cell activation 
and culturing were performed as described above (4.2). For STAT6 target gene 
identification, cells were harvested at 12, 24, 48 or 72 h time point.

Total RNA was extracted (RNeasy Mini Kit, #74106, Qiagen) and treated in-column 
with DNase (RNase-Free Dnase Set, #79254, Qiagen) for 15 minutes. The sample 
preparation for the microarray hybridizations was performed at the Finnish Microarray 
and Sequencing Centre, Turku, Finland. Amplification for expression analysis was started 
from 100 ng total RNA with Illumina RNA TotalPrep Amplification kit (#AMIL1791, 
Ambion). RNA and cRNA concentrations were measured with a Nanodrop ND-1000 and 
quality controlled with an Experion electrophoresis station (BioRad). 1.5 μg of amplified 
and labeled samples was hybridized to Sentrix HumanWG-6 Expression BeadChips, 
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version 2 (#BD-25-112, Illumina) at 55ºC overnight according to Illumina Whole-
Genome Gene Expression Direct Hybridization protocol, revision A. Hybridization was 
detected with 1 μg/ml Cyanine3-streptavidine (#146065, Amersham Biosciences). Chips 
were scanned with Illumina BeadArray Reader and numerical results extracted with 
GenomeStudio v1.0 without any normalization.

4.4 Flow cytometry (I)

CRTH2-PE staining (#130-091-238, Miltenyi Biotech) was performed after one week of 
polarization and analyzed with LSR II flow cytometer (BD Biosciences) and CyflogicTM 
software (CyFlo Ltd, Finland). CRTH2 expressing cells were analyzed from the viable 
cell population, determined based on the forward and side scattering.

4.5 Western blotting (I)

Samples were first boiled in Triton-X sample buffer (50 mM Tris-HCl, pH 7.5; 150 mM 
NaCl; 0.5% Triton-X-100; 5% glycerol; 1% SDS), containing protease (#4693159001, 
Roche) and phosphates inhibitors (#8906738001, Roche). After adding 6x loading dye 
(330 mM Tris-HCl, pH 6.8; 330 mM SDS; 6% β-ME; 170 μM Bromophenol blue; 30% 
glycerol), equal amounts of samples were loaded on 10−12% SDS-PAGE gels, transferred 
to nitrocellulose membranes, and probed with antibodies: STAT6 (#611291, BD 
Biosciences), pSTAT6(Tyr641) (#9361, Cell Signaling Technology), GATA3 (#558686, 
BD Pharmingen), and GAPDH (#5G4, 6C5, HyTest). For detection and quantitation with 
infrared imaging system (Odyssey, LI-COR Biotechnology), the blocking and antibody 
hybridizations were performed in Odyssey blocking buffer (LI-COR), using Goat-anti-
Rabbit IRDye800CW (#926-32211, LI-COR) and Goat-anti-Mouse IRDye680 (#926-
32220, LI-COR) as secondary antibodies. The blots were scanned and quantified using 
the Odyssey Application Software (LI-COR, version 1.2.15).

4.6 STAT6 ChIP-seq with massively parallel sequencing (I)

CD4+ T cells were cultured in Th0 or Th2 polarizing condition for 1 and 4 h and freshly 
isolated Thp cells were used as a control. ChIP was performed as described previously 
(Li et al. 2003). The cells were sonicated using Bioruptor sonicator (Diagenode) to 
obtain chromatin fragments of 100−500 bp. 500 μg of sonicated chromatin was incubated 
with 10 μg of STAT6 antibody (M-20, Santa Cruz Biotechnology, Inc.) coupled to the 
magnetic beads (Dynal Biotech). The cross-links were reversed (65°C for 12 h) and 
DNA was treated sequentially with Proteinase K and RNase A, and purified (QIAquick 
PCR purification kit, Qiagen). The library preparation was performed according to the 
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Illumina recommendations by Fasteris Life Sciences, Switzerland. Sequencing was 
performed on Illumina Genome Analyzer GAII producing from 4 to 5.2 million reads 
per sample.

4.7 RT-PCR analysis of STAT6 ChIP-seq target genes (I)

Ten Th2-specific STAT6 Chip-seq sites were selected for kinetic analysis of STAT6 
binding. ChIP followed by qPCR was performed using Universal ProbeLibrary 
probes (Roche Applied Science) and custom ordered oligos designed with Universal 
ProbeLibrary Assay Design Centre (Roche) or with FAM (reporter), TAMRA (quencher) 
double labeled probes in 10 μl reaction volume of AbsoluteTM QPCR ROX Mix (Thermo 
Scientific). Amplification was monitored with an Applied Biosystems 7900HT Fast Real-
Time PCR System (15 min enzyme activation and 40 cycles of 15 s 95ºC, 1 min 60ºC). 
The percent of Input values were calculated with the following equation: 100*2^(Input 
- Ct (ChIP)), in which Input value was adjusted to 100%. GATA3 and IFNg regions were 
used as negative controls. The table of primers and probes is presented in article (I), 
Supplemental experimental procedures.

4.8 Kinetic analysis of IL-4 target genes with Affymetrix microarrays (I)

For transcriptional profiling of IL-4 targets, the samples were cultured as described 
above (Section 4.1) and cells were harvested at 0.5, 1, 2, 4, 6, 12, 24, 48 and 72 h. 
Cells without any treatments were collected as 0 h controls. Three replicate cultures 
were performed. Total RNA was extracted (RNeasy Mini Kit, #74106, Qiagen) with 
an in-column DNase (RNase-Free Dnase Set, #79254, Qiagen) treatment step for 15 
minutes. The subsequent sample treatments were performed at the Finnish Microarray 
and Sequencing Centre, Turku, Finland. Amplification was started from 100 ng of 
total RNA using the Affymetrix Two-Cycle cDNA Synthesis Kit (P/N 900432), and 
cDNA/cRNA synthesis reactions and sample cleanup steps were performed according 
to Affymetrix GeneChip Expression Analysis Technical Manual. 15 μg of biotinylated 
and fragmented cRNA was hybridized to Affymetrix GeneChip Human Genome U133 
Plus 2.0 arrays overnight (16−18 hours) at 45ºC. GeneChips were washed and stained 
in the Affymetrix Fluidics Station. GeneChips were scanned using the GeneChip 
Scanner 3000 with an AutoLoader. Of the 54 hybridizations, two were excluded from 
further data analysis based on the compromised quality of the samples (Th0 4 h and 
Th2 6 h).
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4.9 RNA isolation and microarray analysis of whole-blood samples (II, 
III)

4.9.1 RNA isolation from PAXgene RNA tubes (II)
Total whole-blood RNA was extracted from the samples using PAXgene Blood RNA 
kit (Qiagen), and RNA quality and quantity was determined using a NanoDrop ND-
2000 (Thermo Scientific) and Experion Automated Electrophoresis System (Bio-Rad 
Laboratories). Each sample was hybridized in duplicate both on Affymetrix and Illumina 
arrays according to the manufacturer´s instructions.

4.9.2 RNA isolation from Tempus RNA tubes (III)
Total whole-blood RNA was extracted from the samples using a Tempus Spin RNA 
isolation kit (Applied Biosystems) according to the manufacturer’s instructions. RNA 
quality and quantity was determined using a NanoDrop ND-2000 (Thermo Scientific) 
and Experion Automated Electrophoresis System (Bio-Rad Laboratories). 

4.9.3 Microarray analysis of whole-blood samples (II, III)
For Illumina arrays (II), RNA was processed with RiboAmp OA 1 round RNA 
amplification kit (case-control pairs S1-S6, Applied Biosystems/Arcturus) or Ovation 
RNA amplification system v2 including the Ovation whole blood reagent (case-control 
pairs S7-S10 and all type 1 diabetes case-control pairs, NuGEN Technologies) and 
hybridized to Illumina Sentrix human WG6 v2 expression bead chips (seroconverted 
case-control pairs) or Illumina Human HT-12 Expression BeadChips, version 3 (type 
1 diabetes case -control pairs). For Affymetrix arrays (II, III), 50 ng of total RNA was 
processed to cDNA with Ovation RNA amplification system v2, including the Ovation 
whole blood reagent (NuGEN Technologies). The amplified cDNA was subsequently 
biotin-labelled and fragmented with Encore biotin module (NuGEN Technologies). 
Samples were hybridized to GeneChip Human Genome U219 array plate (Affymetrix) 
in accordance with the manufacturer´s protocols for using the GeneTitan Hybridization, 
Wash and Stain Kit for 3’ IVT Array Plates (Affymetrix). A GeneTitan MC Instrument 
(Affymetrix) was used to hybridize, wash, stain, and scan the arrays. The probe cell 
intensity data was summarized with Affymetrix GeneChip Command Consol 3.1.

4.10 DNA isolation and Immunochip hybridization (II)

Genomic DNA was extracted from whole blood using the salting-out method (Miller et 
al. 1988). Thereafter, samples were processed at the Department of Genetics, University 
Medical Centre Groningen (The Netherlands). The DNA quality and concentration 
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was measured by fluorescence in the Synergy HT Multi-Mode Microplate Reader 
(Biotek) using the PicoGreen® dsDNA quantitation assay (Invitrogene) according to the 
manufacturer’s instructions. Samples were diluted appropriately to a final concentration 
of 50 ng/μl and measured with a NanoDrop 2000c (Thermo Scientific). 200 ng of genomic 
DNA was amplified, enzymatically fragmented and hybridized onto the Human Immuno 
BeadChips (Illumina) at 48°C overnight (20 h) according to the Illumina’s Infinium HD 
Ultra Assay protocol. The staining of the arrays was performed using the Freedom EVO 
100 robot (Tecan) and scanned with the iScan Reader (Illumina). Bead intensity data was 
analysed using the Genotyping Module version 1.9.4 of Genome Studio version 2011.1 
(Illumina).

4.11 Data analysis and mining (I, II, III)

4.11.1 Analysis of STAT6 target genes (I)
The microarray data were quantile-normalized and log2-transformed in each experiment 
using the Bioconductor affy package. IL-4-regulated genes were first identified by 
determining significant expression changes between the matched Th2- and Th0-
measurements (same time point and culture) over the three replicate control-siRNA 
experiments. Linear modeling with moderated F- and t-statistics (Bioconductor limma 
package) was applied. Genes with a FDR <0.05 in the overall F-test and at least in one 
of the t-tests for the individual time points were defined as changed (Benjamini and 
Hochberg 1995). The effect of STAT6 knockdown on the IL-4-regulated genes was then 
assessed using the statistic Th2/Th0 - sTh2/sTh0, where Th2/Th0 and sTh2/sTh0 denote 
the signal log-ratios between the matched Th2- and Th0-measurements in the control 
and knockdown data, respectively. Consistent IL-4- and STAT6 regulation across the 
three biological repeats was identified using the moderated F- and t-statistics at a FDR 
<0.05, similarly as above.

4.11.2 STAT6 ChIP-seq data analysis (I)
The reads were aligned to the human reference genome (NCBI v36) using the SOAP 
software (Li et al. 2008b). Only uniquely mapped reads were retained (~3 million 
reads per sample). Potential binding regions were identified based on their enrichment 
for reads at FDR <0.05 using the FindPeaks software (version 3.1.9.2) following the 
recommendations in the FindPeaks manual (Fejes et al. 2008), which showed, on 
average, the best peak detection performance in this particular dataset (Laajala et al. 
2009). To further remove potential false positives due to non-uniform background, a 
minimum of 10-fold enrichment of reads in the Th2 sample relative to the corresponding 
location in the Thp sample was required. Moreover, Th2-specific peaks that additionally 
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showed at least a 2-fold read enrichment in the Th2 sample relative to the corresponding 
Th0 sample were considered as the final set of IL-4-mediated STAT6 binding sites.

4.11.3 IL-4 target gene analysis (I)
The microarray data were quantile-normalized and log2-transformed using the Bioconductor 
affy package. IL-4-regulated genes were identified by determining significant expression 
changes between the matched Th2- and Th0-measurements (same time point and culture) 
over the three replicate cultures. The probe-level expression change averaging procedure 
PECA (Elo et al. 2005) was applied together with linear modeling (Bioconductor limma 
package). The probe-level estimates of the moderated F- and t-statistics were summarized 
into probeset-level values using the Tukey biweight average and the significance of 
an expression change was determined based on the analytical p-value of the estimated 
probeset-level statistic. Probesets with p <0.05 in the overall F-test and further at least in 
one of the t-tests for the individual time points were defined as changed.

4.11.4 Identification of genes and pathways differentially regulated during the 
development of type 1 diabetes (II)

The gene expression microarray data were preprocessed using the RMA procedure for 
the Affymetrix data and the quantile normalization procedure for the Illumina data using 
R/Bioconductor (Gentleman et al. 2004). Differentially expressed genes were identified 
by comparing subjects with their matched healthy controls. Since the follow-up series 
are not fully synchronized in time between the different individuals, a similar approach 
as in Elo et al. 2010 and Huang et al. 2001 that avoids the need of a direct alignment 
was applied. More specifically, for each individual, the expression intensity value of a 
particular probe/probeset x at each time point was given a z-score, defined as z=(x-m)s-1, 
where m is the mean and s is the standard deviation calculated using all the time points 
in the matched control time series. Such z-scores penalize those probes/probesets that 
have high variability in the control series.  To identify significant up- or down-regulation 
across the individuals, the rank product algorithm was applied to case-wise maximum/
minimum z-scores. Genes with false discovery rate (FDR) below 0.05, estimated as the 
percentage of false positive predictions (pfp), were considered as differentially regulated. 
To focus on type 1 diabetes- or seroconversion-specific changes the same procedure was 
applied to the data after swapping the case and control pairs. Only those probes were 
retained that did not pass the criterion FDR <0.05 in the swapped analysis. The aim of 
the swapping procedure was to exclude from further analyses such non-diabetes-related 
changes that were similarly detected also in the controls. 

Finally, the findings from Affymetrix and Illumina arrays were compared, and genes 
showing concordant changes were regarded as final, validated findings (II, Supplementary 
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Tables 2 and 3). Additionally, the genes were required to be determined as present in 
more than 50% of all individuals (at least in one sample per individual) using a two-
component Gaussian Mixture model for the Affymetrix data and detection p-values for 
the Illumina data. Affymetrix and Illumina data were combined using the gene symbols 
provided by IPA. To combine the data from the Illumina WG-6 v2 and HT-12 arrays, the 
probes between the array types were matched based on their sequence similarity. Seventy 
percent of the probes in Human WG-6 v2 array had remained completely identical to 
the corresponding probes in the Human HT-12 arrays. In addition, 6% of the probes 
were mapped by requiring a minimum sequence overlap of 25/50 consecutive bases (one 
mismatch allowed). The probes also had to target the same gene according to annotation. 
The remaining 24% of the probes were excluded from the analyses, for which the WG-6 
v2 and HT-12 data needed to be combined. 

In order to identify transcripts active in different phases of the autoimmune process, 
the rank product method was applied to find differentially expressed genes between the 
cases and their controls in five time-windows (II, Figure 1). The division was based on 
the maximal sample representation in each time-window. Inside each time-window, the 
fold change between the case and the matched control was calculated using linear inter/
extrapolation. More specifically, the control sample series were matched to the time 
points of the case sample series. For the time points which were inside the range of real 
control time points this was performed by linear interpolation. For the time points needed 
outside this range, the expression values were approximated by constant extrapolation 
(set equal to the closest real measurement). Genes with false discovery rate (FDR) below 
0.05 were considered differentially regulated. Additionally, the genes were required to 
be determined as present, as described above. The findings validated with all array types 
(as described above) were regarded as changed. 

In addition, a comparison was made between those seroconverted children (cases S3, 
S7 and S10) who had later progressed to type 1 diabetes, and those who have not been 
diagnosed with type 1 diabetes to-date. An unpaired two group rank product analysis 
was performed for the case-control ratios to compare the affected and the unaffected 
cases. The analysis was performed for three time-windows: before seroconversion, at 
seroconversion, and 6−18 months after seroconversion. 

4.11.5 DAVID pathway analysis (II)
The functional annotation tool DAVID (Database for Annotation, Visualization and 
Integrated Discovery) was used to identify enriched biological pathways (BBID, 
BioCarta, KEGG, Panther, Reactome) among the regulated genes (Huang da et al. 
2009a, Huang da et al. 2009b). Pathways with FDR below 20% were reported (modified 
Fisher’s exact test). 
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4.11.6 Transcription binding motif analysis (II)
Overrepresented transcription factor binding sites in the promoter regions (± 2 kilobases 
around the transcription start site) of the regulated genes were identified using the 
transcription factor target sets in the Molecular Signatures Database (MSigDB) 
(Subramanian et al. 2005). Binding sites with p-value below 0.05 were reported 
(hypergeometric test).

4.11.7 Transcription module analysis (II)
A module based method modified from Chaussabel et al. (2008) was used to survey 
coordinately expressed sets of genes (modules) functionally annotated with literature 
search. The gene symbols belonging to each module were downloaded from www.biir.
net/modules, and differentially expressed genes not belonging to any of the modules 
presented in Chaussabel et al. (2008) were excluded from the analysis. The significance 
of overlap of each of the 28 modules with each list of differentially expressed genes was 
calculated using Fisher’s exact test. Modules up- or downregulated with the Benjamini-
Hochberg corrected p-value below 0.05 were visualized in the module maps with red or 
blue (up- and downregulation, respectively), the intensity of the color corresponding to 
the percentage of the regulated probesets that belong to the module. 

4.11.8 Immunochip data analysis (II)
NCBI build 36 (hg18) mapping was used (Illumina manifest file Immuno_
BeadChip_11419691_B.bpm) for SNP mapping. A cluster set based on 196,524 
autosomal and X-chromosome variants was applied to all samples. Quality control of the 
data and linkage disequilibrium (LD) pruning was performed using PLINK v1.07 (Purcell 
et al. 2007). First, non-polymorphic markers (N-17216) and markers with duplicated rs 
identifiers (N-864) were removed. Next, samples with a call rate below 95%, as well 
as SNPs with a call rate below 98% were excluded. Markers were excluded when they 
deviated from Hardy- Weinberg equilibrium in controls (p < 0.0001). Due to the sample 
size the focus was set on common markers and thus SNPs with minor allele frequency 
below 10% were removed (N=80,259). Finally the dataset was pruned based on LD 
between markers (r2>0.8). The final dataset comprised 30,463 SNPs. The effects of 
SNPs on gene expression were surveyed within 250 kb to both directions from each 
differentially expressed gene (case-wise max/min), using Affymetrix gene coordinates. 
A linear model was fit for genotype ~ gene expression and a p-value was calculated 
for the null hypothesis that genotype has no effect on gene expression (slope = 0). A 
Benjamini-Hochberg correction was applied for the p-values and effects with FDR < 
0.05 were considered significant (II, Supplementary Table 7). The SNPs and their proxies 
r2 > 0.8 that had an eQTL effect on the differentially expressed genes were searched for 
associations with autoimmune diseases in GWA studies, as listed in (Ricaño-Ponce and 
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Wijmenga 2013) and/or T1Dbase (Burren et al. 2011). The proxies for these SNPs were 
found based on HapMap3 (release 2) and 1000 Genomes in the CEU population panel 
by using SNP annotation and proxy search (http://www.broadinstitute.org/mpg/snap/
ldsearch.php).

4.11.9 Identification of genes differentially regulated in cord blood of children 
born in Finland, Estonia, and Russia (III)

The intensity data was pre-processed using robust multi-array averaging (RMA) (Irizarry 
et al. 2003). The absent call filtering for Affymetrix U219 arrays was performed by 
determining the threshold value empirically for each sample, as described by (Lee et 
al. 2010a). A two-component Gaussian Mixture model was fitted for the non-control 
probe sets of each chip with an Expectation Maximization algorithm, which was 
implemented using the mixtools-package in R (Benaglia et al. 2009). The assumption is 
that each component of the distribution would correspond to a different source of signal 
(background and true expression). A probe set was filtered out if it was absent in at least 
50 % of the samples from Espoo, Tartu and Petrozavodsk.

As the Espoo and Tartu RNA samples were hybridized to array plates in December 2011 
- January 2012 and the Petrozavodsk samples in March 2013, the differences between 
Petrozavodsk and the other areas was confounded by a batch effect. In order to correct 
for this, 16 samples (eight from Petrozavodsk, four from Espoo and four from Tartu) 
were re-hybridized on the same Affymetrix U219 platform. The batch correction was 
made by applying the ComBat analysis method (Johnson et al. 2007), which implements 
an empirical Bayes framework to adjust for the batch effect. 

Differential expression was detected by using the R Bioconductor (Gentleman et al. 
2004) package Limma (Smyth 2004) to fit a linear model and compute a moderated 
t-statistic for each present probe set for all three comparisons: Espoo vs. Petrozavodsk, 
Tartu vs. Petrozavodsk and Espoo vs. Tartu. Gender, pregnancy week, month of birth 
and HLA risk class were included as confounding factors in the model. A probe set was 
deemed differentially expressed if its Benjamini-Hochberg-corrected p-value, estimated 
by the false discovery rate (FDR), was lower than 0.01. 

4.11.10 Ingenuity Pathway Analysis (I, II, III)
Ingenuity pathway analysis (IPA, Ingenuity Systems, www.ingenuity.com) was used in 
annotation of the microarray expression data, as well as for categorization of the genes 
according to their functional class and cellular location (I, Figure 1D-E and Tables S1, 
S4-5, S7-8; II, Figure 2B and Supplementary tables 2-4 and 6-7; III, Table S2). In article 
I, hypergeometric test was used to analyze the statistical significance of the enrichments. 
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In article III, molecular pathway enrichment was tested using the Ingenuity Pathway 
Analysis (Ingenuity Systems, www.ingenuity.com) core analysis tool. 

4.11.11 Differentially expressed genes with functions related to the innate 
immunity responses (II, III)

The human genes with literature-annotated function in the innate immunity were 
downloaded from www.innatedb.org (Breuer et al. 2013). The enrichment of these genes 
among the differentially expressed genes was calculated using Fisher’s exact test and the 
p-values were corrected with the Benjamini-Hochberg method. 

4.11.12 Developmental regulation of gene expression (III)
Two recent studies report transcriptomic changes in 1-year-old infants and newborn 
infants. Martino et al. (2012) studied LPS induction in mononuclear cells at birth and at 
1 year of age. They reported 549 genes that were differentially expressed between these 
age groups. The enrichment of these genes among the differentially expressed genes 
identified in the study (III) was calculated using Fisher’s exact test and the Benjamini-
Hochberg-corrected p-values are reported in Table S3 in the and Figure 4.

Wynn et al. (2011) performed whole blood transcriptomics upon bacterial sepsis infection 
in different age groups of children relative to healthy control children. Preprocessed 
and normalized microarray data sets were downloaded from Gene Expression Omnibus 
(GSE26440 and GSE26378) and samples that were from neonates (age < 1 month) or 
from infants (0.5 years < age < 1.5 years) were picked for father analysis. In both age 
groups, approximately one third of these samples were from healthy controls and two 
thirds were from patients with bacterial sepsis. Up- and downregulated genes between 
neonates and infants were identified by fitting a linear model and computing a moderated 
t-statistic for each probe set (Smyth 2004), taking health status (sepsis/healthy) and 
survival as confounding factors in the analysis. There were 2205 genes that were 
identified as upregulated and 1432 genes downregulated in the older infants compared 
to the neonates. The enrichment of these genes among the differentially expressed genes 
identified in the study (III) was calculated using Fisher’s exact test. The Benjamini-
Hochberg-corrected p-values are reported in Table S3 and Figure 4.

4.12 Data accession (I, II, III)

The gene expression and ChIP-seq data discussed in this Ph.D. thesis are accessible 
through GEO SuperSeries accession numbers GSE18017 (I), GSE30211 (II), and 
GSE53473 (III).
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5. RESULTS

5.1 Identification of IL-4 and STAT6-mediated transcriptional 
programme of Th2 cell polarization (I)

To identify the kinetics and extent of IL-4 and STAT6 -mediated transcriptional response 
in human naïve CD4+ T cells in vitro polarized towards the Th2 subtype, siRNAs 
and STAT6 chromatin immunoprecipitation coupled with microarray and sequencing 
measurements were employed. 

All three of the STAT6 targeting siRNAs severely attenuated Th2 polarization, as was 
indicated by the reduction of GATA3 and G protein-coupled receptor 44, a human 
specific Th2 cell marker (better known as chemoattractant receptor homologous 
molecule expressed on T helper type 2 cells, CRTH2), even after 1 week of culture in 
Th2 polarizing conditions (I, Figure 1A-B). At the genome-wide level, 453 individual 
IL-4 regulated genes were affected by decreased STAT6 expression (I, Table S1), and 
the proportional effect varied along the polarization process, being on average 40% of 
the IL-4 regulated genes at 12h, and more than 80% at 48h (I, Figure 1C). The effect of 
the STAT6 knockdown was significantly larger among the IL-4-upregulated than among 
the IL-4-downregulated genes (I, Figure 2B), suggesting that STAT6 primarily drives the 
activation of transcription, whereas downregulation would mainly remain a downstream 
effect after IL-4 stimulation. The broad functional distribution of the identified 
target genes and their localization throughout all cellular compartments reflected the 
fundamental role of STAT6 in the global regulation of the Th2 cell phenotype (I, Figure 
1D-E). A literature search for the identified STAT6-regulated genes indicated that only 
6% had been recognized as STAT6 target genes in earlier studies, either in human or 
mouse T or B cells (at the time of the publication; I, Table S1) (Ahn et al. 2009, Arpa 
et al. 2009, Büttner et al. 2004, Chen et al. 2003, Filen et al. 2008, Gabay et al. 1999, 
Hebenstreit et al. 2003, Kim et al. 2006, Kurata et al. 1999, Lund et al. 2007, McGaha et 
al. 2003, Ohmori et al. 1996, Schaefer et al. 2001, Schroder et al. 2002, Yang et al. 2005, 
Zhang et al. 2000, Zhu et al. 2002).

To identify the genes regulated by STAT6 directly (through DNA binding) and indirectly 
(through downstream effectors), chromatin immunoprecipitation with a STAT6 antibody 
was performed at 1h and 4h of Th2 polarization, after which the STAT6 bound DNA 
sequences were identified with massively parallel sequencing (ChIP-seq). In response to 
IL-4 a total of 508 genes were bound by STAT6 within 10 kb of the transcription start 
or end site (I, Table S2). The RNAi data indicated that STAT6 preferentially bound to 
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the IL-4 and STAT6 upregulated genes. Across the timepoints measured, 20‒28% of the 
IL-4 upregulated STAT6 target genes were also bound by STAT6, whereas only 4-9% 
of the IL-4 downregulated genes were discovered as direct STAT6 targets (I, Figure 2C 
and Figure S2C). One of the four STAT6 consensus motifs (Hebenstreit et al. 2006) was 
present in 85% of the identified peaks (I, Figure 2D), and STAT6 bound sites were enriched 
at the transcription start site (I, Figure 2E). Sixtysix percent of the binding sites were 
intragenic, the first two introns being the most common (I, Table S3). Still, almost 10% 
of the identified STAT6 binding sites were more than 100 kb away from any known gene. 

In order to study the detailed kinetics of IL-4 mediated transcriptional changes, 
undisturbed naive cells were polarized towards the Th2 phenotype and samples for 
genome-wide transcriptomics profiling were collected at dense intervals between 
0.5h and 72h (I, Figure 3A). In total, 640 genes were upregulated and 460 genes were 
downregulated by IL-4 at one or more time points (I, Table S4). Clustering of the data 
demonstrated that IL-4 first induces transient changes in gene expression, followed by 
the stable Th2 cell signature profile (I, Figure 3B and Table S5). Summary of the IL-4 
mediated transcriptional effects (I, Figure 3A) revealed that Th2 polarization is first 
dominated by gene upregulation (0.5‒4h), followed by a period of gene downregulation 
(6‒72h). The upregulated genes were significantly enriched with direct STAT6 targets 
(ChIP-seq) already at 0.5 hr, whereas the enrichment among the downregulated genes 
was detected only at later time points and at weaker significance levels.

To explore the regulation of indirect STAT6 target genes (affected by RNAi but not 
directly bound), a transcription factor binding motif search was performed for the 
sequences 10 kb upstream from the transcription start site of these genes. Notably, the 
STAT6 binding motif could not be found enriched among the indirectly regulated genes, 
further indicating these genes to be secondary or atypical targets of STAT6. Instead, 
STAT5A homotetramer motif was among the most significantly enriched motifs (I, Table 
S6). Comparison of the indirect STAT6 genes to the STAT5A ChIP-seq hits from mouse 
Th2 polarized cells, sampled at 8 and 13h (Liao et al. 2008), revealed a statistically 
significant overlap at both timepoints, suggesting that STAT5A might be a downstream 
regulator of the STAT6 target genes. 

Overall the transcription factor kinetics followed the trends of the IL-4 stimulation, as 
the IL-4-mediated upregulation of this functional category occurred between 0.5 and 4h 
of polarization, whereas the downregulation happened later at 6h and onwards (I, Figure 
5A and Figure S4). To build a comprehensive transcription factor network controlling 
the Th2 polarization under IL-4 and/or STAT6, the top IL-4 induced transcription factors 
were divided into four groups: (1) STAT6-independent, (2) putative STAT6 targets, (3) 
STAT6-dependent primary targets, and (4) STAT6-dependent secondary targets (I, Figure 
5B). The STAT6-independent arm included XBP1 and NCOA3, although in mouse B 
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cells these have been demonstrated to be regulated by STAT6 (Schroder et al. 2002). 
LRRFIP1, one of the earliest transcription factors induced by IL-4, was identified as a 
putative STAT6 target bound by STAT6 in the ChIP-seq experiment, but not detected as 
STAT6-regulated in the RNAi experiments. Three transcription factors, BATF, EPAS1 
and RUNX1, were directly regulated by STAT6. The STAT6-dependent but indirect arm 
included upregulated GATA3, GFI1, and NFIL3, as well as downregulated BHLHE40, 
ID3, IRF8, and STAT1. This core set of transcription factors was then expanded using 
a pathway analysis tool to include known transcription factor interactions (I, Figure 
5C). The identified interaction neighbourhood included several factors determining the 
different CD4+ T cell fates, e.g. all the STAT family members.

5.2 Identification of gene expression changes associated with the 
pathogenesis of type 1 diabetes (II)

To identify the mRNA transcripts differentially expressed in HLA-susceptible children 
during the autoimmune cascade towards clinical type 1 diabetes, genome-wide 
microarray data describing longitudinal whole blood samples from 10 children sampled 
at the time of developing T1D-associated autoantibodies (seroconversion, S1-10), and 
18 children sampled before the onset of clinical T1D (D1-18), were compared to the data 
obtained from time and place of birth, gender, and HLA risk genotype matched healthy 
control children.

When the transcriptional profiles of seroconverted children (S1-10; II, Table 1) were 
compared to their matched healthy controls, 109 unique genes were differentially 
expressed (false discovery rate, FDR<0.05; II, Supplementary Table 2), with 66% of 
genes being upregulated and 34% downregulated. Genes residing in the genomic type 
1 diabetes susceptibility loci (T1Dbase, Burren et al. 2011) included the upregulated 
oncostatin M (OSM) and the downregulated killer cell lectin-like receptor subfamily B 
member 1 (KLRB1) (II, Supplementary Figure 1). The upregulated genes were enriched 
in the retinoic acid inducible gene 1 (RIG-I)-like receptor signaling pathway involved in 
recognizing viral dsRNA (II, Supplementary Table 2). 

Altogether, 12 unique transcription factor genes, as annotated by the Ingenuity Pathway 
Analysis (IPA) knowledge base, were differentially regulated in the seroconverted 
children (II, Supplementary Table 2). Analysis of known gene and protein interactions 
among these transcription factors and other genes in the dataset using the IPA network 
neighborhood tool showed that interconnected interferon regulatory factors 5 and 7 (IRF5 
and IRF7) had several co-regulated network partners (II, Figure 2B and Supplementary 
Figure 1). Additionally, IRF7 binding sites were enriched among the promoters of the 
upregulated genes (P=0.000309; II, Figure 2A and Supplementary Table 2). Both IRF5 
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and IRF7 are highly expressed in lymphoid tissues and drive the activation of a wide 
range of antiviral genes. Target genes in the identified network (Figure 2B) included the 
DEAD box protein 58 (DDX58, better known as Retinoic acid inducible gene 1, RIG-I), 
which codes a helicase involved in viral double stranded RNA recognition, as well as 
type 1 diabetes associated 2’-5’-oligoadenylate synthetase (OAS1), which codes for an 
enzyme involved in activating RNAse L, resulting in viral RNA degradation. 

A comparison of the samples obtained from the 18 T1D progresses (D1-18; II, Table 
1) to their matched controls revealed 472 differentially expressed genes (FDR<0.05; 
II, Supplementary Table 3). Notably, gene expression was suppressed, as 73% of the 
differentially regulated genes in the progressors were downregulated. The upregulated 
genes residing in the genomic type 1 diabetes susceptibility loci (T1Dbase, Burren et 
al. 2011) included the TRAF-type zinc finger domain containing 1 (TRAFD1) and the 
signal transducer and activator of transcription 2 (STAT2). In contrast, the diabetes-
associated grancalcin (GCA) and the von Hippel-Lindau binding protein 1 (VBP1) 
were downregulated. (II, Supplementary Figure 1). The top downregulated pathways 
were related to immune system signaling, blood coagulation and complement (II, 
Supplementary Table 3).  

To identify transcripts that are active in different phases of the diabetic disease, the 
data was divided and analyzed separately within five time-windows (II, Figure 1). The 
number of samples available in each time-window is summarized in Figure 3 (I). In 
the time-windows before, at, or 6−18 months after seroconversion, 124, 33, and 551 
genes were identified as differentially expressed (FDR<0.05), respectively, and only 
14 genes were common to all three time windows (II, Figure 3A and Supplementary 
Table 4). During the intervals of 1−2 years before clinical diagnosis and at clinical 
diagnosis, 388 and 211 genes were differentially expressed between the progressors 
and controls, with 125 common genes (II, Figure 3B and Supplementary Table 4). The 
two latest time-windows overlapped with 47 genes that were differentially expressed 
before seroconversion (II, Figure 3B). Different time windows showed enrichment 
of genes bearing different transcription factor binding sites, for example IRF and/or 
STAT binding sites were enriched in genes upregulated before seroconversion, and 
in the interval between seroconversion and diagnosis (II, Supplementary Table 4). 
The overall suppression of the ribosomal proteins was represented by downregulated 
pathways named ribosome, metabolism of proteins, and 3`-UTR mediated translational 
regulation (II, Table 2 and Supplementary Table 4). In addition, by utilizing a whole-
blood sample data analysis tool (Chaussabel et al. 2008) that searches for the presence of 
predefined groups of coordinately expressed transcripts (functionally related, literature-
annotated modules), the changes in transcriptional signatures were observed to be 
not stable but dynamic relative to different stages of type 1 diabetes pathogenesis (II, 
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Figure 4 and Supplementary Table 5). For example the cytotoxic cell module (M2.1) 
was first downregulated at the earliest time-window, but then induced at the time of 
clinical diagnosis. This module included killer cell lectin like receptors subfamily D and 
F member 1 (KLRD1, KLRF1) that are expressed on natural killer (NK) cells, as well as 
granulysin (GNLY) that is expressed by both cytotoxic T cells and NK cells. However, a 
module consisting of interferon-induced transcripts (M3.1), including the antiviral OAS1 
and DDX58 (described previously), constantly showed changes at almost every stage of 
the development of type 1 diabetes. 

Finally, a separate time-window analysis was performed for the seroconverted children 
who later progressed to clinical type 1 diabetes (cases S3, S6, S7 and S10; II, Table 1) 
compared to seroconverted children who have remained non-diabetic for at least 73 
months. For cases S3, S7, and S10, data before, at, and 6−18 months after seroconversion 
were available. Before seroconversion, nine genes were identified as differentially 
regulated (FDR<0.05; II, Supplementary Table 6). At seroconversion and 6−18 months 
after seroconversion the difference had increased to 13 and 54 genes, respectively. One of 
the genes showing constant and high upregulation in the progressors was Ribonuclease, 
RNase A family, 2 (RNASE2, also known as eosinophil-derived neurotoxin, EDN; II, 
Figure 5). It encodes a secreted protein with several immunomodulatory functions. The 
ribonucleolytic activity of RNASE2 plays an important role in eosinophil-mediated 
antiviral activity against single-stranded RNA viruses. RNASE2 is an endogenous TLR2 
ligand (Yang et al. 2008) that could play a role in the induction of interferons. Most 
interestingly, RNASE2 expression has been reported to be upregulated in the PBMCs of 
patients with autoimmune diseases, such as rheumatoid arthritis (RA) (Bovin et al. 2004) 
and systemic lupus erythematosus (SLE) (Bennett et al. 2003). 

In order to study the effect of possible single nucleotide polymorphisms (SNP) as the cause for 
the detected expression differences, DNA samples from the subjects were genotyped using 
the Immunochip SNP array (Illumina) (Cortes and Brown 2011). Using representative (LD 
pruned) SNP markers residing inside a window of +-250 kb around the gene coordinates, 
118 differentially expressed genes had a cis eQTL (cis acting expressed quantitative trait 
loci) effect with 1-54 SNPs per gene (FDR<0.05; II, Supplementary Table 7). Comparison 
to eQTLs recently identified in whole-blood from 5311 individuals (Westra et al. 2013) 
validated 27% of the detected cis effects (II, Supplementary Table 7).  Fourteen of the 
identified eQTL genes (the identified SNPs or their proxies r2>0.8), such as Histone cluster 
1 H2bd (HIST1H2BD), have also been associated with autoimmune diseases in GWAS, 
as listed in (Ricaño-Ponce and Wijmenga 2013) and/or the T1Dbase (Burren et al. 2011) 
(II, Supplementary Table 7). Interestingly, eQTL effects were found with SNPs adjacent 
to  IRF5, OAS1, OAS2, DDX58, Transporter 2 ATP-binding cassette sub-family B (MDR/
TAP) (TAP2), Indoleamine 2,3-dioxygenase 1 (IDO1) and Leukocyte immunoglobulin-
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like receptor subfamily A (with TM domain) member 5 (LILRA5), which were identified 
as the core of the central interferon stimulatory network in the seroconverted individuals 
(II, Figure 2B). Previously, SNPs overlapping the TAP2 gene residing in the human MHC 
locus have been associated with type 1 diabetes in several studies (Caillat-Zucman et al. 
1992, Penfornis et al. 2002) and the IRF5 polymorphisms have been connected to SLE, 
RA, and inflammatory bowel disease (IBD) (Dideberg et al. 2007, Sigurdsson et al. 2005, 
Sigurdsson et al. 2007). 

5.3 Gene expression changes in the cord blood of newborns affected by 
the standard of living and hygiene (III)

To elucidate the in utero induced gene expression differences in the umbilical cord blood 
of children born in environments with deviating standards of hygiene and infections, 
umbilical cord blood RNA samples were collected from newborn infants born in Espoo, 
Finland (n=48), Tartu, Estonia (n=25), and Petrozavodsk, Republic of Karelia, Russian 
Federation (n=40), hereafter called Espoo, Tartu, and Petrozavodsk, and processed for 
genome-wide microarray analysis.

A majority of the differences in the cord blood transcriptomes were observed between 
Espoo and Petrozavodsk (3442 probesets, FDR below 0.01; III, Figure 2). The umbilical 
cord blood transcriptome of infants born in Tartu was more similar to that of infants born 
in Espoo (only 130 differentially regulated probesets), than to that of infants born in 
Petrozavodsk (1655 probesets). At the pathway level (III, Table 2), genes associated with 
B cell receptor signaling, such as CD79B coding for Ig-beta protein of BCR and PAX5 
coding for essential transcription factor for B cell lineage commitment, were suppressed 
in Petrozavodsk. Conversely, pathways associated with FLT3 activity (FLT3 signaling 
in hematopoietic stem cells and Acute myeloid leukemia signaling) were suppressed in 
Espoo and Tartu when compared to Petrozavodsk. 

Altogether there were 899 similarly regulated genes when Espoo and Tartu were 
compared to Petrozavodsk (III, Figure 2). These included ZFP36L1 and PTCRA, both 
highly upregulated in Espoo and Tartu vs. Petrozavodsk and associated with functions of 
immature immune cells (III, Figure 3A-B). ZFP36L1 codes for a RNA-binding protein 
involved in various steps of mRNA processing. It is mainly expressed in lymphoid and 
myeloid hematopoietic lineages, and has been shown to inhibit both erythroid and plasma 
cell differentiation by targeting Stat5b and BLIMP1, respectively (Nasir et al. 2012, 
Vignudelli et al. 2010). Interestingly, polymorphisms of ZFP36L1 have been associated 
with coeliac disease (CD), Crohn´s disease, and type 1 diabetes (T1D) (Ricaño-Ponce and 
Wijmenga 2013). PTCRA codes for pre-TCRα, which together with the TCRβ forms a pre-
TCR complex expressed on immature T cells, before the rearrangement of TCRα locus.
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As the newborn immune system is still immature, neonates rely on their innate immune 
system to fight the encountered pathogens. Therefore, the overlap of the differentially 
expressed genes with the innate immunity genes listed by the InnateDB (Breuer et 
al. 2013) was determined. From this comparison there was an enrichment with the 
upregulated genes in Petrozavodsk, when compared to Espoo and/or Tartu, and in the 
downregulated genes in Petrozavodsk, when compared to Espoo (II, Table S2, Innate 
immunity columns, and Table S3). Several pattern-recognition receptors were upregulated 
in Petrozavodsk vs. the other sites, including TLR2 receptor for Gram-negative bacteria 
and AIM2 receptor for dsDNA of bacteria and viruses. In addition, Nod-like receptors 
(NLRC4, NLRC5) were upregulated in Petrozavodsk when compared to Espoo. Genes 
involved in inhibition of the complement cascade werealso upregulated in Petrozavodsk. 
C4BPA codes for protein isoform alpha, that together with the beta isoform C4BPB forms 
the C4BP (C4 binding protein) complex, the major inhibitor of the classical and lectin 
complement pathways. The complex can also bind the CD40 receptor and thus induce 
B cell proliferation and IgE production (Brodeur et al. 2003). Additionally, the complex 
of the alpha isoforms was recently shown to induce a tolerogenic, anti-inflammatory 
state in DCs (Olivar et al. 2013). Another complement inhibitor, CD46 (also known as 
membrane cofactor protein, MCP), is ubiquitously expressed on the cell surface to protect 
autologous cells from complement activation by promoting promoting degradation of 
the C3b and C4b complement proteins. CD46 also has a wide immunomodulatory role 
in which it is crucial for type 1 interferon production in macrophages (Hirano et al. 
2002) and for efficient Th1 cell responses (Le Friec et al. 2012), and it was shown to 
promote the development of IL-10 secreting Tregs (Kemper et al. 2003) even from the 
Th1 subtype (Cardone et al. 2010).

Importantly, it was crucial to test whether the detected expression differences indicated 
changes in developmental and maturation status of the neonatal immune system between 
Petrozavodsk and other study sites. For comparison, we selected two recent gene 
expression studies reporting a) LPS-induced changes on monocytes at birth vs. 1 year 
of age (Martino et al. 2012) and b) the influence of age on septic shock transcriptional 
profile in whole blood (Wynn et al. 2011), both reporting dramatic differences in 
newborn response when compared to the other age group(s). These analyses revealed that 
upregulated genes in Petrozavodsk (downregulated in Espoo and/or Tartu) overlapped 
with the genes upregulated both by LPS and in children with sepsis at 1 year of age, 
when compared to the newborn response (III, Figure 4 and Table S3). For example, 
ATG5, which was associated with sepsis response at 1 year of age and upregulated in 
Petrozavodsk (III, Figure 3D), is also associated with recognition of single-stranded 
RNA viruses and type 1 interferon production in DCs (Lee et al. 2007), DC antigen 
presentation and subsequent T cell priming (Lee et al. 2010b), as well as with immune-
mediated disease, such as MS (Alirezaei et al. 2009) and asthma (Martin et al. 2012).
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6. DISCUSSION

6.1 STAT6 at the core of IL-4 induced Th2 polarization of human naïve 
CD4+ cells

The data and analyses obtained in the context of the studies (I) clearly demonstrated 
that STAT6 is an essential and central node in the IL-4 initiated Th2 polarization 
process of the human CD4+ T cells. The downstream regulatory network of STAT6 
included target genes from all cellular compartments and functional gene categories, 
highlighting the extent of cellular machinery involved in finetuning the differentiation 
process. Most evidently, STAT6 was shown to activate the transcription upon the 
IL-4 signalling. Subsequently, the knockdown of STAT6 mainly affected the IL-4 
upregulated Th2-specific genes, and these were also more commonly under direct 
regulation of STAT6. This suggests that the secondary regulators activated by 
STAT6 are responsible for IL-4 -mediated gene downregulation, perhaps through 
transcriptional repression and/or modelling the chromatin landscape, subsequently 
shutting down the other potential differentiation fates, such as Th1 and Th17, of the 
naive CD4+ cell. 

Compared to the published studies on IL-4 mediated transcriptomic changes 
(Hämäläinen et al. 2001, Lund et al. 2007, Nagai et al. 2001, Rogge et al. 2000), 
the detailed kinetic analysis of IL-4 -mediated transcriptional changes revealed that 
the initial steps of the Th2 polarization process are highly dynamic. Firstly, IL-4 first 
induced a wave of transcriptional induction, followed by a timeframe of transcriptional 
repression. Secondly, only a subset of the IL-4 target genes differentially regulated 
within the first hours remained differentially expressed throughout the analysed time 
frame. This indicated that there are both switch kind of genes needed at specific time 
point as well as factors important both for transitioning to the Th2 developmental 
pathway and for maintaining the already acquired phenotype. The overlap of the 
STAT6 target genes identified in article I with the data generated from the STAT6 
knockout mouse was surprisingly low, as only 6% of the STAT6 target genes had been 
previously identified. Therefore, a majority of the identified STAT6 target genes were 
novel target genes with potential to regulate the differentiation process downstream of 
STAT6 through previously unrealized pathways and cellular processes. For example, 
ST6GAL1 and RNF125 link STAT6 to the determination of Th2 cell-specific surface 
glycoprotein structures and ubiquitin ligase activity, respectively (Toscano et al. 2007, 
Zhao et al. 2005). SPINT2, one of the earliest induced direct STAT6 target genes, 
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was shown to be secreted from the Th2 cells (Äijö et al. 2012), where it potentially 
regulates extracellular or cell surface serine proteases. 

Only a small fraction (approximately 30%) of the STAT6 bound genes were associated 
with gene expression changes in the kinetic IL-4 transcriptomics data, and 10% of the 
identified STAT6 binding sites were more than 100 kb away from any known gene. 
Various explanations for such binding exist. Such sites could be “poised” for STAT6 
regulation at a later timepoint (e.g. restimulation) when necessary coregulators become 
available. Alternatively, STAT6 could regulate its target genes via chromosomal looping 
between the promoters and more distal regulatory elements. Previously STAT6 has been 
shown to regulate the intrachromosomal interactions of the Th2 cell cytokine locus, 
which is suggested to coordinate cytokine expression in the effector cells (Spilianakis 
and Flavell 2004). Non-regulatory binding sites of STAT6 could also act as a reservoir 
of STAT6 proteins, as a low level of STAT6 binding was readily detected in the nucleus 
even without any IL-4 stimulus (naive precursors and activated control cells). In addition, 
such sites could be important for regulation of the epigenetic landscape in Th2 cells, as 
Wei et al. (2010) demonstrated the central role of STAT6 in directing these processes in 
murine Th2 cells. 

Interestingly GATA3, the hallmark transcription factor in Th2 cells, was not identified 
as a direct STAT6 target gene in our ChIP-seq studies, although both the mRNA and 
protein expression of GATA3 were severely reduced by STAT6 siRNA. In support of 
this, 7.5% of STAT6 deficient mouse CD4+ T cells were shown to produce IL-4 (around 
50% of the amount in wild type control cells) at day 7, even when IL-4 was neutralized 
in the culture, due to high expression of GATA3 (Ouyang et al. 2000). This indicates that 
GATA3 can be induced and function independently of both IL-4 and STAT6. However, 
as the experiments of study I investigated STAT6 binding at the very early phase of IL-4 
stimulation (1h and 4h, one culture without biological replicates), a later direct effect 
cannot be ruled out. One possibility is that STAT6 regulates the expression of GATA3 via 
distant regulatory sites that could not be connected to GATA3 in this study. Supporting 
the role of STAT6-controlled indirect regulation, BATF, one of the direct STAT6-
dependent transcription factors, has been identified to regulate Gata3 transcription (Betz 
et al. 2010) (Figure 3). STAT6 also indirectly upregulated the expression of GFI1 and 
NFIL3, which are linked to the regulation of GATA3 protein stability (Shinnakasu et al. 
2008), perhaps allowing further GATA3 induction through autoactivation loop (Ouyang 
et al. 2000). 
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Figure 3. The 2014 update of the interconnected transcriptional network of STAT6 direct target 
genes, EPAS1, BATF and RUNX1, with the STAT6 indirect target genes identified in article I 
(Figure 5B). The nodes are coloured based on the average Th2/Th0 signal log ratio at 24h of 
the IL-4 kinetic culture. Blue edges correspond to protein-protein interaction, green edges to 
transcriptional regulation, orange edges to promoter binding, and black edges to mixture of these 
interactions. The network was generated through the use of Ingenuity Pathway Analysis software. 

All in all, BATF, EPAS1 and RUNX1, the core STAT6-dependent primary transcription 
factor targets (I, Figure 5B), were identified as the putative key initiators of the IL-4-
induced transcriptional program. As mentioned, they show tight molecular association 
with indirect target genes of STAT6, especially GATA3 and NFIL3 (Figure 3). RUNX1 
has been previously linked to inhibition of Th2 cell polarization via downregulation 
of GATA3 expression (Komine et al. 2003) and through binding to the IL-4 silencer 
(Naoe et al. 2007). Interestingly, EPAS1 binds to the promoter of RUNX1 (Mole et al. 
2009) and may amplify the STAT6 effect. EPAS1 has also been shown to interact with 
BATF at the protein level (Reinke et al. 2013), and to induce NFIL3 in HEK293 cells 
upon hypoxia (Hu et al. 2003). BATF, the third transcription factor found to be directly 
regulated by STAT6, has been shown to be needed for both Th17 (Schraml et al. 2009) 
and Th2 (Betz et al. 2010) differentiation. Additionally, it has been shown to be induced 
by Gata3 in mouse Th2 cells (Wei et al. 2011) and to interact with NFIL3 (Newman 
and Keating 2003, Reinke et al. 2013). The indirect STAT6 target gene Gfi1 is known 
to increase proliferation of Th2 cells (Zhu et al. 2002) and to induce Gata3 in type 2 
innate lymphocytes (Spooner et al. 2013). Nfil3 has been shown to positively regulate 
IL-4, although it supresses IL-5 and IL-13 at an early state of Th2 polarization, and 
negatively affects IL-4 at a later stage of polarization (Kashiwada et al. 2011). In the 
identified core transcriptional network of Th2 cells, BHLHE40, ID3, IRF8, and STAT1 
were indirectly downregulated by STAT6, suggesting that the expression of these factors 
is disadvantageous for Th2 cell differentiation. In addition, GATA3 has been observed 
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to bind the promoter of STAT6-independent IL-4 target gene XBP1 (Wei et al. 2011), 
reinforcing the role of GATA3 in regulating the STAT6-independent arm of the Th2 
polarization. Interestingly, comparison to recent genome-wide analysis of GATA3 
binding in Th1 and Th2 subsets, as well as T-bet in the Th1 subset (Kanhere et al. 2012), 
indicates that majority of the core regulatory network genes are strongly bound by both 
T-bet and GATA3 in the human Th1 cells polarized for 10 days, whereas the GATA3 
binding in the respective Th2 culture is rather low (Table 1). This further indicates their 
central role in dictating the Th1-Th2 dichotomy. In addition, the absence of GATA3 
binding in Th2 subset could indicate either temporal or indirect regulation. The latest 
genome-wide data on mouse Th2 cells by Wei et al. (2010) supports these findings. 
Here the core regulatory network genes showed similar IL-4 mediated patterns of up 
–and downregulation, with the exception of Gfi1, which is not very Th2-specific in the 
mouse data, and Stat1, which seems to be more Th2-specific. With the exception of 
Gfi1, the Stat6 induced up- and downregulated pattern is similar, and Stat6 induces also 
Xbp1 that was STAT6 independent in the data of article I. Most strikingly, Stat6 directly 
binds to all of the regulatory network genes, except for Xbp1, indicating that the STAT6-
independent arm of the core regulatory network might be bound by STAT6 at a later 
timepoint in more polarized cells.

Table 1. STAT6 core network genes (Figure 3) and the number of T-bet and GATA3 binding 
sites identified with ChIP-seq from human Th1 and Th2 cells polarized for 10 days (Kanhere et 
al. 2012, Table S1).

Gene # T-bet sites (Th1) # GATA3 sites (Th1) # GATA3 sites (Th2)
XBP1 9 4 0
BATF 5 2 0
RUNX1 15 12 1
NFIL3 5 4 0
BHLHE40 13 14 2
STAT1 7 10 2

The linking of STAT5A to the regulation of the human Th2 transcriptome (I, Table S6) 
was an intriguing observation, as previous mouse data has shown its crucial involvement 
in the process: Stat6−/−Stat5a−/− mice have markedly reduced airway inflammation 
compared to Stat6−/− (Takatori et al. 2005) and Stat5 is known to play an important role 
in IL-2 enhanced Th2 cell polarization (Zhu et al. 2006). STAT5A can be connected to 
the core transcriptional network through GFI1, which is involved in increasing Stat5a 
phosphorylation upon IL-2 signalling (Zhu et al. 2002). Additionally, STAT5A is known 
to bind the EPAS1 promoter in hematopoietic stem cells (Fatrai et al. 2011) and to 
interact with EPAS1 at the protein level (Wang et al. 2011). In addition to STAT5A, 
the core transcription factor genes could be linked to other central factors regulating 
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alternative Th cell phenotypes (I, Figure 5C), namely STAT1 and STAT4 regulating Th1 
cell differentiation, as well as STAT3 acting on the Th17 cell subtype. Interestingly, Stat3 
was shown to promote Th2 differentiation in the presence of Stat6, as Stat3 was needed 
for optimal expression of Gata3, Batf, and Th2 cytokines, and was shown to control the 
locus accessibility for effective Stat6 binding (Stritesky et al. 2011). In addition, Stat3 
signalling was needed for acquiring a Tfh-like phenotype in Th2 cells needed for optimal 
B cell help (Mari et al. 2013). Clearly, co-operational role of the STAT family proteins 
plays a major role in determining the T helper cell fate, and the overlapping regulatory 
networks should be further studied in the human system.

6.2 Identification of gene expression changes associated with 
pathogenesis of type 1 diabetes

The results of the article (II) demonstrated that T1D-specific changes are evident in 
the whole-blood transcriptome, affecting hundreds of genes. Along with the study on 
German children at high genetic risk for T1D (Ferreira et al. 2014), this was the first 
time samples before and at the time of seroconversion were studied with genome-wide 
expression arrays, providing novel information on the immunopathogenesis of type 1 
diabetes (Figure 4). 

Figure 4. Summary of the transcriptional signatures detected in the whole blood of HLA-
susceptible children before the first detection of T1D-associated autoantibodies (II), indicating the 
components of the imbalanced immune system with a potential contribution to the pathogenesis 
of T1D. 

A module-based data analysis tool, which had been developed for whole-blood gene 
expression samples, was used to infer the cell types and biological processes important 
in different phases of the pathogenesis of type 1 diabetes (II, Figure 4 and Supplementary 
Table 5). For example the neutrophil module, including granule proteins such as 
lipocalin 2 (LCN2) and matrix metalloprotease 9 (MMP9), was first activated, after 
which the neutrophil-associated transcripts were suppressed before diagnosis. This is 
consistent with a recent report on reduced numbers (7-27%) of circulating neutrophils 



84 Discussion 

during the preclinical autoantibody positive phase until years after diagnosis of T1D, 
when compared to healthy controls or patients with T2D (Valle et al. 2013).  Neutrophils 
are tightly associated with autoimmune reactions, as they constitute a majority of the 
immune cell infiltration of the joint in RA, and several abnormalities in neutrophil 
functions have been demonstrated in both RA and SLE (reviewed in Kaplan 2013), as 
well as in EAE mouse model for MS (Steinbach et al. 2013). Interestingly, the T1D and 
autoimmune-associated PTPN22 gene R620W variant was recently shown to enhance 
neutrophil functions, such as ROS production and Ca2+ release (Bayley et al. 2014). 

The platelet module, including coagulation factor XIII A1 polypeptide (F13A1), was 
activated after seroconversion until clinical disease, which is in line with the reports 
on platelet hyperreactivity in type 1 diabetes (Sobol and Watala 2000). This should 
be also interpreted in the light of increasingly appreciated role of platelets in various 
immune-cell contacts and cytokine secretion (Yeaman 2014). Interestingly, the cytotoxic 
cell module was suppressed before seroconversion, but highly activated at the time 
of diagnosis, indicating the differential cytotoxic cell activity in the blood during the 
early vs. late progression of the disease process. However, the cytotoxic cell module 
consists of both adaptive (CD8+ T cells) and innate (NK cells) cytotoxic cell genes, 
such as granulysin (GNLY) expressed by both cell types, and thus the detailed role of 
these cannot be further separated. Also the erythrocyte related module was activated in 
the early time-windows and before diagnosis. Patients with type 1 and type 2 diabetes 
patients exhibit reduced red blood cell plasticity (also called erythrocyte deformability) 
and glycated haemoglobin due to elevated glucose levels, and thus the induced activity 
of the erythrocyte-associated transcripts could be a general indicator of the metabolic 
stress or a compensatory mechanism common to both T1D and T2D. However, as 
the erythrocyte module was increased already before seroconversion, the effect of the 
elevated glucose level in this early time-window is more unlikely, and merits further 
investigation. Mature erythrocytes are non-nucleated and thus do not synthesize mRNA. 
Therefore, one possible explanation is an increase in the number of more immature 
erythrocytes due to increased haemopoiesis.

The interferon module was affected throughout the time-windows analysed. In addition, 
genes involved in the RIG-I-like receptor signalling pathway were upregulated in the 
seroconverted individuals, and also the binding sites for interferon regulatory factors 
(IRFs) as well as interferon response element (ISRE) were enriched in the promoters 
of the regulated genes. In the type 1 diabetes progressors, IRF7 and IRF8 binding sites 
were enriched on the upregulated genes. Taken together, the results indicate that type 
1 interferon mediated innate immune system is activated even prior to seroconversion 
and throughout the development of type 1 diabetes. The induction is temporal, as 
expected for this systemic response, but some individuals show several signature peaks 



 Discussion 85

during the follow-up period (II, Supplementary Figure 1). Importantly, the findings are 
consistent with the results of by Ferreira et al. (2014), conducted in an independent 
birth cohort of children genetically susceptible for type 1 diabetes, also reporting 
a type 1 interferon signature to be temporally increased in susceptible children prior 
to the development of autoantibodies. In agreement with these results, Reynier et al. 
(2010) recently reported that 12 interferon response genes are upregulated in whole-
blood of 30% of autoantibody-positive prediabetic children, but not in healthy controls 
or recently diagnosed patients. The data of the article II indicates that the interferon 
response can be detected before the appearance of autoantibodies (II, Figure 4), and 
that it consists of a much larger number of genes than previously reported. In fact, 
comparison of the differentially regulated genes to the genes listed to be involved in 
functions related to human innate immune responses in the InnateDB (Breuer et al. 2013) 
gave an overlap of 17.4% for the seroconverted children (19 genes, P<0.001) and 9.5% 
for the progressors (45 genes, P<0.001), respectively (II, Supplementary Tables 2 and 
3, InnateDB columns). Interferons α and β were not differentially regulated in the data, 
indicating that the blood cells are showing an indirect response to cytokines produced 
elsewhere, supporting the viral theory of T1D pathogenesis. Already in 1987 Foulis et 
al. reported that hyperexpression of HLA class I by the beta cells was strongly associated 
with the upregulation of interferon alpha in the pancreatic stainings of T1D organ donors 
(Foulis et al. 1987). More recent studies have detected enteroviral infections in the beta 
cells of newly diagnosed patients (Dotta et al. 2007) and signs of infections have been 
observed a few months prior to seroconversion to autoantibody positivity (Hiltunen et 
al. 1997) and during the 6-month period preceding seroconversion (Laitinen et al. 2013, 
Oikarinen et al. 2011). In addition, respiratory infections during the first 6 months of life 
were shown to increase the risk for autoantibody seroconversion (Beyerlein et al. 2013). 
Moreover, Ferreira et al. (2014) demonstrated an association between upper respiratory 
tract infections and upregulation of interferon responsive genes in children developing 
autoantibodies or progressing towards clinical T1D. 

In addition, bacterial DNA, LPS, and flagellin are efficient triggers of TLR signalling and 
interferon response, providing an intriguing link between the gut immune system and 
autoimmunity. Both preclinical and established type 1 diabetes patients exhibit increased 
gut permeability (Bosi et al. 2006, Kuitunen et al. 2002), leading to enhanced immune 
responses in the intestinal tissues (Westerholm-Ormio et al. 2003). Also, a preliminary 
study has shown that gut microbiome diversity is reduced in children progressing towards 
type 1 diabetes compared to healthy controls (Giongo et al. 2011). Moreover, the interferon 
response can be activated without infection by bacteria or viruses; for example, in SLE, 
IFNα production is driven by TLR7-mediated signaling and is induced by autoantibody-
protein-RNA complexes derived from apoptotic cells. Also, endogenous TLR ligands such 
as RNASE2, that was identified to be upregulated in the seroconverters who later presented 



86 Discussion 

with type 1 diabetes, could play a role as it has been shown that spontaneous interferon 
production drives autoimmune diabetes in NOD mice (Li et al. 2008a). In SLE, antinuclear 
autoantibodies activate neutrophils to die by forming neutrophil extracellular traps (NETs) 
that consist of DNA and antimicrobial proteins. This leads to the release of self-DNA 
immunocomplexes, as well as stimulation of pDCs, that robustly secrete type I interferons, 
both markers of SLE. IFNα treated healthy neutrophils were also susceptible to NETosis 
upon autoantibody exposure. (Garcia-Romo et al. 2011).

In this study, the matching of the cases and controls was based on the HLA-DQB1 
genotype. To take into account further susceptibility alleles and alterations affecting the 
transcriptional changes, Immunochip SNP detection was performed for combinatorial 
analysis of the genome and transcriptome. This revealed that approximately 10% of the 
genes differentially expressed between the cases and controls were affected in cis by the 
genetic variation. The affected variants and genes have previously been linked to several 
autoimmune diseases, highlighting the shared genetic basis for these disorders. For 
example in the case of SLE, where strong type 1 interferon signature is also observed, 
the associated variations in IRF5 have been shown to control cytokine responses upon 
TLR ligation (Hedl and Abraham 2012). This pathway could be also genetically linked 
to type 1 diabetes, since only a small part of the genetic factors conferring susceptibility 
to this disease have been identified. In support of the findings of article II, Heinig et al. 
(2010) performed an expression quantitative trait loci (eQTL) analysis across seven rat 
tissues combined with transcription factor binding site enrichment analysis, resulting 
in the identification of Irf7 and 23 Irf7 target genes mapping to a single eQTL. They 
subsequently identified a human IRF7-driven network using genome-wide expression 
and SNP data collected from monocytes. Eventually, SNPs close to genes in the human 
and rat IRF7 network were found to be associated with T1D. Most importantly, of the 12 
direct IRF7 target genes (identified by the IPA tool) detected as differentially expressed 
(II, Figure 2B), eight (66%) are present in the human IRF7-regulated network identified 
by Heinig et al. through a completely different complementary approach further 
highlighting the role of this pathway in T1D pathogenesis.

6.3 Intrauterine immune adaptation to the standard of hygiene

The study (III) presented the first transcriptional investigation of the changes occurring 
in the expression levels of immunologically active molecules of umbilical cord blood as 
an adaptation to the surrounding in utero environment. The results were clear, with the 
modern and developing societies (Espoo and Tartu) deviating from the more traditional 
environment (Petrozavodsk) in many aspects of the neonatal immune system (Figure 5), 
providing further support for the hygiene hypothesis and the effect of the in utero period 
in the maturation of the neonatal immune system.
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Figure 5. Differences observed in the cord blood transcriptome of newborn infants born in 
traditional environment (Petrozavodsk, Russian Karelia) as opposed to modern (Espoo, Finland) 
and developing (Tartu, Estonia) societies. Reprinted from Clinical Immunology, Volume 155, 
Issue 1, Kallionpää et al., Standard of hygiene and immune adaptation in newborn infants, 136-
137, 2014, graphical abstract, with permission from Elsevier.

Upregulation of many central genes of the innate immune response, such as AIM2, ATG5 
and IRF7, and TLR2 was evident in the cord blood samples from Petrozavodsk. IRF7 plays 
a central role in viral defense and the induction of type 1 interferon response (Honda et 
al. 2005), and the IRF7 regulatory network shows genetic association to T1D (Heinig et 
al. 2010). TLR2 expression has been reported to be upregulated in neonate mononuclear 
cells upon infection with Gram-positive bacteria (Zhang et al. 2010a), and conversely 
be downregulated in cord blood CD34+ progenitor cells of newborns at high atopic risk 
due to maternal allergy (Reece et al. 2011). The activation of the innate immunity has 
been shown to protect from allergy. A multinational study demonstrated an association 
between maternal contact with farm animals during pregnancy, higher expression of 
Toll-liker receptors 1-9, and a protective effect on developing atopic dermatitis in the 
first 2 years of life (Roduit et al. 2011). Therefore, the detected activation of innate 
immune genes in Petrozavodsk, usually associated with subsequent Th1 cell immune 
responses, might protect these infants from aberrant Th2 cell immunity, associated with 
atopy and asthma, later in life.

There was also a clear overlap with the upregulated genes in Petrozavodsk and the genes 
previously identified to be induced by LPS or bacterial sepsis at 1 year of age, but not 
in newborns (III, Figure 4 and Table S3). This indicates, that newborn infants born in 
Petrozavodsk have been exposed to TLR ligands in utero, and that the subsequent immune 
response results in more matured phenotype of the immune system, resembling that of 
1 year old infants. In support of this, it was recently reported that Papua New Guinean 
(traditional environment) neonatal antigen presenting cells (APC) had a more activated 
and mature baseline status than the APCs of Australian (modern environment) neonates, 
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as determined by increased expression of activation markers HLA-DR and CD86, 
but that the APCs were also more quiescent and resistant to further LPS stimulation 
(Lisciandro et al. 2012b). This would indicate that the surrounding bacterial environment 
is preprogramming the immune responses in utero, and that this environment would 
differ in Petrozavodsk versus the other study sites. In fact, data on house dust sample 
analysis in Finnish and Russian Karelian homes revealed striking differences, as both 
the amount of bacterial content and the diversity were higher in Russian Karelia than in 
Finland (Pakarinen et al. 2008). Lisciandro et al. (2012b) suggested that the differences 
in the state of activation of antigen presenting cells from neonates between modern and 
traditional environments reflect an evolutionary mechanism of immune regulation learned 
in utero to prepare newborn infants for the intensity and frequency of the immunological 
challenges in the postnatal environment and to protect them from infections.

Markers of more immature immune cell phenotypes, such as ZFP36L1 inhibiting plasma 
cell and erythroid differentiation, or pre-T cell receptor alpha (PTCRA) expressed in 
immature T cells, were upregulated in newborn infants from Espoo and Tartu (III, Figs 
3A-B). Zfp36l1 downregulation, similar to that seen in samples from Petrozavodsk, has 
been observed in murine B cells after LPS stimulation and during the shift from mature 
B cell to plasma cell (Nasir et al. 2012). This suggests that not only innate immune 
cells, but also adaptive T and B cells in newborn infants from Espoo and Tartu have a 
more immature phenotype and have not been activated and/or differentiated to the extent 
observed in Petrozavodsk infants. On the other hand, it also seemed that inhibitory or 
homeostasis mechanisms were activated in Petrozavodsk, such as CD46 with a role of 
suppressing Th1 responses in infection (Nasir et al. 2012). CD46-induced Tregs have 
been hypothesized to ensure unresponsiveness to commensal bacteria while maintaining 
defence against invading pathogens by allowing DC maturation (Barchet et al. 2006). 
Interestingly, CD46 responsiveness is defective in T cells from patients with multiple 
sclerosis (Astier et al. 2006), asthma (Xu et al. 2010) and juvenile and rheumatoid arthritis 
(Cardone et al. 2010). In this respect, observations with the multifunctional C4BPA, 
highly upregulated in Petrozavodsk, was also an interesting finding. This protein has 
immunomodulatory downstream effects on DCs, as treatment with LPS together with 
C4BPA failed to induce activation markers and Th1 programming, and instead promoted 
Treg differentiation (Olivar et al. 2013). It is intriguing to speculate that such a tolerant 
state of the APCs and lymphocytes induced in utero would lead to different immune 
responses upon colonization with the commensal flora or infections after birth, and that 
a similar protective shift in the prenatal host-microbe interaction might be achieved by 
probiotics in the modern environments (Rautava et al. 2012b).
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6.4 Limitations of the studies and theoretical implications for further 
exploration 

In the timeframe of the study I (until 72h), STAT6 was shown to be an essential 
transcriptional activator of human Th2 cell polarization. However, the kinetic qPCR 
validation of the STAT6 bound ChIP-seq peaks illustrated that the binding sites 
of STAT6 measured early at 1h and 4h might not be occupied by STAT6 at the later 
timepoints (I, Figure 4). It is clear that the data presented by the article (I) covers only 
the initial hours and days of Th2 polarization, and thus cannot be directly extrapolated to 
more distant timeframes and fully polarized Th2 effector cells. If indeed STAT6 mainly 
directly activates the Th2 specific genes early on, and the indirect signalling shuts off the 
alternative differentiation paths, the question arises whether STAT6 action is required 
anymore in the reinforcement state of the Th2 cells, once the upregulation of GATA3 and 
other downstream transcriptional regulators has already been successfully established. 
Therefore, STAT6 binding and target genes should also be explored at a later stage 
of polarization to further delineate the timeframe and dynamics of STAT6 regulation. 
In addition, the role of the core transcriptional network under STAT6 (BATF, EPAS1, 
and RUNX1) requires further validation and exploration, possibly as a combinatorial 
modulation. Similarly, the role of other STAT family members in human Th2 cell 
polarization remains to be explored.

Differences between the existing data on Stat6 knockout mice and the results from 
human cells in study I were clear. However, the experimental setup, culture conditions, 
polarization efficiency, sampling timepoints, as well as the analysis platforms in the 
mouse and human studies differed, which makes comparisons somewhat challenging. In 
addition, in-bred mouse strains (Watanabe et al. 2004) are certainly not comparable to the 
extent of genetic variation present in human population and primary cell assays. Several 
key aspects of human and mouse cell biology are different (Seok et al. 2013), warranting 
studies on human cells. On the other hand, the experimental systems available for human 
primary cells are somewhat limited. For example, with the current experimental model 
of primary CD4+ cells, obtaining a complete and long-lasting knockdown is challenging, 
and therefore some of the weaker effects of the STAT6 downregulation might have been 
missed.   

Further limitations of study I were introduced during the data analysis, such as 
determining the cut-off thresholds and genomic windows for signifigance. Assigning 
the ChIP-seq peaks simply to a nearest gene is problematic especially in the case of the 
intergenic binding sites. Therefore, the global chromatin landscape of the cells should be 
taken into account (Hawkins et al. 2013). Such information would allow more finetuned 
analysis of a promoter binding, gene activity status, as well as information of the 
transcriptional blocks determined by the CTCF protein insulator, which all could bring 
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crucial validation for the parallel transcriptomic and ChIP-seq analyses. Furthermore, 
although the chromatin binding of STAT6 was dissected using the massively parallel 
sequencing, the detection of IL-4 and STAT6 -induced transcripts relied on the use of 
microarrays, complicating the inter-experimental annotations. Recent reports of STAT6 
as a chromatin remodeller also warrant investigations of the chromosomal 3D structure, 
which could further clarify the role of the intergenic STAT6 binding.

The relatively low number of cases (n=18) could have limited the power and false 
discovery rates in the study II, especially when comparing the progressors and non-
progressors before seroconversion. However, technical replicates were used, as each 
sample was hybridized on two different array formats. Due to low power, the extent 
of information and analyses gained with Immunochip genotyping was limited to 
the differentially expressed genes only. Furthermore, the Immunochip measures a 
preselected panel of polymorphisms and copy number variations, and is thus unable to 
provide genome-wide coverage of the genetic variation. However, the initial findings 
of the study (II) encourage further exploration combining genomic, transcriptomic and 
epigenetic data. A vast majority of differentially regulated genes were not affected in 
cis by genetic variation, suggesting additional levels of regulation, such as trans effects, 
epigenetic or miRNA mediated regulation. Interestingly, cis eQTLs were found in the 
genes of the core IRF5 and IRF7 –mediated transcriptional network, further supporting 
the strong influence of genetic variants, such as in the case of IFIH1 (Nejentsev et al. 
2009) and the IRF7 network (Heinig et al. 2010), in the regulation of the type I interferon 
response. Additionally, other levels of regulation may play a role, as demonstrated 
in genome wide CpG island methylation analysis of T cells, B cells, and monocytes 
from patients with SLE. This study revealed hypomethylation near the genes involved 
with type I interferon signalling, both in active and quiescent phases of the disease 
(Absher et al. 2013). Based on this data the authors suggested that the SLE-specific 
methylation defects lead to hyper-sensitization towards interferons, and such a poised 
state quickly leads to overexpression of the interferon response genes upon increasing 
levels of interferon α and β. The DNA methylation status of T1D patients has only been 
explored in a handful of studies, and certainly not in pre-clinical patients. In addition, 
the inducer and source of the type I interferons remains to be validated. The correlation 
of gene expression profiles to markers of virus infections in susceptible children should 
be explored more carefully. Almost all cell types in the body are capable for producing 
type I interferons, but pDCs are particularly specialized for this function. Interestingly, 
several studies have reported a reduction in pDC counts in the peripheral blood of T1D 
patients when compared to healthy controls (Chen et al. 2008, Hinkmann et al. 2008, 
Nieminen et al. 2012, Vuckovic et al. 2007), and pDCs are known to accumulate in the 
pancreas of NOD mice at the early phases of disease process (Li et al. 2008a). The use 
of type I interferon signature as a disease biomarker might be limited, as in the case of 
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SLE, where interferon signature is detected during flares, the active state of the disease, 
and complicates the identification of active disease vs. infections. In addition, the T1D-
associated type I interferon signature was not as frequent as seen in SLE patients (Ferreira 
et al. 2014), perhaps suggesting it to be more easily detectable in systemic disease than 
in organ-specific autoimmunity.

A limitation of the studies II and III relates to the use of whole blood samples. First, 
the presence of relatively abundant transcripts, such as globins, might mask changes 
in the levels of more low-abundant mRNAs. In practice, the globin is usually removed 
from whole blood samples prior to the transcriptomic analyses. However, the samples 
in studies II and III were processed with a kit that “tolerates” globin, supplies the 
polymerase reaction with extra reagents usually consumed by the globin amplification, 
and produces cDNA instead of cRNA thus allowing more stringent hybridization and 
washes. In addition, the fetal globin present in newborn infants and very young children 
would not be removed by commercial kits, and the introduction of such extra handling 
steps in the sample preparation protocol could create undesired biases and batch effects. 
Secondly, the detected genes and potential biomarkers are presently limited to the use of 
whole blood, as pinpointing the cell population/s responsible for the detected changes 
is subject to biological interpretation and the use of data mining tools. As the detailed 
recording of the proportions of different cell populations at the time of the blood sample 
draw was not available, the conclusions based on heterogeneous whole blood samples 
should be further explored in future studies. In addition, the signatures detected in the 
peripheral blood do not necessarily mirror the events taking place in the target organ(s) 
and associated lymphoid tissue, and might simply reflect changes in the tissue homing 
capacity of the immune cells. That said, the whole blood analysis is simultaneously an 
advantage for the practical implications of the study, as whole blood is an easily accessible 
material for both novel discoveries and diagnostic testing for disease susceptibility. If 
PBMCs or sorted cells had been used, the differences in the erythrocyte-associated 
transcripts would have been missed. In addition, correlation of additional levels of data 
from serum or plasma, such as serum metabolomics and proteomics measurements, is 
more straightforward with the use of unsorted whole blood transcriptomics data.

The samples of the cord blood transcriptomics study (III) were collected at three different 
study sites, although possible batch effects were kept at minimum by stabilizing the RNA 
immediately after the blood draw into the preservative buffer present in the collection 
tubes, as well as storing the samples at −70 °C until processing and analysis in the 
same laboratory. Any batch effects related to hybridization were eliminated during the 
data analysis as well as possible. It would certainly be of interest to repeat the study in 
another cohort of neonates born in contrasting standards of living as a validation for this 
study, and take into account also prenatal variables, such as maternal diet, microbiome, 
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infections and the course of pregnancy and child birth. For example, consumption and 
intake of proteins from sour milk products, and intake of fat from fresh milk products 
during pregnancy were associated with an increased risk of pre-clinical T1D in the 
offspring (Niinistö et al. 2014). Additionally, a recent study demonstrated that maternal 
blood biomarker status of substrates and cofactors required for methyl-donor pathways 
at the time of conception was associated with DNA methylation patterns in the neonates 
(Dominguez-Salas et al. 2014). Such variables will be further delineated in the Australian 
ENDIA study that samples mothers from the early pregnancy in the search for early 
environmental triggers for T1D (Penno et al. 2013). Additionally, neonatal immune 
system modulation through the use of probiotics in the modern societies should be 
investigated further, but with care, as maternal LGG supplementation in the final weeks 
of gestation was observed to reduce vaccine-specific immunity in infants (Licciardi et 
al. 2013). 
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7. CONCLUSIONS

In these studies transcriptional responses mediated by IL-4 and STAT6 were analyzed in 
detail for the first time in human. STAT6 was shown to act as a central activator of the 
early gene expression upon IL-4 signalling, with both direct and indirect effects on the 
dynamic Th2 cell transcriptome. The data presented in this study provides a solid basis 
for subsequent research on the role of STAT6 in the committed and effector Th2 cells 
driving the allergic inflammation. For example, immediate STAT6 target genes might be 
eligible for drug development.

The study on longitudinal whole-blood samples from T1D-susceptible children revealed 
the dynamic regulation of the transcriptome along the disease process, highlighting 
the importance of studies performed throughout the preclinical phase of T1D. Early 
changes were found that even preceded the appearance of the first autoantibodies, the 
best biomarkers of the activated disease process at the moment. This might facilitate 
the development of better diagnostic tools for monitoring autoimmune activity and 
progression, allowing earlier identification of the high-risk children for future intervention 
trials. 

The findings from the cord blood analyses bring further support to the hygiene theory and 
extend the immunomodulatory window to the prenatal period. The environmental factors 
that play a role in the susceptibility/protection towards immune-mediated diseases begin 
to shape the neonatal immunity already in utero and direct the maturation of both the 
adaptive and the innate immune responses in accordance with the surrounding microbial 
milieu. This could then have far reaching effects on immune functions later in childhood, 
and dictate the outcome of the balance between efficient immune responses against 
pathogens and development of immune mediated diseases. Based on this observation, it 
could be speculated that the prevalency of these diseases keep increasing together with 
growing industrialization and modernization, warranting further confirmatory studies 
and exploration of immunomodulatory possibilities during gestation.

The studies concerning primary human cells and clinical samples are of great potential 
value, providing a resource for new avenues of research in tackling harmful immune 
reactions. The data presented reveals gene expression signatures related to health 
and disease of the immune system, and clearly justify the need for high-throughput 
experimental tools in the discovery phase studies on the human immune responses. 
Together, they demonstrate the vast complicity of the pathways and functions related 
to disease processes, and encourage the development of better and more detailed 
experimental and analysis tools for full utilization of the valuable human samples and 
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data. The analyses performed also highlighted the importance of inter-experimental 
and inter-species comparisons for novel insights and their validation. To initiate further 
exploration, the data produced in this Ph.D. thesis can be openly accessed in gene 
expression data repository.

In conclusion, our remarkable immune system has been shaped by the co-evolution with 
the surrounding microbes, pathogens and commensal flora for millions of years. The 
efficient defense mechanisms developed for this microbe-rich environment, together 
with the hygiene and health care practices of the modern societies, have ensured us the 
lifespan and the quality of life we enjoy today. Unfortunately, the selective pressure for 
genes coding for effective immune responses against pathogens, together with several 
bottle necks in the history of mankind, have simultaneously allowed enrichment of 
alleles conferring risk for immune-mediated diseases. Reduction of microbial contacts in 
the modern era has further tipped the balance in the favor of improper immune reactions 
contributing to disease. We are only beginning to understand the intricate pathways and 
functional mechanisms of the human immune system, which is crucial for diagnosis, 
interpretation, and amelioration of the disease processes. 



 Acknowledgements 95

ACKNOWLEDGEMENTS

This Ph.D. thesis was carried out at the Turku Centre for Biotechnology, University 
of Turku and Åbo Akademi University, supervised by Professor Riitta Lahesmaa. I 
am deeply grateful to her for this opportunity to work on such an amazing field and 
challenging projects. Her endless support and enthusiasm have been essential at 
many stages of this work. I am thankful for everything I have learned during these 
years!

I warmly acknowledge Turku Doctoral Programme of Biomedical Sciences for excellent 
education, financial support, social networking and other activities during these years. 
A special thank you goes to my supervisory board members, Dr. Kanury V.S. Rao and 
Dr. Dhiraj Kumar, for their support and guidance during my studies. I would also like 
to warmly acknowledge Professor Harri Alenius and Dr. Jukka Partanen for carefully 
reviewing my thesis and giving valuable feedback and comments. Dr. Robert Moulder is 
kindly acknowledged for language revision.

I have been lucky to be able to work with such talented and enthusiastic co-authors and 
collaborators. I would especially like to acknowledge Dr. Laura L. Elo, Essi Laajala, 
Dr. Juha Mykkänen, Dr. Soile Tuomela, and Dr. Viveka Öling, for such a fruitful 
collaboration. It has been such a joy to interact and work with you! I am also grateful 
for Professor Olli Simell and Professor Mikael Knip for providing the opportunity to 
work on such unique clinical samples. I would also like to thank Dr. Tero Aittokallio, 
Dr. David Hawkins, Professor Heikki Hyöty, Professor Jorma Ilonen, Professor Harri 
Lähdesmäki, Dr. Matej Oresic, Dr. Kanury V.S. Rao, Dr. Tuula Simell, Professor Riitta 
Veijola, Professor Cisca Wijmenga, Professor Vallo Tillmann, and Professor Natalya V 
Dorshakova for their support and valuable comments during my studies. I felt warmly 
welcomed by the Rao group members during my visit at ICGEB, New Delhi. Especially 
Dr. Parul Tripathi, I will never forget your hospitability and our experiences in India and 
Finland, inside and ouside of the lab!   

I would like to acknowledge the excellent staff of the Turku Centre for Biotechnology. 
Your support on IT, maintenance, office and wet lab –related issues have made it a real 
pleasure to work in this department. A special thank you goes to the skilful and talented 
personnel of The Finnish Centre for Microarrays and Sequencing for their crucial 
contribution. I am deeply grateful for Sarita Heinonen, Marjo Hakkarainen, and Elina 
Pietilä for their talented help in the lab, you have been essential in all of my projects! 
The staff of the DIPP and DIABIMMUNE clinics are warmly acknowledged for their 
vital contribution.



96 Acknowledgements 

Importantly, I would like to most warmly acknowledge the present and past members of 
the ATLAS group. Your support and highly inspiring team spirit has been vital during 
the years. Especially, Helena Ahlfos, Kanchan Bala, Santosh Bhosale, Zhi Chen, Craig 
Dixon, Sanna Edelman, Sanna Filén, Jan-Jonas Filén, Bogata Fezazi, Sumedha Gattani 
Goel, Kirsi Granberg, Bhawna Gupta, Marjo Hakkarainen, Sarita Heinonen, Mirkka 
Heinonen, Tiina Henttinen, Waltteri Hosia, Saara Hämälistö, Minttu Jaakkola, Terhi 
Jokilehto, Päivi Junni, Kartiek Kanduri, Moin Khan, Lingjia Kong, Juha Korhonen, 
Minna Kyläniemi, Anne Lahdenperä, Johanna Lammela, Kirsti Laurila, Essi Laajala, 
Sari Lehtimäki, Niina Lietzén, Marjo Linja, Riikka Lund, Maritta Löytömäki, Tapio 
Lönnberg, Robert Moulder, Juha Mykkänen, Anu Neuvonen, Tuomas Nikula, Elizabeth 
Ngyen, Elisa Närvä, Pekka Ojala, Elina Pietilä, Juha-Pekka Pursiheimo, Nelly Rahkonen, 
Sunil Raghav, Eeva Rainio, Omid Rasool, Maheswara Emani Reddy, Arja Reinikainen, 
Jussi Salmi, Heli Salminen-Mankonen, Verna Salo, Alexey Sarapulov, Subhash Tripathi, 
Soile Tuomela, Ubaid Ullah, Emmi Ylikoski, Katja Waenerberg, Viveka Öling, and all 
the Master´s and summer students that have passed the lab, it has been a great priviledge 
to get to know you, work with you, and learn from you.

I owe my warmest thanks to my dear friends for always being there for me. Anni, Elisa, 
Katriina, Jutta, Anna-Maija, Kaisa, Siru, Tiina, Eeva, Emilia & your families, thank 
you for everything we have experienced together, all of you are very dear to me! I am 
extremely thankful for my siblings and parents for being the most ideal support team 
in every way. Thank you for all your help and for always believing in me! I also thank 
Santtu´s family for all their help and support. Finally, my deepest gratitude goes to my 
husband Santeri and daughter Maisa. Thank you for your endless love, support, and 
understanding. You are the dearest treasures in my life!

This work was financially supported by the Turku Doctoral Programme of Biomedical 
Sciences, the Hospital District of Southwest Finland, the Oskar Öflund Foundation, the 
Waldemar von Frenckells foundation, the Finnish-Norwegian Medical Foundation, the 
Otto A. Malm Foundation, JDRF, the Academy of Finland, the Sigrid Jusélius Foundation, 
the Turku University Foundation, the Scandinavian Society for Immunology, the Systems 
Biology Research Program, and the Sybilla, DIABIMMUNE and PEVNET consortia 
under the Seventh Research Framework Programme of the European Union.

Turku, October 2014

Henna Kallionpää



 References 97

REFERENCES

Aagaard K, Ma J, Antony KM, Ganu R, Petrosino J, 
Versalovic J (2014) The placenta harbors a unique 
microbiome. Sci Transl Med 6:237ra65 

Abdullah Z, Schlee M, Roth S, Mraheil MA, Barchet 
W, Bottcher J, Hain T, Geiger S, Hayakawa Y, 
Fritz JH, Civril F, Hopfner KP, Kurts C, Ruland 
J, Hartmann G, Chakraborty T, Knolle PA (2012) 
RIG-I detects infection with live Listeria by sensing 
secreted bacterial nucleic acids. EMBO J 31:4153-
4164 

Ablasser A, Goldeck M, Cavlar T, Deimling T, Witte 
G, Rohl I, Hopfner KP, Ludwig J, Hornung V (2013) 
cGAS produces a 2’-5’-linked cyclic dinucleotide 
second messenger that activates STING. Nature 
498:380-384 

Abreu JR, Martina S, Verrijn Stuart AA, Fillie YE, 
Franken KL, Drijfhout JW, Roep BO (2012) CD8 
T cell autoreactivity to preproinsulin epitopes with 
very low human leucocyte antigen class I binding 
affinity. Clin Exp Immunol 170:57-65 

Absher DM, Li X, Waite LL, Gibson A, Roberts K, 
Edberg J, Chatham WW, Kimberly RP (2013) 
Genome-wide DNA methylation analysis of 
systemic lupus erythematosus reveals persistent 
hypomethylation of interferon genes and 
compositional changes to CD4+ T-cell populations. 
PLoS Genet 9:e1003678 

Afkarian M, Sedy JR, Yang J, Jacobson NG, Cereb N, 
Yang SY, Murphy TL, Murphy KM (2002) T-bet is 
a STAT1-induced regulator of IL-12R expression in 
naive CD4+ T cells. Nat Immunol 3:549-557 

Aggarwal S, Ghilardi N, Xie MH, de Sauvage FJ, 
Gurney AL (2003) Interleukin-23 promotes a 
distinct CD4 T cell activation state characterized 
by the production of interleukin-17. J Biol Chem 
278:1910-1914 

Ahn HJ, Kim JY, Ryu KJ, Nam HW (2009) STAT6 
activation by Toxoplasma gondii infection induces 
the expression of Th2 C-C chemokine ligands and 
B clade serine protease inhibitors in macrophage. 
Parasitol Res 105:1445-1453 

Ahyi AN, Chang HC, Dent AL, Nutt SL, Kaplan 
MH (2009) IFN regulatory factor 4 regulates the 
expression of a subset of Th2 cytokines. J Immunol 
183:1598-1606 

Aida K, Nishida Y, Tanaka S, Maruyama T, Shimada A, 
Awata T, Suzuki M, Shimura H, Takizawa S, Ichijo 
M, Akiyama D, Furuya F, Kawaguchi A, Kaneshige 

M, Itakura J, Fujii H, Endo T, Kobayashi T (2011) 
RIG-I- and MDA5-initiated innate immunity linked 
with adaptive immunity accelerates beta-cell death 
in fulminant type 1 diabetes. Diabetes 60:884-889 

Aiello LP, DCCT/EDIC Research Group (2014) 
Diabetic retinopathy and other ocular findings 
in the diabetes control and complications trial/
epidemiology of diabetes interventions and 
complications study. Diabetes Care 37:17-23 

Äijö T, Edelman SM, Lönnberg T, Larjo A, Kallionpää 
H, Tuomela S, Engström E, Lahesmaa R, Lähdesmäki 
H (2012) An integrative computational systems 
biology approach identifies differentially regulated 
dynamic transcriptome signatures which drive the 
initiation of human T helper cell differentiation. 
BMC Genomics 13:572-2164-13-572 

Albrecht E, Sillanpää E, Karrasch S, Alves AC, Codd 
V, Hovatta I, Buxton JL, Nelson CP, Broer L, Hägg 
S, Mangino M, Willemsen G, Surakka I, Ferreira 
MA, Amin N, Oostra BA, Bäckmand HM, Peltonen 
M, Sarna S, Rantanen T, Sipilä S, Korhonen T, 
Madden PA, Gieger C, Jörres RA, Heinrich J, Behr 
J, Huber RM, Peters A, Strauch K, Wichmann 
HE, Waldenberger M, Blakemore AI, de Geus EJ, 
Nyholt DR, Henders AK, Piirilä PL, Rissanen A, 
Magnusson PK, Vinuela A, Pietiläinen KH, Martin 
NG, Pedersen NL, Boomsma DI, Spector TD, van 
Duijn CM, Kaprio J, Samani NJ, Jarvelin MR, 
Schulz H (2014) Telomere length in circulating 
leukocytes is associated with lung function and 
disease. Eur Respir J 43:983-992 

Alirezaei M, Fox HS, Flynn CT, Moore CS, Hebb 
AL, Frausto RF, Bhan V, Kiosses WB, Whitton JL, 
Robertson GS, Crocker SJ (2009) Elevated ATG5 
expression in autoimmune demyelination and 
multiple sclerosis. Autophagy 5:152-158 

Alkanani AK, Rewers M, Dong F, Waugh K, Gottlieb 
PA, Zipris D (2012) Dysregulated Toll-like receptor-
induced interleukin-1beta and interleukin-6 
responses in subjects at risk for the development of 
type 1 diabetes. Diabetes 61:2525-2533 

Allan RS, Zueva E, Cammas F, Schreiber HA, 
Masson V, Belz GT, Roche D, Maison C, Quivy JP, 
Almouzni G, Amigorena S (2012) An epigenetic 
silencing pathway controlling T helper 2 cell lineage 
commitment. Nature 487:249-253 

Allen JE, Wynn TA (2011) Evolution of Th2 immunity: 
a rapid repair response to tissue destructive 
pathogens. PLoS Pathog 7:e1002003 



98 References 

Allen JS, Pang K, Skowera A, Ellis R, Rackham C, 
Lozanoska-Ochser B, Tree T, Leslie RD, Tremble 
JM, Dayan CM, Peakman M (2009) Plasmacytoid 
dendritic cells are proportionally expanded at 
diagnosis of type 1 diabetes and enhance islet 
autoantigen presentation to T-cells through immune 
complex capture. Diabetes 58:138-145 

Ardissone AN, de la Cruz DM, Davis-Richardson AG, 
Rechcigl KT, Li N, Drew JC, Murgas-Torrazza R, 
Sharma R, Hudak ML, Triplett EW, Neu J (2014) 
Meconium microbiome analysis identifies bacteria 
correlated with premature birth. PLoS One 9:e90784 

Arechiga AF, Habib T, He Y, Zhang X, Zhang ZY, Funk 
A, Buckner JH (2009) Cutting edge: the PTPN22 
allelic variant associated with autoimmunity impairs 
B cell signaling. J Immunol 182:3343-3347 

Arif S, Moore F, Marks K, Bouckenooghe T, Dayan 
CM, Planas R, Vives-Pi M, Powrie J, Tree T, 
Marchetti P, Huang GC, Gurzov EN, Pujol-Borrell 
R, Eizirik DL, Peakman M (2011) Peripheral and 
islet interleukin-17 pathway activation characterizes 
human autoimmune diabetes and promotes cytokine-
mediated beta-cell death. Diabetes 60:2112-2119 

Arpa L, Valledor AF, Lloberas J, Celada A (2009) IL-4 
blocks M-CSF-dependent macrophage proliferation 
by inducing p21Waf1 in a STAT6-dependent way. 
Eur J Immunol 39:514-526 

Arpaia N, Campbell C, Fan X, Dikiy S, van der Veeken 
J, deRoos P, Liu H, Cross JR, Pfeffer K, Coffer 
PJ, Rudensky AY (2013) Metabolites produced by 
commensal bacteria promote peripheral regulatory 
T-cell generation. Nature 504:451-455 

Artis D, Maizels RM, Finkelman FD (2012) Forum: 
Immunology: Allergy challenged. Nature 484:458-
459 

Arvan P, Pietropaolo M, Ostrov D, Rhodes CJ (2012) 
Islet autoantigens: structure, function, localization, 
and regulation. Cold Spring Harb Perspect Med 
2:10.1101/cshperspect.a007658 

Arvey A, van der Veeken J, Samstein RM, Feng Y, 
Stamatoyannopoulos JA, Rudensky AY (2014) 
Inflammation-induced repression of chromatin 
bound by the transcription factor Foxp3 in regulatory 
T cells. Nat Immunol 15:580-587 

Astier AL, Meiffren G, Freeman S, Hafler DA (2006) 
Alterations in CD46-mediated Tr1 regulatory T cells 
in patients with multiple sclerosis. J Clin Invest 
116:3252-3257 

Atarashi K, Tanoue T, Oshima K, Suda W, Nagano Y, 
Nishikawa H, Fukuda S, Saito T, Narushima S, Hase 
K, Kim S, Fritz JV, Wilmes P, Ueha S, Matsushima 
K, Ohno H, Olle B, Sakaguchi S, Taniguchi T, Morita 

H, Hattori M, Honda K (2013) Treg induction by a 
rationally selected mixture of Clostridia strains from 
the human microbiota. Nature 500:232-236 

Atarashi K, Tanoue T, Shima T, Imaoka A, Kuwahara 
T, Momose Y, Cheng G, Yamasaki S, Saito T, 
Ohba Y, Taniguchi T, Takeda K, Hori S, Ivanov II, 
Umesaki Y, Itoh K, Honda K (2011) Induction of 
colonic regulatory T cells by indigenous Clostridium 
species. Science 331:337-341 

Au-Yeung N, Mandhana R, Horvath CM (2013) 
Transcriptional regulation by STAT1 and STAT2 
in the interferon JAK-STAT pathway. JAKSTAT 
2:e23931 

Azad MB, Coneys JG, Kozyrskyj AL, Field CJ, 
Ramsey CD, Becker AB, Friesen C, Abou-Setta AM, 
Zarychanski R (2013) Probiotic supplementation 
during pregnancy or infancy for the prevention of 
asthma and wheeze: systematic review and meta-
analysis. BMJ 347:f6471 

Bach JF, Chatenoud L (2012) The hygiene hypothesis: 
an explanation for the increased frequency of insulin-
dependent diabetes. Cold Spring Harb Perspect Med 
2:a007799 

Badami E, Sorini C, Coccia M, Usuelli V, Molteni 
L, Bolla AM, Scavini M, Mariani A, King C, Bosi 
E, Falcone M (2011) Defective differentiation 
of regulatory FoxP3+ T cells by small-intestinal 
dendritic cells in patients with type 1 diabetes. 
Diabetes 60:2120-2124 

Bailey-Bucktrout SL, Martinez-Llordella M, Zhou 
X, Anthony B, Rosenthal W, Luche H, Fehling HJ, 
Bluestone JA (2013) Self-antigen-driven activation 
induces instability of regulatory T cells during an 
inflammatory autoimmune response. Immunity 
39:949-962 

Bakay M, Pandey R, Hakonarson H (2013) Genes 
involved in type 1 diabetes: an update. Genes 
(Basel) 4:499-521 

Barbalat R, Lau L, Locksley RM, Barton GM (2009) 
Toll-like receptor 2 on inflammatory monocytes 
induces type I interferon in response to viral but not 
bacterial ligands. Nat Immunol 10:1200-1207 

Barchet W, Price JD, Cella M, Colonna M, MacMillan 
SK, Cobb JP, Thompson PA, Murphy KM, Atkinson 
JP, Kemper C (2006) Complement-induced 
regulatory T cells suppress T-cell responses but allow 
for dendritic-cell maturation. Blood 107:1497-1504 

Basu R, O’Quinn DB, Silberger DJ, Schoeb TR, 
Fouser L, Ouyang W, Hatton RD, Weaver CT (2012) 
Th22 Cells Are an Important Source of IL-22 for 
Host Protection against Enteropathogenic Bacteria. 
Immunity 37:1061-1075 



 References 99

Bauquet AT, Jin H, Paterson AM, Mitsdoerffer M, 
Ho IC, Sharpe AH, Kuchroo VK (2009) The 
costimulatory molecule ICOS regulates the 
expression of c-Maf and IL-21 in the development 
of follicular T helper cells and TH-17 cells. Nat 
Immunol 10:167-175 

Bayley R, Kite KA, McGettrick HM, Smith JP, 
Kitas GD, Buckley CD, Young SP (2014) The 
autoimmune-associated genetic variant PTPN22 
R620W enhances neutrophil activation and 
function in patients with rheumatoid arthritis and 
healthy individuals. Ann Rheum Dis doi: 10.1136/
annrheumdis-2013-204796

Bearfield C, Davenport ES, Sivapathasundaram V, 
Allaker RP (2002) Possible association between 
amniotic fluid micro-organism infection and 
microflora in the mouth. BJOG 109:527-533 

Belderbos ME, Levy O, Meyaard L, Bont L (2013) 
Plasma-mediated immune suppression: a neonatal 
perspective. Pediatr Allergy Immunol 24:102-113 

Belderbos ME, Levy O, Stalpers F, Kimpen JL, 
Meyaard L, Bont L (2012) Neonatal plasma polarizes 
TLR4-mediated cytokine responses towards low 
IL-12p70 and high IL-10 production via distinct 
factors. PLoS One 7:e33419 

Benaglia T, Chauveau D, Hunter DR, Young DS 
(2009) mixtools: An R Package for Analyzing Finite 
Mixture Models. Journal of Statistical Software 32: 
Issue 6.

Bending D, De la Pena H, Veldhoen M, Phillips JM, 
Uyttenhove C, Stockinger B, Cooke A (2009) 
Highly purified Th17 cells from BDC2.5NOD mice 
convert into Th1-like cells in NOD/SCID recipient 
mice. J Clin Invest 119:565-572 

Benjamini Y, Hochberg Y (1995) Controlling the False 
Discovery Rate: A Practical and Powerful Approach 
to Multiple Testing. J R Statist Soc B 57:289-290, 
300 

Bennett L, Palucka AK, Arce E, Cantrell V, Borvak 
J, Banchereau J, Pascual V (2003) Interferon 
and granulopoiesis signatures in systemic lupus 
erythematosus blood. J Exp Med 197:711-723 

Berhan Y, Waernbaum I, Lind T, Mollsten A, Dahlquist 
G, Swedish Childhood Diabetes Study Group (2011) 
Thirty years of prospective nationwide incidence of 
childhood type 1 diabetes: the accelerating increase 
by time tends to level off in Sweden. Diabetes 
60:577-581 

Betz BC, Jordan-Williams KL, Wang C, Kang SG, 
Liao J, Logan MR, Kim CH, Taparowsky EJ (2010) 
Batf coordinates multiple aspects of B and T cell 

function required for normal antibody responses. J 
Exp Med 207:933-942 

Beutler B (2009) Microbe sensing, positive feedback 
loops, and the pathogenesis of inflammatory 
diseases. Immunol Rev 227:248-263 

Beyerlein A, Wehweck F, Ziegler AG, Pflueger M 
(2013) Respiratory infections in early life and the 
development of islet autoimmunity in children at 
increased type 1 diabetes risk: evidence from the 
BABYDIET study. JAMA Pediatr 167:800-807 

Bhat N, Fitzgerald KA (2014) Recognition of cytosolic 
DNA by cGAS and other STING-dependent sensors. 
Eur J Immunol 44:634-640 

Bisgaard H, Hermansen MN, Buchvald F, Loland L, 
Halkjaer LB, Bonnelykke K, Brasholt M, Heltberg 
A, Vissing NH, Thorsen SV, Stage M, Pipper CB 
(2007) Childhood asthma after bacterial colonization 
of the airway in neonates. N Engl J Med 357:1487-
1495 

Bjørnvold M, Munthe-Kaas MC, Egeland T, Joner 
G, Dahl-Jørgensen K, Njølstad PR, Akselsen HE, 
Gervin K, Carlsen KC, Carlsen KH, Undlien DE 
(2009) A TLR2 polymorphism is associated with 
type 1 diabetes and allergic asthma. Genes Immun 
10:181-187 

Black A, Bhaumik S, Kirkman RL, Weaver CT, 
Randolph DA (2012) Developmental regulation 
of Th17-cell capacity in human neonates. Eur J 
Immunol 42:311-319 

Bodansky HJ, Staines A, Stephenson C, Haigh D, 
Cartwright R (1992) Evidence for an environmental 
effect in the aetiology of insulin dependent diabetes 
in a transmigratory population. BMJ 304:1020-1022 

Boltjes A, van Wijk F (2014) Human Dendritic Cell 
Functional Specialization in Steady-State and 
Inflammation. Front Immunol 5:131 

Bønnelykke K, Matheson MC, Pers TH, Granell R, 
Strachan DP, Alves AC, Linneberg A, Curtin JA, 
Warrington NM, Standl M, Kerkhof M, Jonsdottir I, 
Bukvic BK, Kaakinen M, Sleimann P, Thorleifsson 
G, Thorsteinsdottir U, Schramm K, Baltic S, 
Kreiner-Moller E, Simpson A, St Pourcain B, Coin 
L, Hui J, Walters EH, Tiesler CM, Duffy DL, Jones 
G, Ring SM, McArdle WL, Price L, Robertson CF, 
Pekkanen J, Tang CS, Thiering E, Montgomery 
GW, Hartikainen AL, Dharmage SC, Husemoen LL, 
Herder C, Kemp JP, Elliot P, James A, Waldenberger 
M, Abramson MJ, Fairfax BP, Knight JC, Gupta R, 
Thompson PJ, Holt P, Sly P, Hirschhorn JN, Blekic 
M, Weidinger S, Hakonarsson H, Stefansson K, 
Heinrich J, Postma DS, Custovic A, Pennell CE, 
Jarvelin MR, Koppelman GH, Timpson N, Ferreira 
MA, Bisgaard H, Henderson AJ, Australian Asthma 



100 References 

Genetics Consortium (AAGC), EArly Genetics and 
Lifecourse Epidemiology (EAGLE) Consortium 
(2013) Meta-analysis of genome-wide association 
studies identifies ten loci influencing allergic 
sensitization. Nat Genet 45:902-906 

Bordon Y (2014) Neonatal immunity: Hush-a by baby. 
Nat Rev Immunol 14:4-5 

Bosi E, Molteni L, Radaelli MG, Folini L, Fermo I, 
Bazzigaluppi E, Piemonti L, Pastore MR, Paroni R 
(2006) Increased intestinal permeability precedes 
clinical onset of type 1 diabetes. Diabetologia 
49:2824-2827 

Bovin LF, Rieneck K, Workman C, Nielsen H, Sorensen 
SF, Skjodt H, Florescu A, Brunak S, Bendtzen 
K (2004) Blood cell gene expression profiling in 
rheumatoid arthritis. Discriminative genes and effect 
of rheumatoid factor. Immunol Lett 93:217-226 

Bradshaw EM, Raddassi K, Elyaman W, Orban T, 
Gottlieb PA, Kent SC, Hafler DA (2009) Monocytes 
from patients with type 1 diabetes spontaneously 
secrete proinflammatory cytokines inducing Th17 
cells. J Immunol 183:4432-4439 

Breitfeld D, Ohl L, Kremmer E, Ellwart J, Sallusto 
F, Lipp M, Forster R (2000) Follicular B helper T 
cells express CXC chemokine receptor 5, localize 
to B cell follicles, and support immunoglobulin 
production. J Exp Med 192:1545-1552 

Breuer K, Foroushani AK, Laird MR, Chen C, Sribnaia 
A, Lo R, Winsor GL, Hancock RE, Brinkman FS, 
Lynn DJ (2013) InnateDB: systems biology of 
innate immunity and beyond--recent updates and 
continuing curation. Nucleic Acids Res 41:D1228-
33 

Brodeur SR, Angelini F, Bacharier LB, Blom AM, 
Mizoguchi E, Fujiwara H, Plebani A, Notarangelo 
LD, Dahlback B, Tsitsikov E, Geha RS (2003) C4b-
binding protein (C4BP) activates B cells through the 
CD40 receptor. Immunity 18:837-848 

Brodie GM, Wallberg M, Santamaria P, Wong FS, 
Green EA (2008) B-cells promote intra-islet CD8+ 
cytotoxic T-cell survival to enhance type 1 diabetes. 
Diabetes 57:909-917 

Burren OS, Adlem EC, Achuthan P, Christensen M, 
Coulson RM, Todd JA (2011) T1DBase: update 
2011, organization and presentation of large-scale 
data sets for type 1 diabetes research. Nucleic Acids 
Res 39:D997-1001 

Büttner C, Skupin A, Rieber EP (2004) Transcriptional 
activation of the type I collagen genes COL1A1 and 
COL1A2 in fibroblasts by interleukin-4: analysis of 
the functional collagen promoter sequences. J Cell 
Physiol 198:248-258 

Caillat-Zucman S, Bertin E, Timsit J, Boitard C, Assan 
R, Bach JF (1992) TAP1 and TAP2 transporter genes 
and predisposition to insulin dependent diabetes 
mellitus. C R Acad Sci III 315:535-539 

Cardone J, Le Friec G, Vantourout P, Roberts A, Fuchs 
A, Jackson I, Suddason T, Lord G, Atkinson JP, 
Cope A, Hayday A, Kemper C (2010) Complement 
regulator CD46 temporally regulates cytokine 
production by conventional and unconventional T 
cells. Nat Immunol 11:862-871 

Cella M, Facchetti F, Lanzavecchia A, Colonna M 
(2000) Plasmacytoid dendritic cells activated by 
influenza virus and CD40L drive a potent TH1 
polarization. Nat Immunol 1:305-310 

Chang JC, Wang L, Chen RF, Liu CA (2012) Perinatal 
gene-gene and gene-environment interactions on 
IgE production and asthma development. Clin Dev 
Immunol 2012:270869 

Chaussabel D, Quinn C, Shen J, Patel P, Glaser C, 
Baldwin N, Stichweh D, Blankenship D, Li L, 
Munagala I, Bennett L, Allantaz F, Mejias A, Ardura 
M, Kaizer E, Monnet L, Allman W, Randall H, 
Johnson D, Lanier A, Punaro M, Wittkowski KM, 
White P, Fay J, Klintmalm G, Ramilo O, Palucka 
AK, Banchereau J, Pascual V (2008) A modular 
analysis framework for blood genomics studies: 
application to systemic lupus erythematosus. 
Immunity 29:150-164 

Chen X, Makala LH, Jin Y, Hopkins D, Muir A, Garge 
N, Podolsky RH, She JX (2008) Type 1 diabetes 
patients have significantly lower frequency of 
plasmacytoid dendritic cells in the peripheral blood. 
Clin Immunol 129:413-418 

Chen Y, Kuchroo VK, Inobe J, Hafler DA, Weiner 
HL (1994) Regulatory T cell clones induced 
by oral tolerance: suppression of autoimmune 
encephalomyelitis. Science 265:1237-1240 

Chen Z, Lund R, Aittokallio T, Kosonen M, Nevalainen 
O, Lahesmaa R (2003) Identification of novel IL-4/
Stat6-regulated genes in T lymphocytes. J Immunol 
171:3627-3635 

Chu DK, Mohammed-Ali Z, Jimenez-Saiz R, Walker 
TD, Goncharova S, Llop-Guevara A, Kong J, 
Gordon ME, Barra NG, Gillgrass AE, Van Seggelen 
H, Khan WI, Ashkar AA, Bramson JL, Humbles 
AA, Kolbeck R, Waserman S, Jordana M (2014) 
T helper cell IL-4 drives intestinal Th2 priming to 
oral peanut antigen, under the control of OX40L and 
independent of innate-like lymphocytes. Mucosal 
Immunol 10.1038/mi.2014.29

Chujo D, Foucat E, Nguyen TS, Chaussabel D, 
Banchereau J, Ueno H (2013) ZnT8-Specific CD4+ 
T cells display distinct cytokine expression profiles 



 References 101

between type 1 diabetes patients and healthy adults. 
PLoS One 8:e55595 

Ciofani M, Madar A, Galan C, Sellars M, Mace K, 
Pauli F, Agarwal A, Huang W, Parkurst CN, Muratet 
M, Newberry KM, Meadows S, Greenfield A, Yang 
Y, Jain P, Kirigin FK, Birchmeier C, Wagner EF, 
Murphy KM, Myers RM, Bonneau R, Littman DR 
(2012) A validated regulatory network for th17 cell 
specification. Cell 151:289-303 

Constantinides MG, McDonald BD, Verhoef PA, 
Bendelac A (2014) A committed precursor to innate 
lymphoid cells. Nature 508:397-401 

Contoli M, Message SD, Laza-Stanca V, Edwards 
MR, Wark PA, Bartlett NW, Kebadze T, Mallia P, 
Stanciu LA, Parker HL, Slater L, Lewis-Antes 
A, Kon OM, Holgate ST, Davies DE, Kotenko 
SV, Papi A, Johnston SL (2006) Role of deficient 
type III interferon-lambda production in asthma 
exacerbations. Nat Med 12:1023-1026 

Coppieters KT, Dotta F, Amirian N, Campbell PD, 
Kay TW, Atkinson MA, Roep BO, von Herrath MG 
(2012) Demonstration of islet-autoreactive CD8 T 
cells in insulitic lesions from recent onset and long-
term type 1 diabetes patients. J Exp Med 209:51-60 

Cortes A, Brown MA (2011) Promise and pitfalls of the 
Immunochip. Arthritis Res Ther 13:101 

Cosmi L, Cimaz R, Maggi L, Santarlasci V, Capone 
M, Borriello F, Frosali F, Querci V, Simonini G, 
Barra G, Piccinni MP, Liotta F, De Palma R, Maggi 
E, Romagnani S, Annunziato F (2011) Evidence 
of the transient nature of the Th17 phenotype of 
CD4+CD161+ T cells in the synovial fluid of 
patients with juvenile idiopathic arthritis. Arthritis 
Rheum 63:2504-2515 

Cosmi L, Maggi L, Santarlasci V, Capone M, 
Cardilicchia E, Frosali F, Querci V, Angeli R, 
Matucci A, Fambrini M, Liotta F, Parronchi P, Maggi 
E, Romagnani S, Annunziato F (2010) Identification 
of a novel subset of human circulating memory 
CD4(+) T cells that produce both IL-17A and IL-4. J 
Allergy Clin Immunol 125:222-30.e1-4 

Cote-Sierra J, Foucras G, Guo L, Chiodetti L, Young 
HA, Hu-Li J, Zhu J, Paul WE (2004) Interleukin 2 
plays a central role in Th2 differentiation. Proc Natl 
Acad Sci U S A 101:3880-3885 

Crotta S, Davidson S, Mahlakoiv T, Desmet CJ, 
Buckwalter MR, Albert ML, Staeheli P, Wack A 
(2013) Type I and type III interferons drive redundant 
amplification loops to induce a transcriptional 
signature in influenza-infected airway epithelia. 
PLoS Pathog 9:e1003773 

Crotty S (2011) Follicular helper CD4 T cells (TFH). 
Annu Rev Immunol 29:621-663 

Cua DJ, Sherlock J, Chen Y, Murphy CA, Joyce B, 
Seymour B, Lucian L, To W, Kwan S, Churakova 
T, Zurawski S, Wiekowski M, Lira SA, Gorman D, 
Kastelein RA, Sedgwick JD (2003) Interleukin-23 
rather than interleukin-12 is the critical cytokine 
for autoimmune inflammation of the brain. Nature 
421:744-748 

Culley FJ, Pollott J, Openshaw PJ (2002) Age at first 
viral infection determines the pattern of T cell-
mediated disease during reinfection in adulthood. J 
Exp Med 196:1381-1386 

Curtin JA, Simpson A, Belgrave D, Semic-Jusufagic 
A, Custovic A, Martinez FD (2013) Methylation 
of IL-2 promoter at birth alters the risk of asthma 
exacerbations during childhood. Clin Exp Allergy 
43:304-311 

Dardalhon V, Awasthi A, Kwon H, Galileos G, Gao W, 
Sobel RA, Mitsdoerffer M, Strom TB, Elyaman W, 
Ho IC, Khoury S, Oukka M, Kuchroo VK (2008) 
IL-4 inhibits TGF-beta-induced Foxp3+ T cells and, 
together with TGF-beta, generates IL-9+ IL-10+ 
Foxp3(-) effector T cells. Nat Immunol 9:1347-1355 

Dauby N, Goetghebuer T, Kollmann TR, Levy J, 
Marchant A (2012) Uninfected but not unaffected: 
chronic maternal infections during pregnancy, fetal 
immunity, and susceptibility to postnatal infections. 
Lancet Infect Dis 12:330-340 

de Goffau MC, Luopajärvi K, Knip M, Ilonen J, 
Ruohtula T, Härkönen T, Orivuori L, Hakala S, 
Welling GW, Harmsen HJ, Vaarala O (2013) Fecal 
microbiota composition differs between children 
with beta-cell autoimmunity and those without. 
Diabetes 62:1238-1244 

Del Prete GF, De Carli M, Mastromauro C, Biagiotti 
R, Macchia D, Falagiani P, Ricci M, Romagnani S 
(1991) Purified protein derivative of Mycobacterium 
tuberculosis and excretory-secretory antigen(s) of 
Toxocara canis expand in vitro human T cells with 
stable and opposite (type 1 T helper or type 2 T 
helper) profile of cytokine production. J Clin Invest 
88:346-350 

Delong T, Baker RL, He J, Barbour G, Bradley B, 
Haskins K (2012) Diabetogenic T-cell clones 
recognize an altered peptide of chromogranin A. 
Diabetes 61:3239-3246 

Diana J, Simoni Y, Furio L, Beaudoin L, Agerberth 
B, Barrat F, Lehuen A (2013) Crosstalk between 
neutrophils, B-1a cells and plasmacytoid dendritic 
cells initiates autoimmune diabetes. Nat Med 19:65-
73 



102 References 

Dideberg V, Kristjansdottir G, Milani L, Libioulle C, 
Sigurdsson S, Louis E, Wiman AC, Vermeire S, 
Rutgeerts P, Belaiche J, Franchimont D, Van Gossum 
A, Bours V, Syvanen AC (2007) An insertion-
deletion polymorphism in the interferon regulatory 
Factor 5 (IRF5) gene confers risk of inflammatory 
bowel diseases. Hum Mol Genet 16:3008-3016 

Doitsh G, Galloway NL, Geng X, Yang Z, Monroe 
KM, Zepeda O, Hunt PW, Hatano H, Sowinski S, 
Munoz-Arias I, Greene WC (2014) Cell death by 
pyroptosis drives CD4 T-cell depletion in HIV-1 
infection. Nature 505:509-514 

Dolganiuc A, Kodys K, Marshall C, Saha B, Zhang S, 
Bala S, Szabo G (2012) Type III interferons, IL-28 
and IL-29, are increased in chronic HCV infection 
and induce myeloid dendritic cell-mediated FoxP3+ 
regulatory T cells. PLoS One 7:e44915 

Dominguez-Salas P, Moore SE, Baker MS, Bergen 
AW, Cox SE, Dyer RA, Fulford AJ, Guan Y, 
Laritsky E, Silver MJ, Swan GE, Zeisel SH, Innis 
SM, Waterland RA, Prentice AM, Hennig BJ (2014) 
Maternal nutrition at conception modulates DNA 
methylation of human metastable epialleles. Nat 
Commun 5:3746 

Dong JY, Zhang WG, Chen JJ, Zhang ZL, Han SF, 
Qin LQ (2013) Vitamin D intake and risk of type 
1 diabetes: a meta-analysis of observational studies. 
Nutrients 5:3551-3562 

Dotta F, Censini S, van Halteren AG, Marselli L, 
Masini M, Dionisi S, Mosca F, Boggi U, Muda 
AO, Prato SD, Elliott JF, Covacci A, Rappuoli R, 
Roep BO, Marchetti P (2007) Coxsackie B4 virus 
infection of beta cells and natural killer cell insulitis 
in recent-onset type 1 diabetic patients. Proc Natl 
Acad Sci U S A 104:5115-5120 

Du W, Shen YW, Lee WH, Wang D, Paz S, Kandeel F, 
Liu CP (2013) Foxp3+ Treg expanded from patients 
with established diabetes reduce Helios expression 
while retaining normal function compared to healthy 
individuals. PLoS One 8:e56209 

Duhen T, Geiger R, Jarrossay D, Lanzavecchia A, 
Sallusto F (2009) Production of interleukin 22 but 
not interleukin 17 by a subset of human skin-homing 
memory T cells. Nat Immunol 10:857-863 

Durrani SR, Montville DJ, Pratt AS, Sahu S, DeVries 
MK, Rajamanickam V, Gangnon RE, Gill MA, 
Gern JE, Lemanske RF,Jr, Jackson DJ (2012) Innate 
immune responses to rhinovirus are reduced by 
the high-affinity IgE receptor in allergic asthmatic 
children. J Allergy Clin Immunol 130:489-495 

Edwards MR, Regamey N, Vareille M, Kieninger 
E, Gupta A, Shoemark A, Saglani S, Sykes A, 
Macintyre J, Davies J, Bossley C, Bush A, Johnston 

SL (2013) Impaired innate interferon induction in 
severe therapy resistant atopic asthmatic children. 
Mucosal Immunol 6:797-806 

Ege MJ, Mayer M, Normand AC, Genuneit J, Cookson 
WO, Braun-Fahrlander C, Heederik D, Piarroux 
R, von Mutius E, GABRIELA Transregio 22 
Study Group (2011) Exposure to environmental 
microorganisms and childhood asthma. N Engl J 
Med 364:701-709 

Ege MJ, Bieli C, Frei R, van Strien RT, Riedler J, 
Ublagger E, Schram-Bijkerk D, Brunekreef B, van 
Hage M, Scheynius A, Pershagen G, Benz MR, 
Lauener R, von Mutius E, Braun-Fahrlander C, 
Parsifal Study team (2006) Prenatal farm exposure 
is related to the expression of receptors of the innate 
immunity and to atopic sensitization in school-age 
children. J Allergy Clin Immunol 117:817-823 

El Kebir D, Filep JG (2010) Role of neutrophil 
apoptosis in the resolution of inflammation. 
ScientificWorldJournal 10:1731-1748 

Elahi S, Ertelt JM, Kinder JM, Jiang TT, Zhang 
X, Xin L, Chaturvedi V, Strong BS, Qualls JE, 
Steinbrecher KA, Kalfa TA, Shaaban AF, Way SS 
(2013) Immunosuppressive CD71+ erythroid cells 
compromise neonatal host defence against infection. 
Nature 504:158-162 

Elfving M, Svensson J, Oikarinen S, Jonsson B, 
Olofsson P, Sundkvist G, Lindberg B, Lernmark A, 
Hyöty H, Ivarsson SA (2008) Maternal enterovirus 
infection during pregnancy as a risk factor in 
offspring diagnosed with type 1 diabetes between 15 
and 30 years of age. Exp Diabetes Res 2008:271958 

Elo LL, Mykkänen J, Nikula T, Järvenpää H, Simell 
S, Aittokallio T, Hyöty H, Ilonen J, Veijola R, 
Simell T, Knip M, Simell O, Lahesmaa R (2010) 
Early suppression of immune response pathways 
characterizes children with prediabetes in genome-
wide gene expression profiling. J Autoimmun 35:70-
76 

Elo LL, Lahti L, Skottman H, Kyläniemi M, Lahesmaa 
R, Aittokallio T (2005) Integrating probe-level 
expression changes across generations of Affymetrix 
arrays. Nucleic Acids Res 33:e193 

Endesfelder D, Castell WZ, Ardissone A, Davis-
Richardson AG, Achenbach P, Hagen M, Pflueger 
M, Gano KA, Fagen JR, Drew JC, Brown CT, 
Kolaczkowski B, Atkinson M, Schatz D, Bonifacio 
E, Triplett EW, Ziegler AG (2014) Compromised gut 
microbiota networks in children with anti-islet cell 
autoimmunity. Diabetes 63:2006-2014 

Enk J, Mandelboim O (2014) The Role of Natural 
Cytotoxicity Receptors in Various Pathologies: 
Emphasis on Type I Diabetes. Front Immunol 5:4 



 References 103

Fatrai S, Wierenga AT, Daenen SM, Vellenga E, 
Schuringa JJ (2011) Identification of HIF2alpha 
as an important STAT5 target gene in human 
hematopoietic stem cells. Blood 117:3320-3330 

Fejes AP, Robertson G, Bilenky M, Varhol R, 
Bainbridge M, Jones SJ (2008) FindPeaks 3.1: a tool 
for identifying areas of enrichment from massively 
parallel short-read sequencing technology. 
Bioinformatics 24:1729-1730 

Ferraro A, Socci C, Stabilini A, Valle A, Monti P, 
Piemonti L, Nano R, Olek S, Maffi P, Scavini M, 
Secchi A, Staudacher C, Bonifacio E, Battaglia 
M (2011) Expansion of Th17 cells and functional 
defects in T regulatory cells are key features of 
the pancreatic lymph nodes in patients with type 1 
diabetes. Diabetes 60:2903-2913 

Ferreira RC, Guo H, Coulson RMR, Smyth DJ, 
Pekalski ML, Burren OS, Cutler AJ, Doecke JD, 
Flint S, McKinney EF, Lyons PA, Smith KGC, 
Achenbach P, Beyerlein A, Wicker LS, Todd JA, 
Bonifacio E, Wallace C, Ziegler A (2014) A type 
I interferon transcriptional signature precedes 
autoimmunity in children genetically at-risk for type 
1 diabetes. Diabetes 63:2358-2550 

Feuerer M, Shen Y, Littman DR, Benoist C, Mathis 
D (2009) How punctual ablation of regulatory T 
cells unleashes an autoimmune lesion within the 
pancreatic islets. Immunity 31:654-664 

Filen JJ, Filen S, Moulder R, Tuomela S, Ahlfors H, 
West A, Kouvonen P, Kantola S, Björkman M, 
Katajamaa M, Rasool O, Nyman TA, Lahesmaa R 
(2008) Quantitative proteomics reveals GIMAP 
family proteins 1 and 4 to be differentially regulated 
during human T helper cell differentiation. Mol Cell 
Proteomics 8:32-44 

Filen S, Ylikoski E, Tripathi S, West A, Björkman M, 
Nyström J, Ahlfors H, Coffey E, Rao KV, Rasool 
O, Lahesmaa R (2010) Activating transcription 
factor 3 is a positive regulator of human IFNG gene 
expression. J Immunol 184:4990-4999 

Filias A, Theodorou GL, Mouzopoulou S, Varvarigou 
AA, Mantagos S, Karakantza M (2011) Phagocytic 
ability of neutrophils and monocytes in neonates. 
BMC Pediatr 11:29-2431-11-29 

Fink K, Grandvaux N (2013) STAT2 and IRF9: Beyond 
ISGF3. JAKSTAT 2:e27521 

Foulis AK, Farquharson MA, Meager A (1987) 
Immunoreactive alpha-interferon in insulin-
secreting beta cells in type 1 diabetes mellitus. 
Lancet 2:1423-1427 

Frederiksen B, Kroehl M, Lamb MM, Seifert J, Barriga 
K, Eisenbarth GS, Rewers M, Norris JM (2013) 

Infant exposures and development of type 1 diabetes 
mellitus: The Diabetes Autoimmunity Study in the 
Young (DAISY). JAMA Pediatr 167:808-815 

Funkhouser LJ, Bordenstein SR (2013) Mom knows 
best: the universality of maternal microbial 
transmission. PLoS Biol 11:e1001631 

Furusawa Y, Obata Y, Fukuda S, Endo TA, Nakato 
G, Takahashi D, Nakanishi Y, Uetake C, Kato K, 
Kato T, Takahashi M, Fukuda NN, Murakami S, 
Miyauchi E, Hino S, Atarashi K, Onawa S, Fujimura 
Y, Lockett T, Clarke JM, Topping DL, Tomita M, 
Hori S, Ohara O, Morita T, Koseki H, Kikuchi J, 
Honda K, Hase K, Ohno H (2013) Commensal 
microbe-derived butyrate induces the differentiation 
of colonic regulatory T cells. Nature 504:446-450 

Gabay C, Porter B, Guenette D, Billir B, Arend WP 
(1999) Interleukin-4 (IL-4) and IL-13 enhance the 
effect of IL-1beta on production of IL-1 receptor 
antagonist by human primary hepatocytes and 
hepatoma HepG2 cells: differential effect on 
C-reactive protein production. Blood 93:1299-1307 

Gallo E, Katzman S, Villarino AV (2012) IL-13-
producing Th1 and Th17 cells characterize adaptive 
responses to both self and foreign antigens. Eur J 
Immunol 42:2322-2328 

Gao D, Wu J, Wu YT, Du F, Aroh C, Yan N, Sun L, 
Chen ZJ (2013) Cyclic GMP-AMP synthase is an 
innate immune sensor of HIV and other retroviruses. 
Science 341:903-906 

Garcia-Romo GS, Caielli S, Vega B, Connolly J, 
Allantaz F, Xu Z, Punaro M, Baisch J, Guiducci 
C, Coffman RL, Barrat FJ, Banchereau J, Pascual 
V (2011) Netting neutrophils are major inducers of 
type I IFN production in pediatric systemic lupus 
erythematosus. Sci Transl Med 3:73ra20 

Gentleman RC, Carey VJ, Bates DM, Bolstad B, 
Dettling M, Dudoit S, Ellis B, Gautier L, Ge Y, 
Gentry J, Hornik K, Hothorn T, Huber W, Iacus S, 
Irizarry R, Leisch F, Li C, Maechler M, Rossini AJ, 
Sawitzki G, Smith C, Smyth G, Tierney L, Yang 
JY, Zhang J (2004) Bioconductor: open software 
development for computational biology and 
bioinformatics. Genome Biol 5:R80 

Gill MA, Bajwa G, George TA, Dong CC, Dougherty 
II, Jiang N, Gan VN, Gruchalla RS (2010) 
Counterregulation between the FcepsilonRI pathway 
and antiviral responses in human plasmacytoid 
dendritic cells. J Immunol 184:5999-6006 

Giongo A, Gano KA, Crabb DB, Mukherjee N, Novelo 
LL, Casella G, Drew JC, Ilonen J, Knip M, Hyöty H, 
Veijola R, Simell T, Simell O, Neu J, Wasserfall CH, 
Schatz D, Atkinson MA, Triplett EW (2011) Toward 



104 References 

defining the autoimmune microbiome for type 1 
diabetes. ISME J 5:82-91 

Gitlin AD, Shulman Z, Nussenzweig MC (2014) 
Clonal selection in the germinal centre by regulated 
proliferation and hypermutation. Nature 509:637-
640

Goriely S, Van Lint C, Dadkhah R, Libin M, De Wit D, 
Demonte D, Willems F, Goldman M (2004) A defect 
in nucleosome remodeling prevents IL-12(p35) gene 
transcription in neonatal dendritic cells. J Exp Med 
199:1011-1016 

Gosalbes MJ, Llop S, Valles Y, Moya A, Ballester F, 
Francino MP (2013) Meconium microbiota types 
dominated by lactic acid or enteric bacteria are 
differentially associated with maternal eczema and 
respiratory problems in infants. Clin Exp Allergy 
43:198-211 

Grimes CL, Ariyananda Lde Z, Melnyk JE, O’Shea 
EK (2012) The innate immune protein Nod2 binds 
directly to MDP, a bacterial cell wall fragment. J Am 
Chem Soc 134:13535-13537 

Groux H, O’Garra A, Bigler M, Rouleau M, Antonenko 
S, de Vries JE, Roncarolo MG (1997) A CD4+ T-cell 
subset inhibits antigen-specific T-cell responses and 
prevents colitis. Nature 389:737-742 

Gschwandtner M, Zhong S, Tschachler A, Mlitz V, 
Karner S, Elbe-Burger A, Mildner M (2014) Fetal 
Human Keratinocytes Produce Large Amounts of 
Antimicrobial Peptides: Involvement of Histone-
Methylation Processes. J Invest Dermatol 134:2192-
2201.

Gutierrez O, Pipaon C, Inohara N, Fontalba A, Ogura 
Y, Prosper F, Nunez G, Fernandez-Luna JL (2002) 
Induction of Nod2 in myelomonocytic and intestinal 
epithelial cells via nuclear factor-kappa B activation. 
J Biol Chem 277:41701-41705 

Haahtela T, Holgate S, Pawankar R, Akdis CA, 
Benjaponpitak S, Caraballo L, Demain J, Portnoy J, 
von Hertzen L, WAO Special Committee on Climate 
Change and Biodiversity (2013) The biodiversity 
hypothesis and allergic disease: world allergy 
organization position statement. World Allergy 
Organ J 6:3-4551-6-3 

Hagmann CA, Herzner AM, Abdullah Z, Zillinger 
T, Jakobs C, Schuberth C, Coch C, Higgins PG, 
Wisplinghoff H, Barchet W, Hornung V, Hartmann 
G, Schlee M (2013) RIG-I detects triphosphorylated 
RNA of Listeria monocytogenes during infection in 
non-immune cells. PLoS One 8:e62872 

Hämäläinen H, Zhou H, Chou W, Hashizume H, Heller 
R, Lahesmaa R (2001) Distinct gene expression 

profiles of human type 1 and type 2 T helper cells. 
Genome Biol 2:RESEARCH0022 

Hämäläinen S, Nurminen N, Ahlfors H, Oikarinen S, 
Sioofy-Khojine AB, Frisk G, Oberste MS, Lahesmaa 
R, Pesu M, Hyöty H (2014) Coxsackievirus B1 
reveals strain specific differences in plasmacytoid 
dendritic cell mediated immunogenicity. J Med 
Virol 86:1412-1420 

Han G, Wang R, Chen G, Wang J, Xu R, Wang L, 
Feng J, Li X, Guo R, Fu L, Shen B, Li Y (2010) 
Interleukin-17-producing gammadelta+ T cells 
protect NOD mice from type 1 diabetes through a 
mechanism involving transforming growth factor-
beta. Immunology 129:197-206 

Harjutsalo V, Sund R, Knip M, Groop PH (2013) 
Incidence of type 1 diabetes in Finland. JAMA 
310:427-428 

Harrington LE, Hatton RD, Mangan PR, Turner H, 
Murphy TL, Murphy KM, Weaver CT (2005) 
Interleukin 17-producing CD4+ effector T cells 
develop via a lineage distinct from the T helper type 
1 and 2 lineages. Nat Immunol 6:1123-1132 

Hart PH, Gorman S (2013) Exposure to UV 
Wavelengths in Sunlight Suppresses Immunity. 
To What Extent is UV-induced Vitamin D3 the 
Mediator Responsible?. Clin Biochem Rev 34:3-13 

Hart PH, Gorman S, Finlay-Jones JJ (2011) Modulation 
of the immune system by UV radiation: more than 
just the effects of vitamin D?. Nat Rev Immunol 
11:584-596 

Hawkins RD, Larjo A, Tripathi SK, Wagner U, Luu 
Y, Lönnberg T, Raghav SK, Lee LK, Lund R, Ren 
B, Lähdesmäki H, Lahesmaa R (2013) Global 
Chromatin State Analysis Reveals Lineage-Specific 
Enhancers during the Initiation of Human T helper 1 
and T helper 2 Cell Polarization. Immunity 38:1271-
1284 

Hebenstreit D, Wirnsberger G, Horejs-Hoeck J, 
Duschl A (2006) Signaling mechanisms, interaction 
partners, and target genes of STAT6. Cytokine 
Growth Factor Rev 17:173-188 

Hebenstreit D, Luft P, Schmiedlechner A, Regl G, 
Frischauf AM, Aberger F, Duschl A, Horejs-Hoeck 
J (2003) IL-4 and IL-13 induce SOCS-1 gene 
expression in A549 cells by three functional STAT6-
binding motifs located upstream of the transcription 
initiation site. J Immunol 171:5901-5907 

Hedl M, Abraham C (2012) IRF5 risk polymorphisms 
contribute to interindividual variance in pattern 
recognition receptor-mediated cytokine secretion 
in human monocyte-derived cells. J Immunol 
188:5348-5356 



 References 105

Hegazy AN, Peine M, Helmstetter C, Panse I, Frohlich 
A, Bergthaler A, Flatz L, Pinschewer DD, Radbruch 
A, Lohning M (2010) Interferons direct Th2 cell 
reprogramming to generate a stable GATA-3(+)
T-bet(+) cell subset with combined Th2 and Th1 cell 
functions. Immunity 32:116-128 

Heinig M, Petretto E, Wallace C, Bottolo L, Rotival 
M, Lu H, Li Y, Sarwar R, Langley SR, Bauerfeind 
A, Hummel O, Lee YA, Paskas S, Rintisch C, 
Saar K, Cooper J, Buchan R, Gray EE, Cyster JG, 
Cardiogenics Consortium, Erdmann J, Hengstenberg 
C, Maouche S, Ouwehand WH, Rice CM, Samani 
NJ, Schunkert H, Goodall AH, Schulz H, Roider 
HG, Vingron M, Blankenberg S, Munzel T, Zeller T, 
Szymczak S, Ziegler A, Tiret L, Smyth DJ, Pravenec 
M, Aitman TJ, Cambien F, Clayton D, Todd JA, 
Hubner N, Cook SA (2010) A trans-acting locus 
regulates an anti-viral expression network and type 
1 diabetes risk. Nature 467:460-464 

Henderson J, Hilliard TN, Sherriff A, Stalker D, Al 
Shammari N, Thomas HM (2005) Hospitalization 
for RSV bronchiolitis before 12 months of age and 
subsequent asthma, atopy and wheeze: a longitudinal 
birth cohort study. Pediatr Allergy Immunol 16:386-
392 

Hermann R, Turpeinen H, Laine AP, Veijola R, Knip 
M, Simell O, Sipila I, Åkerblom HK, Ilonen J 
(2003) HLA DR-DQ-encoded genetic determinants 
of childhood-onset type 1 diabetes in Finland: an 
analysis of 622 nuclear families. Tissue Antigens 
62:162-169 

Herold KC, Pescovitz MD, McGee P, Krause-
Steinrauf H, Spain LM, Bourcier K, Asare A, Liu 
Z, Lachin JM, Dosch HM, Type 1 Diabetes TrialNet 
Anti-CD20 Study Group (2011) Increased T cell 
proliferative responses to islet antigens identify 
clinical responders to anti-CD20 monoclonal 
antibody (rituximab) therapy in type 1 diabetes. J 
Immunol 187:1998-2005 

Hibbert L, Pflanz S, De Waal Malefyt R, Kastelein RA 
(2003) IL-27 and IFN-alpha signal via Stat1 and 
Stat3 and induce T-Bet and IL-12Rbeta2 in naive T 
cells. J Interferon Cytokine Res 23:513-522 

Hiltunen M, Hyöty H, Knip M, Ilonen J, Reijonen H, 
Vähäsalo P, Roivainen M, Lönnrot M, Leinikki P, 
Hovi T, Åkerblom HK (1997) Islet cell antibody 
seroconversion in children is temporally associated 
with enterovirus infections. Childhood Diabetes in 
Finland (DiMe) Study Group. J Infect Dis 175:554-
560 

Hilty M, Burke C, Pedro H, Cardenas P, Bush A, 
Bossley C, Davies J, Ervine A, Poulter L, Pachter 
L, Moffatt MF, Cookson WO (2010) Disordered 

microbial communities in asthmatic airways. PLoS 
One 5:e8578 

Hinkmann C, Knerr I, Hahn EG, Lohmann T, Seifarth 
CC (2008) Reduced frequency of peripheral 
plasmacytoid dendritic cells in type 1 diabetes. 
Horm Metab Res 40:767-771 

Hirahara K, Poholek A, Vahedi G, Laurence A, Kanno 
Y, Milner JD, O’Shea JJ (2013) Mechanisms 
underlying helper T-cell plasticity: implications for 
immune-mediated disease. J Allergy Clin Immunol 
131:1276-1287 

Hirano A, Kurita-Taniguchi M, Katayama Y, 
Matsumoto M, Wong TC, Seya T (2002) Ligation 
of human CD46 with purified complement C3b 
or F(ab’)(2) of monoclonal antibodies enhances 
isoform-specific interferon gamma-dependent 
nitric oxide production in macrophages. J Biochem 
132:83-91 

Hirota K, Turner JE, Villa M, Duarte JH, Demengeot 
J, Steinmetz OM, Stockinger B (2013) Plasticity of 
Th17 cells in Peyer’s patches is responsible for the 
induction of T cell-dependent IgA responses. Nat 
Immunol 14:372-379 

Hirota K, Duarte JH, Veldhoen M, Hornsby E, Li Y, 
Cua DJ, Ahlfors H, Wilhelm C, Tolaini M, Menzel U, 
Garefalaki A, Potocnik AJ, Stockinger B (2011) Fate 
mapping of IL-17-producing T cells in inflammatory 
responses. Nat Immunol 12:255-263 

Ho IC, Hodge MR, Rooney JW, Glimcher LH (1996) 
The proto-oncogene c-maf is responsible for tissue-
specific expression of interleukin-4. Cell 85:973-983 

Honda K, Yanai H, Negishi H, Asagiri M, Sato M, 
Mizutani T, Shimada N, Ohba Y, Takaoka A, Yoshida 
N, Taniguchi T (2005) IRF-7 is the master regulator 
of type-I interferon-dependent immune responses. 
Nature 434:772-777 

Hong X, Tsai HJ, Liu X, Arguelles L, Kumar R, 
Wang G, Kuptsova-Clarkson N, Pearson C, Ortiz 
K, Bonzagni A, Apollon S, Fu L, Pongracic JA, 
Schleimer R, Holt PG, Bauchner H, Wang X (2010) 
Does genetic regulation of IgE begin in utero? 
Evidence from T(H)1/T(H)2 gene polymorphisms 
and cord blood total IgE. J Allergy Clin Immunol 
126:1059-67, 1067.e1 

Honkanen J, Nieminen JK, Gao R, Luopajärvi K, Salo 
HM, Ilonen J, Knip M, Otonkoski T, Vaarala O 
(2010) IL-17 immunity in human type 1 diabetes. J 
Immunol 185:1959-1967 

Howell WM (2014) HLA and disease: guilt by 
association. Int J Immunogenet 41:1-12 

Hsieh CS, Macatonia SE, Tripp CS, Wolf SF, O’Garra 
A, Murphy KM (1993) Development of TH1 CD4+ 



106 References 

T cells through IL-12 produced by Listeria-induced 
macrophages. Science 260:547-549 

Hu CJ, Wang LY, Chodosh LA, Keith B, Simon MC 
(2003) Differential roles of hypoxia-inducible factor 
1alpha (HIF-1alpha) and HIF-2alpha in hypoxic 
gene regulation. Mol Cell Biol 23:9361-9374 

Hu CY, Rodriguez-Pinto D, Du W, Ahuja A, Henegariu 
O, Wong FS, Shlomchik MJ, Wen L (2007) 
Treatment with CD20-specific antibody prevents 
and reverses autoimmune diabetes in mice. J Clin 
Invest 117:3857-3867 

Hu J, Nomura Y, Bashir A, Fernandez-Hernandez H, 
Itzkowitz S, Pei Z, Stone J, Loudon H, Peter I (2013) 
Diversified microbiota of meconium is affected by 
maternal diabetes status. PLoS One 8:e78257 

Huang da W, Sherman BT, Lempicki RA (2009a) 
Systematic and integrative analysis of large gene 
lists using DAVID bioinformatics resources. Nat 
Protoc 4:44-57 

Huang da W, Sherman BT, Lempicki RA (2009b) 
Bioinformatics enrichment tools: paths toward the 
comprehensive functional analysis of large gene 
lists. Nucleic Acids Res 37:1-13 

Huang Q, Liu D, Majewski P, Schulte LC, Korn JM, 
Young RA, Lander ES, Hacohen N (2001) The 
plasticity of dendritic cell responses to pathogens 
and their components. Science 294:870-875 

Huang YJ, Nelson CE, Brodie EL, Desantis TZ, Baek 
MS, Liu J, Woyke T, Allgaier M, Bristow J, Wiener-
Kronish JP, Sutherland ER, King TS, Icitovic N, 
Martin RJ, Calhoun WJ, Castro M, Denlinger LC, 
Dimango E, Kraft M, Peters SP, Wasserman SI, 
Wechsler ME, Boushey HA, Lynch SV, National 
Heart, Lung, and Blood Institute’s Asthma Clinical 
Research Network (2011) Airway microbiota and 
bronchial hyperresponsiveness in patients with 
suboptimally controlled asthma. J Allergy Clin 
Immunol 127:372-381.e1-3 

Huber M, Brustle A, Reinhard K, Guralnik A, Walter 
G, Mahiny A, von Low E, Lohoff M (2008) 
IRF4 is essential for IL-21-mediated induction, 
amplification, and stabilization of the Th17 
phenotype. Proc Natl Acad Sci U S A 105:20846-
20851 

Illi S, Depner M, Genuneit J, Horak E, Loss G, Strunz-
Lehner C, Buchele G, Boznanski A, Danielewicz 
H, Cullinan P, Heederik D, Braun-Fahrlander C, 
von Mutius E, GABRIELA Study Group (2012) 
Protection from childhood asthma and allergy in 
Alpine farm environments-the GABRIEL Advanced 
Studies. J Allergy Clin Immunol 129:1470-7.e6 

In’t Veld P, Lievens D, De Grijse J, Ling Z, Van 
der Auwera B, Pipeleers-Marichal M, Gorus F, 
Pipeleers D (2007) Screening for insulitis in adult 
autoantibody-positive organ donors. Diabetes 
56:2400-2404 

Iram N, Mildner M, Prior M, Petzelbauer P, Fiala C, 
Hacker S, Schoppl A, Tschachler E, Elbe-Burger 
A (2012) Age-related changes in expression and 
function of Toll-like receptors in human skin. 
Development 139:4210-4219 

Irizarry RA, Bolstad BM, Collin F, Cope LM, Hobbs 
B, Speed TP (2003) Summaries of Affymetrix 
GeneChip probe level data. Nucleic Acids Res 
31:e15 

Ivarsson MA, Loh L, Marquardt N, Kekäläinen E, 
Berglin L, Björkstrom NK, Westgren M, Nixon DF, 
Michaëlsson J (2013) Differentiation and functional 
regulation of human fetal NK cells. J Clin Invest 
123:3889-3901 

Jabeen R, Goswami R, Awe O, Kulkarni A, Nguyen 
ET, Attenasio A, Walsh D, Olson MR, Kim MH, 
Tepper RS, Sun J, Kim CH, Taparowsky EJ, Zhou B, 
Kaplan MH (2013) Th9 cell development requires 
a BATF-regulated transcriptional network. J Clin 
Invest 123:4641-4653 

Jackson AL, Linsley PS (2010) Recognizing and 
avoiding siRNA off-target effects for target 
identification and therapeutic application. Nat Rev 
Drug Discov 9:57-67 

Jackson DJ, Evans MD, Gangnon RE, Tisler CJ, 
Pappas TE, Lee WM, Gern JE, Lemanske RF,Jr 
(2012) Evidence for a causal relationship between 
allergic sensitization and rhinovirus wheezing in 
early life. Am J Respir Crit Care Med 185:281-285 

Jackson DJ, Gangnon RE, Evans MD, Roberg KA, 
Anderson EL, Pappas TE, Printz MC, Lee WM, 
Shult PA, Reisdorf E, Carlson-Dakes KT, Salazar 
LP, DaSilva DF, Tisler CJ, Gern JE, Lemanske RF,Jr 
(2008) Wheezing rhinovirus illnesses in early life 
predict asthma development in high-risk children. 
Am J Respir Crit Care Med 178:667-672 

Jiménez E, Marín ML, Martín R, Odriozola JM, 
Olivares M, Xaus J, Fernández L, Rodríguez JM 
(2008) Is meconium from healthy newborns actually 
sterile?. Res Microbiol 159:187-193 

Jiménez E, Fernández L, Marín ML, Martín R, 
Odriozola JM, Nueno-Palop C, Narbad A, Olivares 
M, Xaus J, Rodríguez JM (2005) Isolation of 
commensal bacteria from umbilical cord blood of 
healthy neonates born by cesarean section. Curr 
Microbiol 51:270-274 



 References 107

Jin Y, Sharma A, Bai S, Davis C, Liu H, Hopkins D, 
Barriga K, Rewers M, She JX (2014) Risk of T1D 
progression in islet autoantibody-positive children 
can be further stratified using expression patterns 
of multiple genes implicated in peripheral blood 
lymphocyte activation and function. Diabetes 
63:2506-2515 

Jin Y, She JX (2012) Novel biomarkers in type 1 
diabetes. Rev Diabet Stud 9:224-235 

Johnson WE, Li C, Rabinovic A (2007) Adjusting 
batch effects in microarray expression data using 
empirical Bayes methods. Biostatistics 8:118-127 

Johnston RJ, Poholek AC, DiToro D, Yusuf I, Eto 
D, Barnett B, Dent AL, Craft J, Crotty S (2009) 
Bcl6 and Blimp-1 are reciprocal and antagonistic 
regulators of T follicular helper cell differentiation. 
Science 325:1006-1010 

Joller N, Lozano E, Burkett PR, Patel B, Xiao S, Zhu 
C, Xia J, Tan TG, Sefik E, Yajnik V, Sharpe AH, 
Quintana FJ, Mathis D, Benoist C, Hafler DA, 
Kuchroo VK (2014) Treg Cells Expressing the 
Coinhibitory Molecule TIGIT Selectively Inhibit 
Proinflammatory Th1 and Th17 Cell Responses. 
Immunity 40:569-581 

Kagan JC, Su T, Horng T, Chow A, Akira S, Medzhitov 
R (2008) TRAM couples endocytosis of Toll-like 
receptor 4 to the induction of interferon-beta. Nat 
Immunol 9:361-368 

Kalliomäki M, Salminen S, Poussa T, Isolauri E (2007) 
Probiotics during the first 7 years of life: a cumulative 
risk reduction of eczema in a randomized, placebo-
controlled trial. J Allergy Clin Immunol 119:1019-
1021 

Kanhere A, Hertweck A, Bhatia U, Gokmen MR, 
Perucha E, Jackson I, Lord GM, Jenner RG 
(2012) T-bet and GATA3 orchestrate Th1 and Th2 
differentiation through lineage-specific targeting of 
distal regulatory elements. Nat Commun 3:1268 

Kaplan MH, Schindler U, Smiley ST, Grusby MJ 
(1996) Stat6 is required for mediating responses to 
IL-4 and for development of Th2 cells. Immunity 
4:313-319 

Kaplan MJ (2013) Role of neutrophils in systemic 
autoimmune diseases. Arthritis Res Ther 15:219 

Kara EE, Comerford I, Fenix KA, Bastow CR, 
Gregor CE, McKenzie DR, McColl SR (2014) 
Tailored immune responses: novel effector helper 
T cell subsets in protective immunity. PLoS Pathog 
10:e1003905 

Kashiwada M, Cassel SL, Colgan JD, Rothman PB 
(2011) NFIL3/E4BP4 controls type 2 T helper cell 
cytokine expression. EMBO J 30:2071-2082 

Kebir H, Ifergan I, Alvarez JI, Bernard M, Poirier J, 
Arbour N, Duquette P, Prat A (2009) Preferential 
recruitment of interferon-gamma-expressing TH17 
cells in multiple sclerosis. Ann Neurol 66:390-402 

Kemper C, Chan AC, Green JM, Brett KA, Murphy 
KM, Atkinson JP (2003) Activation of human CD4+ 
cells with CD3 and CD46 induces a T-regulatory cell 
1 phenotype. Nature 421:388-392 

Kim JS, Smith-Garvin JE, Koretzky GA, Jordan MS 
(2011) The requirements for natural Th17 cell 
development are distinct from those of conventional 
Th17 cells. J Exp Med 208:2201-2207 

Kim SH, Gunst KV, Sarvetnick N (2006) STAT4/6-
dependent differential regulation of chemokine 
receptors. Clin Immunol 118:250-257 

Kimpimäki T, Kupila A, Hämäläinen AM, Kukko M, 
Kulmala P, Savola K, Simell T, Keskinen P, Ilonen 
J, Simell O, Knip M (2001) The first signs of beta-
cell autoimmunity appear in infancy in genetically 
susceptible children from the general population: the 
Finnish Type 1 Diabetes Prediction and Prevention 
Study. J Clin Endocrinol Metab 86:4782-4788 

Klein L, Kyewski B, Allen PM, Hogquist KA (2014) 
Positive and negative selection of the T cell 
repertoire: what thymocytes see (and don’t see). Nat 
Rev Immunol 14:377-391 

Klinke DJ,2nd (2008) Extent of beta cell destruction is 
important but insufficient to predict the onset of type 
1 diabetes mellitus. PLoS One 3:e1374 

Knight RR, Kronenberg D, Zhao M, Huang GC, 
Eichmann M, Bulek A, Wooldridge L, Cole DK, 
Sewell AK, Peakman M, Skowera A (2013) Human 
beta-cell killing by autoreactive preproinsulin-
specific CD8 T cells is predominantly granule-
mediated with the potency dependent upon T-cell 
receptor avidity. Diabetes 62:205-213 

Knip M, Virtanen SM, Seppä K, Ilonen J, Savilahti 
E, Vaarala O, Reunanen A, Teramo K, Hämäläinen 
AM, Paronen J, Dosch HM, Hakulinen T, Åkerblom 
HK, Finnish TRIGR Study Group (2010) Dietary 
intervention in infancy and later signs of beta-cell 
autoimmunity. N Engl J Med 363:1900-1908 

Köhler C, Adegnika AA, Van der Linden R, Agnandji 
ST, Chai SK, Luty AJ, Szepfalusi Z, Kremsner 
PG, Yazdanbakhsh M (2008) Comparison of 
immunological status of African and European cord 
blood mononuclear cells. Pediatr Res 64:631-636 

Komatsu N, Okamoto K, Sawa S, Nakashima T, 
Oh-hora M, Kodama T, Tanaka S, Bluestone JA, 
Takayanagi H (2014) Pathogenic conversion of 
Foxp3+ T cells into TH17 cells in autoimmune 
arthritis. Nat Med 20:62-68 



108 References 

Komine O, Hayashi K, Natsume W, Watanabe T, Seki 
Y, Seki N, Yagi R, Sukzuki W, Tamauchi H, Hozumi 
K, Habu S, Kubo M, Satake M (2003) The Runx1 
transcription factor inhibits the differentiation 
of naive CD4+ T cells into the Th2 lineage by 
repressing GATA3 expression. J Exp Med 198:51-
61 

Kopf M, Le Gros G, Bachmann M, Lamers MC, 
Bluethmann H, Kohler G (1993) Disruption of the 
murine IL-4 gene blocks Th2 cytokine responses. 
Nature 362:245-248 

Kotaniemi-Syrjänen A, Vainionpää R, Reijonen 
TM, Waris M, Korhonen K, Korppi M (2003) 
Rhinovirus-induced wheezing in infancy--the first 
sign of childhood asthma?. J Allergy Clin Immunol 
111:66-71 

Kretowski A, Mysliwiec J, Szelachowska M, Turowski 
D, Wysocka J, Kowalska I, Kinalska I (1999) 
Gammadelta T-cells alterations in the peripheral 
blood of high risk diabetes type 1 subjects with 
subclinical pancreatic B-cells impairment. Immunol 
Lett 68:289-293 

Krishnamoorthy N, Khare A, Oriss TB, Raundhal M, 
Morse C, Yarlagadda M, Wenzel SE, Moore ML, 
Peebles RS,Jr, Ray A, Ray P (2012) Early infection 
with respiratory syncytial virus impairs regulatory T 
cell function and increases susceptibility to allergic 
asthma. Nat Med 18:1525-1530 

Kuitunen M, Saukkonen T, Ilonen J, Åkerblom HK, 
Savilahti E (2002) Intestinal permeability to mannitol 
and lactulose in children with type 1 diabetes with 
the HLA-DQB1*02 allele. Autoimmunity 35:365-
368 

Kupila A, Muona P, Simell T, Arvilommi P, Savolainen 
H, Hämäläinen AM, Korhonen S, Kimpimäki T, 
Sjöroos M, Ilonen J, Knip M, Simell O, Juvenile 
Diabetes Research Foundation Centre for the 
Prevention of Type I Diabetes in Finland (2001) 
Feasibility of genetic and immunological prediction 
of type I diabetes in a population-based birth cohort. 
Diabetologia 44:290-297 

Kurata H, Lee HJ, O’Garra A, Arai N (1999) Ectopic 
expression of activated Stat6 induces the expression 
of Th2-specific cytokines and transcription factors 
in developing Th1 cells. Immunity 11:677-688 

Kusel MM, de Klerk NH, Kebadze T, Vohma V, 
Holt PG, Johnston SL, Sly PD (2007) Early-life 
respiratory viral infections, atopic sensitization, 
and risk of subsequent development of persistent 
asthma. J Allergy Clin Immunol 119:1105-1110 

La Torre D, Seppänen-Laakso T, Larsson HE, 
Hyötyläinen T, Ivarsson SA, Lernmark A, Oresic M, 
DiPiS Study Group (2013) Decreased cord-blood 

phospholipids in young age-at-onset type 1 diabetes. 
Diabetes 62:3951-3956 

Laajala TD, Raghav S, Tuomela S, Lahesmaa R, 
Aittokallio T, Elo LL (2009) A practical comparison 
of methods for detecting transcription factor binding 
sites in ChIP-seq experiments. BMC Genomics 
10:618 

Laitinen OH, Honkanen H, Pakkanen O, Oikarinen 
S, Hankaniemi MM, Huhtala H, Ruokoranta T, 
Lecouturier V, Andre P, Harju R, Virtanen SM, 
Lehtonen J, Almond JW, Simell T, Simell O, 
Ilonen J, Veijola R, Knip M, Hyöty H (2013) 
Coxsackievirus B1 Is Associated With Induction 
of beta-Cell Autoimmunity That Portends Type 1 
Diabetes. Diabetes 63:446-455 

Lang FP, Schatz DA, Pollock BH, Riley WJ, Maclaren 
NK, Dumont-Driscoll M, Barrett DJ (1991) 
Increased T lymphocytes bearing the gamma-delta 
T cell receptor in subjects at high risk for insulin 
dependent diabetes. J Autoimmun 4:925-933 

Laurence A, Tato CM, Davidson TS, Kanno Y, Chen Z, 
Yao Z, Blank RB, Meylan F, Siegel R, Hennighausen 
L, Shevach EM, O’shea JJ (2007) Interleukin-2 
signaling via STAT5 constrains T helper 17 cell 
generation. Immunity 26:371-381 

Le Friec G, Sheppard D, Whiteman P, Karsten CM, 
Shamoun SA, Laing A, Bugeon L, Dallman MJ, 
Melchionna T, Chillakuri C, Smith RA, Drouet C, 
Couzi L, Fremeaux-Bacchi V, Kohl J, Waddington 
SN, McDonnell JM, Baker A, Handford PA, Lea SM, 
Kemper C (2012) The CD46-Jagged1 interaction 
is critical for human TH1 immunity. Nat Immunol 
13:1213-1221 

Le Gros G, Ben-Sasson SZ, Seder R, Finkelman FD, 
Paul WE (1990) Generation of interleukin 4 (IL-
4)-producing cells in vivo and in vitro: IL-2 and 
IL-4 are required for in vitro generation of IL-4-
producing cells. J Exp Med 172:921-929 

Lee HH, Hoeman CM, Hardaway JC, Guloglu FB, 
Ellis JS, Jain R, Divekar R, Tartar DM, Haymaker 
CL, Zaghouani H (2008) Delayed maturation of an 
IL-12-producing dendritic cell subset explains the 
early Th2 bias in neonatal immunity. J Exp Med 
205:2269-2280 

Lee HJ, Suk JE, Patrick C, Bae EJ, Cho JH, Rho S, 
Hwang D, Masliah E, Lee SJ (2010a) Direct transfer 
of alpha-synuclein from neuron to astroglia causes 
inflammatory responses in synucleinopathies. J Biol 
Chem 285:9262-9272 

Lee HK, Mattei LM, Steinberg BE, Alberts P, Lee YH, 
Chervonsky A, Mizushima N, Grinstein S, Iwasaki 
A (2010b) In vivo requirement for Atg5 in antigen 



 References 109

presentation by dendritic cells. Immunity 32:227-
239 

Lee HK, Lund JM, Ramanathan B, Mizushima N, 
Iwasaki A (2007) Autophagy-dependent viral 
recognition by plasmacytoid dendritic cells. Science 
315:1398-1401 

Lee SY, Yu J, Ahn KM, Kim KW, Shin YH, Lee 
KS, Hong SA, Jung YH, Lee E, Yang SI, Seo JH, 
Kwon JW, Kim BJ, Kim HB, Kim WK, Song DJ, 
Jang GC, Shim JY, Lee SY, Kwon JY, Choi SJ, 
Lee KJ, Park HJ, Won HS, Yoo HS, Kang MJ, Kim 
HY, Hong SJ (2014) Additive Effect between IL-
13 Polymorphism and Cesarean Section Delivery/
Prenatal Antibiotics Use on Atopic Dermatitis: A 
Birth Cohort Study (COCOA). PLoS One 9:e96603 

Lee WB, Kang JS, Yan JJ, Lee MS, Jeon BY, Cho SN, 
Kim YJ (2012) Neutrophils Promote Mycobacterial 
Trehalose Dimycolate-Induced Lung Inflammation 
via the Mincle Pathway. PLoS Pathog 8:e1002614 

Lehtimäki S, Lahesmaa R (2013) Regulatory T Cells 
Control Immune Responses through Their Non-
Redundant Tissue Specific Features. Front Immunol 
4:294 

Lemanske RF,Jr, Jackson DJ, Gangnon RE, Evans 
MD, Li Z, Shult PA, Kirk CJ, Reisdorf E, Roberg 
KA, Anderson EL, Carlson-Dakes KT, Adler KJ, 
Gilbertson-White S, Pappas TE, Dasilva DF, Tisler 
CJ, Gern JE (2005) Rhinovirus illnesses during 
infancy predict subsequent childhood wheezing. J 
Allergy Clin Immunol 116:571-577 

Lester SN, Li K (2014) Toll-like receptors in antiviral 
innate immunity. J Mol Biol 426:1246-1264 

Leveque L, Khosrotehrani K (2011) Can maternal 
microchimeric cells influence the fetal response 
toward self antigens?. Chimerism 2:71-77 

Lewis W, Simanyi E, Li H, Thompson CA, Nasti 
TH, Jaleel T, Xu H, Yusuf N (2011) Regulation 
of ultraviolet radiation induced cutaneous 
photoimmunosuppression by toll-like receptor-4. 
Arch Biochem Biophys 508:171-177 

Li Q, Xu B, Michie SA, Rubins KH, Schreriber RD, 
McDevitt HO (2008a) Interferon-alpha initiates 
type 1 diabetes in nonobese diabetic mice. Proc Natl 
Acad Sci U S A 105:12439-12444 

Li R, Li Y, Kristiansen K, Wang J (2008b) SOAP: short 
oligonucleotide alignment program. Bioinformatics 
24:713-714 

Li XD, Wu J, Gao D, Wang H, Sun L, Chen ZJ (2013) 
Pivotal roles of cGAS-cGAMP signaling in antiviral 
defense and immune adjuvant effects. Science 
341:1390-1394 

Li YF, Langholz B, Salam MT, Gilliland FD (2005) 
Maternal and grandmaternal smoking patterns 
are associated with early childhood asthma. Chest 
127:1232-1241 

Li Z, Van Calcar S, Qu C, Cavenee WK, Zhang MQ, 
Ren B (2003) A global transcriptional regulatory 
role for c-Myc in Burkitt’s lymphoma cells. Proc 
Natl Acad Sci U S A 100:8164-8169 

Liao W, Schones DE, Oh J, Cui Y, Cui K, Roh TY, Zhao 
K, Leonard WJ (2008) Priming for T helper type 2 
differentiation by interleukin 2-mediated induction 
of interleukin 4 receptor alpha-chain expression. Nat 
Immunol 9:1288-1296 

Licciardi PV, Ismail IH, Balloch A, Mui M, Hoe E, 
Lamb K, Tang ML (2013) Maternal Supplementation 
with LGG Reduces Vaccine-Specific Immune 
Responses in Infants at High-Risk of Developing 
Allergic Disease. Front Immunol 4:381 

Licona-Limon P, Henao-Mejia J, Temann AU, Gagliani 
N, Licona-Limon I, Ishigame H, Hao L, Herbert DR, 
Flavell RA (2013) Th9 Cells Drive Host Immunity 
against Gastrointestinal Worm Infection. Immunity 
39:744-757 

Liew FY (2002) T(H)1 and T(H)2 cells: a historical 
perspective. Nat Rev Immunol 2:55-60 

Liew FY, Millott SM, Schmidt JA (1990) A repetitive 
peptide of Leishmania can activate T helper type 2 
cells and enhance disease progression. J Exp Med 
172:1359-1365 

Lisciandro JG, Prescott SL, Nadal-Sims MG, Devitt 
CJ, Pomat W, Siba PM, Holt PG, Strickland D, van 
den Biggelaar AH (2012a) Comparison of neonatal 
T regulatory cell function in Papua New Guinean 
and Australian newborns. Pediatr Allergy Immunol 
23:173-180 

Lisciandro JG, Prescott SL, Nadal-Sims MG, Devitt 
CJ, Richmond PC, Pomat W, Siba PM, Holt PG, 
Strickland DH, van den Biggelaar AH (2012b) 
Neonatal antigen-presenting cells are functionally 
more quiescent in children born under traditional 
compared with modern environmental conditions. J 
Allergy Clin Immunol 130:1167-1174.e10 

Lisciandro JG, van den Biggelaar AH (2010) Neonatal 
immune function and inflammatory illnesses in later 
life: lessons to be learnt from the developing world?. 
Clin Exp Allergy 40:1719-1731 

Liu X, Chen X, Zhong B, Wang A, Wang X, Chu F, 
Nurieva RI, Yan X, Chen P, van der Flier LG, 
Nakatsukasa H, Neelapu SS, Chen W, Clevers H, 
Tian Q, Qi H, Wei L, Dong C (2014) Transcription 
factor achaete-scute homologue 2 initiates follicular 
T-helper-cell development. Nature 507:513-518 



110 References 

Lloyd CM, Hessel EM (2010) Functions of T cells 
in asthma: more than just T(H)2 cells. Nat Rev 
Immunol 10:838-848 

Lönnrot M, Korpela K, Knip M, Ilonen J, Simell O, 
Korhonen S, Savola K, Muona P, Simell T, Koskela 
P, Hyöty H (2000) Enterovirus infection as a risk 
factor for beta-cell autoimmunity in a prospectively 
observed birth cohort: the Finnish Diabetes 
Prediction and Prevention Study. Diabetes 49:1314-
1318 

Lucas S, Ghilardi N, Li J, de Sauvage FJ (2003) IL-
27 regulates IL-12 responsiveness of naive CD4+ 
T cells through Stat1-dependent and -independent 
mechanisms. Proc Natl Acad Sci U S A 100:15047-
15052 

Lukkarinen H, Söderlund-Venermo M, Vuorinen T, 
Allander T, Hedman K, Simell O, Ruuskanen O, 
Jartti T (2014) Human bocavirus 1 may suppress 
rhinovirus-associated immune response in wheezing 
children. J Allergy Clin Immunol 133:256-258.e4 

Lund RJ, Löytömäki M, Naumanen T, Dixon C, Chen 
Z, Ahlfors H, Tuomela S, Tahvanainen J, Scheinin 
J, Henttinen T, Rasool O, Lahesmaa R (2007) 
Genome-wide identification of novel genes involved 
in early Th1 and Th2 cell differentiation. J Immunol 
178:3648-3660 

Luopajärvi K, Skarsvik S, Ilonen J, Åkerblom HK, 
Vaarala O (2007) Reduced CCR4, interleukin-13 
and GATA-3 up-regulation in response to type 2 
cytokines of cord blood T lymphocytes in infants 
at genetic risk of type 1 diabetes. Immunology 
121:189-196 

Mackroth MS, Malhotra I, Mungai P, Koech D, Muchiri 
E, King CL (2011) Human cord blood CD4+CD25hi 
regulatory T cells suppress prenatally acquired T 
cell responses to Plasmodium falciparum antigens. 
J Immunol 186:2780-2791 

Malireddi RK, Kanneganti TD (2013) Role of type I 
interferons in inflammasome activation, cell death, 
and disease during microbial infection. Front Cell 
Infect Microbiol 3:77 

Mari N, Hercor M, Denanglaire S, Leo O, Andris F 
(2013) The capacity of Th2 lymphocytes to deliver 
B-cell help requires expression of the transcription 
factor STAT3. Eur J Immunol 43:1489-1498 

Marino E, Tan B, Binge L, Mackay CR, Grey ST (2012) 
B-cell cross-presentation of autologous antigen 
precipitates diabetes. Diabetes 61:2893-2905 

Markle JG, Mortin-Toth S, Wong AS, Geng L, Hayday 
A, Danska JS (2013) gammadelta T cells are 
essential effectors of type 1 diabetes in the nonobese 
diabetic mouse model. J Immunol 190:5392-5401 

Marks BR, Nowyhed HN, Choi JY, Poholek AC, 
Odegard JM, Flavell RA, Craft J (2009) Thymic self-
reactivity selects natural interleukin 17-producing T 
cells that can regulate peripheral inflammation. Nat 
Immunol 10:1125-1132 

Marri PR, Stern DA, Wright AL, Billheimer D, 
Martinez FD (2013) Asthma-associated differences 
in microbial composition of induced sputum. J 
Allergy Clin Immunol 131:346-52.e1-3 

Martin CL, Albers JW, Pop-Busui R, DCCT/EDIC 
Research Group (2014) Neuropathy and related 
findings in the diabetes control and complications 
trial/epidemiology of diabetes interventions and 
complications study. Diabetes Care 37:31-38 

Martin LJ, Gupta J, Jyothula SS, Butsch Kovacic M, 
Biagini Myers JM, Patterson TL, Ericksen MB, He 
H, Gibson AM, Baye TM, Amirisetty S, Tsoras AM, 
Sha Y, Eissa NT, Hershey GK (2012) Functional 
variant in the autophagy-related 5 gene promotor 
is associated with childhood asthma. PLoS One 
7:e33454 

Martin S, Wolf-Eichbaum D, Duinkerken G, 
Scherbaum WA, Kolb H, Noordzij JG, Roep BO 
(2001) Development of type 1 diabetes despite 
severe hereditary B-lymphocyte deficiency. N Engl 
J Med 345:1036-1040 

Martinelli S, Urosevic M, Daryadel A, Oberholzer 
PA, Baumann C, Fey MF, Dummer R, Simon HU, 
Yousefi S (2004) Induction of genes mediating 
interferon-dependent extracellular trap formation 
during neutrophil differentiation. J Biol Chem 
279:44123-44132 

Martino D, Holt P, Prescott S (2012) A novel role for 
interleukin-1 receptor signaling in the developmental 
regulation of immune responses to endotoxin. 
Pediatr Allergy Immunol 23:567-572 

Marwaha AK, Crome SQ, Panagiotopoulos C, Berg 
KB, Qin H, Ouyang Q, Xu L, Priatel JJ, Levings 
MK, Tan R (2010) Cutting edge: Increased IL-17-
secreting T cells in children with new-onset type 1 
diabetes. J Immunol 185:3814-3818 

McClymont SA, Putnam AL, Lee MR, Esensten JH, 
Liu W, Hulme MA, Hoffmuller U, Baron U, Olek 
S, Bluestone JA, Brusko TM (2011) Plasticity of 
human regulatory T cells in healthy subjects and 
patients with type 1 diabetes. J Immunol 186:3918-
3926 

McGaha TL, Le M, Kodera T, Stoica C, Zhu J, Paul 
WE, Bona CA (2003) Molecular mechanisms 
of interleukin-4-induced up-regulation of type I 
collagen gene expression in murine fibroblasts. 
Arthritis Rheum 48:2275-2284 



 References 111

Mehers KL, Long AE, van der Slik AR, Aitken RJ, 
Nathwani V, Wong FS, Bain S, Gill G, Roep BO, 
Bingley PJ, Gillespie KM (2011) An increased 
frequency of NK cell receptor and HLA-C group 
1 combinations in early-onset type 1 diabetes. 
Diabetologia 54:3062-3070 

Mejia-Leon ME, Petrosino JF, Ajami NJ, Dominguez-
Bello MG, de la Barca AM (2014) Fecal microbiota 
imbalance in Mexican children with type 1 diabetes. 
Sci Rep 4:3814 

Melvan JN, Bagby GJ, Welsh DA, Nelson S, 
Zhang P (2010) Neonatal sepsis and neutrophil 
insufficiencies. Int Rev Immunol 29:315-348 

Michaëlsson J, Mold JE, McCune JM, Nixon DF 
(2006) Regulation of T cell responses in the 
developing human fetus. J Immunol 176:5741-5748 

Miller SA, Dykes DD, Polesky HF (1988) A simple 
salting out procedure for extracting DNA from 
human nucleated cells. Nucleic Acids Res 16:1215 

Mohr SB, Garland CF, Gorham ED, Garland FC (2008) 
The association between ultraviolet B irradiance, 
vitamin D status and incidence rates of type 1 
diabetes in 51 regions worldwide. Diabetologia 
51:1391-1398 

Mold JE, McCune JM (2011) At the crossroads 
between tolerance and aggression: Revisiting the 
“layered immune system” hypothesis. Chimerism 
2:35-41 

Mold JE, Venkatasubrahmanyam S, Burt TD, 
Michaelsson J, Rivera JM, Galkina SA, Weinberg 
K, Stoddart CA, McCune JM (2010) Fetal and adult 
hematopoietic stem cells give rise to distinct T cell 
lineages in humans. Science 330:1695-1699 

Mold JE, Michaelsson J, Burt TD, Muench MO, 
Beckerman KP, Busch MP, Lee TH, Nixon DF, 
McCune JM (2008) Maternal alloantigens promote 
the development of tolerogenic fetal regulatory T 
cells in utero. Science 322:1562-1565 

Mole DR, Blancher C, Copley RR, Pollard PJ, Gleadle 
JM, Ragoussis J, Ratcliffe PJ (2009) Genome-wide 
association of hypoxia-inducible factor (HIF)-1alpha 
and HIF-2alpha DNA binding with expression 
profiling of hypoxia-inducible transcripts. J Biol 
Chem 284:16767-16775 

Moles L, Gómez M, Heilig H, Bustos G, Fuentes S, 
de Vos W, Fernández L, Rodríguez JM, Jiménez E 
(2013) Bacterial diversity in meconium of preterm 
neonates and evolution of their fecal microbiota 
during the first month of life. PLoS One 8:e66986 

Monroe KM, Yang Z, Johnson JR, Geng X, Doitsh G, 
Krogan NJ, Greene WC (2014) IFI16 DNA sensor 

is required for death of lymphoid CD4 T cells 
abortively infected with HIV. Science 343:428-432 

Montgomery S, Bahmanyar S, Brus O, Hussein O, 
Kosma P, Palme-Kilander C (2013) Respiratory 
infections in preterm infants and subsequent asthma: 
a cohort study. BMJ Open 3:e004034-2013-004034 

Morgan XC, Huttenhower C (2014) Meta’omic analytic 
techniques for studying the intestinal microbiome. 
Gastroenterology 146:1437-1448.e1 

Mosmann TR, Coffman RL (1989) TH1 and TH2 cells: 
different patterns of lymphokine secretion lead to 
different functional properties. Annu Rev Immunol 
7:145-173 

Mosmann TR, Cherwinski H, Bond MW, Giedlin MA, 
Coffman RL (1986) Two types of murine helper 
T cell clone. I. Definition according to profiles 
of lymphokine activities and secreted proteins. J 
Immunol 136:2348-2357 

Murphy CA, Langrish CL, Chen Y, Blumenschein W, 
McClanahan T, Kastelein RA, Sedgwick JD, Cua DJ 
(2003) Divergent pro- and antiinflammatory roles for 
IL-23 and IL-12 in joint autoimmune inflammation. 
J Exp Med 198:1951-1957 

Murphy K, Travers P, Walport M, Janeway C, (2012) 
Janeway’s immunobiology. Garland Science, New 
York.

Murri M, Leiva I, Gomez-Zumaquero JM, Tinahones 
FJ, Cardona F, Soriguer F, Queipo-Ortuno MI (2013) 
Gut microbiota in children with type 1 diabetes 
differs from that in healthy children: a case-control 
study. BMC Med 11:46-7015-11-46 

Nagai S, Hashimoto S, Yamashita T, Toyoda N, Satoh 
T, Suzuki T, Matsushima K (2001) Comprehensive 
gene expression profile of human activated T(h)1- 
and T(h)2-polarized cells. Int Immunol 13:367-376 

Naoe Y, Setoguchi R, Akiyama K, Muroi S, Kuroda M, 
Hatam F, Littman DR, Taniuchi I (2007) Repression 
of interleukin-4 in T helper type 1 cells by Runx/
Cbf beta binding to the Il4 silencer. J Exp Med 
204:1749-1755 

Nasir A, Norton JD, Baou M, Zekavati A, Bijlmakers 
MJ, Thompson S, Murphy JJ (2012) ZFP36L1 
negatively regulates plasmacytoid differentiation of 
BCL1 cells by targeting BLIMP1 mRNA. PLoS One 
7:e52187 

Neerincx A, Castro W, Guarda G, Kufer TA (2013) 
NLRC5, at the Heart of Antigen Presentation. Front 
Immunol 4:397 

Nejentsev S, Walker N, Riches D, Egholm M, Todd JA 
(2009) Rare variants of IFIH1, a gene implicated in 



112 References 

antiviral responses, protect against type 1 diabetes. 
Science 324:387-389 

Nelson JL, Gillespie KM, Lambert NC, Stevens AM, 
Loubiere LS, Rutledge JC, Leisenring WM, Erickson 
TD, Yan Z, Mullarkey ME, Boespflug ND, Bingley 
PJ, Gale EA (2007) Maternal microchimerism in 
peripheral blood in type 1 diabetes and pancreatic 
islet beta cell microchimerism. Proc Natl Acad Sci 
U S A 104:1637-1642 

Nestor CE, Barrenas F, Wang H, Lentini A, Zhang 
H, Bruhn S, Jornsten R, Langston MA, Rogers G, 
Gustafsson M, Benson M (2014) DNA Methylation 
Changes Separate Allergic Patients from Healthy 
Controls and May Reflect Altered CD4(+) T-Cell 
Population Structure. PLoS Genet 10:e1004059 

Neuman A, Hohmann C, Orsini N, Pershagen G, Eller 
E, Kjaer HF, Gehring U, Granell R, Henderson J, 
Heinrich J, Lau S, Nieuwenhuijsen M, Sunyer J, 
Tischer C, Torrent M, Wahn U, Wijga AH, Wickman 
M, Keil T, Bergstrom A, ENRIECO Consortium 
(2012) Maternal smoking in pregnancy and asthma 
in preschool children: a pooled analysis of eight birth 
cohorts. Am J Respir Crit Care Med 186:1037-1043 

Newman JR, Keating AE (2003) Comprehensive 
identification of human bZIP interactions with 
coiled-coil arrays. Science 300:2097-2101 

Ng D, Gommerman JL (2013) The Regulation of 
Immune Responses by DC Derived Type I IFN. 
Front Immunol 4:94 

Ng RL, Scott NM, Strickland DH, Gorman S, 
Grimbaldeston MA, Norval M, Waithman J, Hart PH 
(2013) Altered immunity and dendritic cell activity 
in the periphery of mice after long-term engraftment 
with bone marrow from ultraviolet-irradiated mice. 
J Immunol 190:5471-5484 

Nieminen JK, Vakkila J, Salo HM, Ekström N, 
Härkönen T, Ilonen J, Knip M, Vaarala O (2012) 
Altered phenotype of peripheral blood dendritic 
cells in pediatric type 1 diabetes. Diabetes Care 
35:2303-2310 

Niinistö S, Takkinen HM, Uusitalo L, Rautanen J, 
Nevalainen J, Kenward MG, Lumia M, Simell O, 
Veijola R, Ilonen J, Knip M, Virtanen SM (2014) 
Maternal dietary fatty acid intake during pregnancy 
and the risk of preclinical and clinical type 1 diabetes 
in the offspring. Br J Nutr 111:895-903 

Nistala K, Adams S, Cambrook H, Ursu S, Olivito B, 
de Jager W, Evans JG, Cimaz R, Bajaj-Elliott M, 
Wedderburn LR (2010) Th17 plasticity in human 
autoimmune arthritis is driven by the inflammatory 
environment. Proc Natl Acad Sci U S A 107:14751-
14756 

Noben-Trauth N, Hu-Li J, Paul WE (2000) 
Conventional, naive CD4+ T cells provide an initial 
source of IL-4 during Th2 differentiation. J Immunol 
165:3620-3625 

Nogueira TC, Paula FM, Villate O, Colli ML, Moura 
RF, Cunha DA, Marselli L, Marchetti P, Cnop M, 
Julier C, Eizirik DL (2013) GLIS3, a susceptibility 
gene for type 1 and type 2 diabetes, modulates 
pancreatic beta cell apoptosis via regulation of a 
splice variant of the BH3-only protein Bim. PLoS 
Genet 9:e1003532 

Nurieva RI, Chung Y, Martinez GJ, Yang XO, Tanaka 
S, Matskevitch TD, Wang YH, Dong C (2009) Bcl6 
mediates the development of T follicular helper 
cells. Science 325:1001-1005 

Ohmori Y, Smith MF,Jr, Hamilton TA (1996) IL-4-
induced expression of the IL-1 receptor antagonist 
gene is mediated by STAT6. J Immunol 157:2058-
2065 

Oikarinen S, Tauriainen S, Hober D, Lucas B, Vazeou 
A, Sioofy-Khojine A, Bozas E, Muir P, Honkanen 
H, Ilonen J, Knip M, Keskinen P, Saha MT, Huhtala 
H, Stanway G, Bartsocas C, Ludvigsson J, Taylor 
K, Hyöty H, VirDiab Study Group (2014) Virus 
antibody survey in different European populations 
indicates risk association between coxsackievirus 
B1 and type 1 diabetes. Diabetes 63:655-662 

Oikarinen S, Martiskainen M, Tauriainen S, Huhtala 
H, Ilonen J, Veijola R, Simell O, Knip M, Hyöty H 
(2011) Enterovirus RNA in blood is linked to the 
development of type 1 diabetes. Diabetes 60:276-
279 

Okoye IS, Wilson MS (2011) CD4+ T helper 2 cells--
microbial triggers, differentiation requirements and 
effector functions. Immunology 134:368-377 

Olivar R, Luque A, Naranjo-Gomez M, Quer J, Garcia 
de Frutos P, Borras FE, Rodriguez de Cordoba S, 
Blom AM, Aran JM (2013) The alpha7beta0 isoform 
of the complement regulator C4b-binding protein 
induces a semimature, anti-inflammatory state in 
dendritic cells. J Immunol 190:2857-2872 

Oresic M, Gopalacharyulu P, Mykkänen J, Lietzen 
N, Mäkinen M, Nygren H, Simell S, Simell V, 
Hyöty H, Veijola R, Ilonen J, Sysi-Aho M, Knip 
M, Hyötyläinen T, Simell O (2013) Cord serum 
lipidome in prediction of islet autoimmunity and 
type 1 diabetes. Diabetes 62:3268-3274 

Oresic M, Simell S, Sysi-Aho M, Näntö-Salonen K, 
Seppänen-Laakso T, Parikka V, Katajamaa M, 
Hekkala A, Mattila I, Keskinen P, Yetukuri L, 
Reinikainen A, Lähde J, Suortti T, Hakalax J, Simell 
T, Hyöty H, Veijola R, Ilonen J, Lahesmaa R, Knip 
M, Simell O (2008) Dysregulation of lipid and 



 References 113

amino acid metabolism precedes islet autoimmunity 
in children who later progress to type 1 diabetes. J 
Exp Med 205:2975-2984 

Ouwehand AC, Isolauri E, He F, Hashimoto H, Benno 
Y, Salminen S (2001) Differences in Bifidobacterium 
flora composition in allergic and healthy infants. J 
Allergy Clin Immunol 108:144-145 

Ouyang W, Lohning M, Gao Z, Assenmacher M, 
Ranganath S, Radbruch A, Murphy KM (2000) 
Stat6-independent GATA-3 autoactivation 
directs IL-4-independent Th2 development and 
commitment. Immunity 12:27-37 

Pakarinen J, Hyvärinen A, Salkinoja-Salonen M, 
Laitinen S, Nevalainen A, Mäkela MJ, Haahtela 
T, von Hertzen L (2008) Predominance of Gram-
positive bacteria in house dust in the low-allergy risk 
Russian Karelia. Environ Microbiol 10:3317-3325 

Palm NW, Rosenstein RK, Medzhitov R (2012) 
Allergic host defences. Nature 484:465-472 

Park H, Li Z, Yang XO, Chang SH, Nurieva R, Wang 
YH, Wang Y, Hood L, Zhu Z, Tian Q, Dong C 
(2005) A distinct lineage of CD4 T cells regulates 
tissue inflammation by producing interleukin 17. 
Nat Immunol 6:1133-1141 

Patterson CC, Dahlquist GG, Gyurus E, Green A, 
Soltesz G, EURODIAB Study Group (2009) 
Incidence trends for childhood type 1 diabetes in 
Europe during 1989-2003 and predicted new cases 
2005-20: a multicentre prospective registration 
study. Lancet 373:2027-2033 

Paul WE, Zhu J (2010) How are T(H)2-type immune 
responses initiated and amplified?. Nat Rev Immunol 
10:225-235 

Peet A, Kool P, Ilonen J, Knip M, Tillmann V, 
DIABIMMUNE Study Group (2012) Birth weight 
in newborn infants with different diabetes-associated 
HLA genotypes in three neighbouring countries: 
Finland, Estonia and Russian Karelia. Diabetes 
Metab Res Rev 28:455-461 

Penfornis A, Tuomilehto-Wolf E, Faustman DL, 
Hitman GA, DiMe (Childhood Diabetes in 
Finland) Study Group (2002) Analysis of TAP2 
polymorphisms in Finnish individuals with type I 
diabetes. Hum Immunol 63:61-70 

Penno MA, Couper JJ, Craig ME, Colman PG, 
Rawlinson WD, Cotterill AM, Jones TW, Harrison 
LC (2013) Environmental determinants of islet 
autoimmunity (ENDIA): a pregnancy to early life 
cohort study in children at-risk of type 1 diabetes. 
BMC Pediatr 13:124 

Pescovitz MD, Greenbaum CJ, Krause-Steinrauf 
H, Becker DJ, Gitelman SE, Goland R, Gottlieb 

PA, Marks JB, McGee PF, Moran AM, Raskin P, 
Rodriguez H, Schatz DA, Wherrett D, Wilson DM, 
Lachin JM, Skyler JS, Type 1 Diabetes TrialNet 
Anti-CD20 Study Group (2009) Rituximab, 
B-lymphocyte depletion, and preservation of beta-
cell function. N Engl J Med 361:2143-2152 

Pettengill M, Robson S, Tresenriter M, Millan JL, 
Usheva A, Bingham T, Belderbos M, Bergelson I, 
Burl S, Kampmann B, Gelinas L, Kollmann T, Bont 
L, Levy O (2013) Soluble ecto-5’-nucleotidase (5’-
NT), alkaline phosphatase, and adenosine deaminase 
(ADA1) activities in neonatal blood favor elevated 
extracellular adenosine. J Biol Chem 288:27315-
27326 

Piedimonte G, Perez MK (2014) Alternative 
mechanisms for respiratory syncytial virus (RSV) 
infection and persistence: could RSV be transmitted 
through the placenta and persist into developing 
fetal lungs?. Curr Opin Pharmacol 16C:82-88 

Piedimonte G, Walton C, Samsell L (2013) Vertical 
transmission of respiratory syncytial virus modulates 
pre- and postnatal innervation and reactivity of rat 
airways. PLoS One 8:e61309 

Povoleri GA, Scotta C, Nova-Lamperti EA, John S, 
Lombardi G, Afzali B (2013) Thymic versus induced 
regulatory T cells - who regulates the regulators?. 
Front Immunol 4:169 

Preston PJ (1970) The biology of the atopic response. J 
R Nav Med Serv 56:229-235 

Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira 
MA, Bender D, Maller J, Sklar P, de Bakker PI, Daly 
MJ, Sham PC (2007) PLINK: a tool set for whole-
genome association and population-based linkage 
analyses. Am J Hum Genet 81:559-575 

Qin H, Lee IF, Panagiotopoulos C, Wang X, Chu AD, 
Utz PJ, Priatel JJ, Tan R (2011) Natural killer cells 
from children with type 1 diabetes have defects in 
NKG2D-dependent function and signaling. Diabetes 
60:857-866 

Quintana FJ, Jin H, Burns EJ, Nadeau M, Yeste A, 
Kumar D, Rangachari M, Zhu C, Xiao S, Seavitt 
J, Georgopoulos K, Kuchroo VK (2012) Aiolos 
promotes TH17 differentiation by directly silencing 
Il2 expression. Nat Immunol 13:770-777 

Ramirez JM, Brembilla NC, Sorg O, Chicheportiche 
R, Matthes T, Dayer JM, Saurat JH, Roosnek 
E, Chizzolini C (2010) Activation of the aryl 
hydrocarbon receptor reveals distinct requirements 
for IL-22 and IL-17 production by human T helper 
cells. Eur J Immunol 40:2450-2459 

Rathinam VA, Jiang Z, Waggoner SN, Sharma S, Cole 
LE, Waggoner L, Vanaja SK, Monks BG, Ganesan 



114 References 

S, Latz E, Hornung V, Vogel SN, Szomolanyi-Tsuda 
E, Fitzgerald KA (2010) The AIM2 inflammasome is 
essential for host defense against cytosolic bacteria 
and DNA viruses. Nat Immunol 11:395-402 

Ratsimandresy RA, Dorfleutner A, Stehlik C (2013) 
An Update on PYRIN Domain-Containing 
Pattern Recognition Receptors: From Immunity to 
Pathology. Front Immunol 4:440 

Rautava S, Collado MC, Salminen S, Isolauri E (2012a) 
Probiotics modulate host-microbe interaction in the 
placenta and fetal gut: a randomized, double-blind, 
placebo-controlled trial. Neonatology 102:178-184 

Rautava S, Luoto R, Salminen S, Isolauri E (2012b) 
Microbial contact during pregnancy, intestinal 
colonization and human disease. Nat Rev 
Gastroenterol Hepatol 9:565-576 

Ray JP, Marshall HD, Laidlaw BJ, Staron MM, Kaech 
SM, Craft J (2014) Transcription factor STAT3 and 
type I interferons are corepressive insulators for 
differentiation of follicular helper and T helper 1 
cells. Immunity 40:367-377 

Reber LL, Frossard N (2014) Targeting mast cells in 
inflammatory diseases. Pharmacol Ther 142:416-
435 

Redondo MJ, Yu L, Hawa M, Mackenzie T, Pyke DA, 
Eisenbarth GS, Leslie RD (2001) Heterogeneity of 
type I diabetes: analysis of monozygotic twins in 
Great Britain and the United States. Diabetologia 
44:354-362 

Reece P, Thanendran A, Crawford L, Tulic MK, 
Thabane L, Prescott SL, Sehmi R, Denburg JA 
(2011) Maternal allergy modulates cord blood 
hematopoietic progenitor Toll-like receptor 
expression and function. J Allergy Clin Immunol 
127:447-453 

Reinke AW, Baek J, Ashenberg O, Keating AE (2013) 
Networks of bZIP protein-protein interactions 
diversified over a billion years of evolution. Science 
340:730-734 

Reynier F, Pachot A, Paye M, Xu Q, Turrel-Davin F, 
Petit F, Hot A, Auffray C, Bendelac N, Nicolino 
M, Mougin B, Thivolet C (2010) Specific gene 
expression signature associated with development 
of autoimmune type-I diabetes using whole-blood 
microarray analysis. Genes Immun 11:269-278 

Ribatti D, Crivellato E (2014) Mast cell ontogeny: An 
historical overview. Immunol Lett 159:11-14 

Ricaño-Ponce I, Wijmenga C (2013) Mapping 
of immune-mediated disease genes. Annu Rev 
Genomics Hum Genet 14:325-353 

Richardson SJ, Leete P, Bone AJ, Foulis AK, Morgan 
NG (2013) Expression of the enteroviral capsid 
protein VP1 in the islet cells of patients with type 
1 diabetes is associated with induction of protein 
kinase R and downregulation of Mcl-1. Diabetologia 
56:185-193 

Richardson SJ, Willcox A, Bone AJ, Foulis AK, 
Morgan NG (2009) The prevalence of enteroviral 
capsid protein vp1 immunostaining in pancreatic 
islets in human type 1 diabetes. Diabetologia 
52:1143-1151 

Rieber N, Gille C, Kostlin N, Schafer I, Spring B, Ost 
M, Spieles H, Kugel HA, Pfeiffer M, Heininger 
V, Alkhaled M, Hector A, Mays L, Kormann M, 
Zundel S, Fuchs J, Handgretinger R, Poets CF, Hartl 
D (2013) Neutrophilic myeloid-derived suppressor 
cells in cord blood modulate innate and adaptive 
immune responses. Clin Exp Immunol 174:45-52 

Rodacki M, Svoren B, Butty V, Besse W, Laffel L, 
Benoist C, Mathis D (2007) Altered natural killer 
cells in type 1 diabetic patients. Diabetes 56:177-185 

Roduit C, Wohlgensinger J, Frei R, Bitter S, Bieli 
C, Loeliger S, Buchele G, Riedler J, Dalphin JC, 
Remes S, Roponen M, Pekkanen J, Kabesch M, 
Schaub B, von Mutius E, Braun-Fahrlander C, 
Lauener R, PASTURE Study Group (2011) Prenatal 
animal contact and gene expression of innate 
immunity receptors at birth are associated with 
atopic dermatitis. J Allergy Clin Immunol 127:179-
85, 185.e1 

Rogge L, Bianchi E, Biffi M, Bono E, Chang SY, 
Alexander H, Santini C, Ferrari G, Sinigaglia L, 
Seiler M, Neeb M, Mous J, Sinigaglia F, Certa U 
(2000) Transcript imaging of the development of 
human T helper cells using oligonucleotide arrays. 
Nat Genet 25:96-101 

Rook GA, Raison CL, Lowry CA (2013) Microbial 
“Old Friends”, immunoregulation and socio-
economic status. Clin Exp Immunol 2013:46-64 

Roth S, Rottach A, Lotz-Havla AS, Laux V, 
Muschaweckh A, Gersting SW, Muntau AC, 
Hopfner KP, Jin L, Vanness K, Petrini JH, Drexler 
I, Leonhardt H, Ruland J (2014) Rad50-CARD9 
interactions link cytosolic DNA sensing to IL-1beta 
production. Nat Immunol 15:538-545

Rottem M, Szyper-Kravitz M, Shoenfeld Y (2005) 
Atopy and asthma in migrants. Int Arch Allergy 
Immunol 136:198-204 

Rowe P, Wasserfall C, Croker B, Campbell-Thompson 
M, Pugliese A, Atkinson M, Schatz D (2013) 
Increased complement activation in human type 1 
diabetes pancreata. Diabetes Care 36:3815-3817 



 References 115

Rusinova I, Forster S, Yu S, Kannan A, Masse M, 
Cumming H, Chapman R, Hertzog PJ (2013) 
Interferome v2.0: an updated database of annotated 
interferon-regulated genes. Nucleic Acids Res 
41:D1040-6 

Sabbah A, Chang TH, Harnack R, Frohlich V, 
Tominaga K, Dube PH, Xiang Y, Bose S (2009) 
Activation of innate immune antiviral responses by 
Nod2. Nat Immunol 10:1073-1080 

Sadeghnejad A, Karmaus W, Hasan Arshad S, Ewart 
S (2007) IL13 gene polymorphism association with 
cord serum immunoglobulin E. Pediatr Allergy 
Immunol 18:288-292 

Sadeharju K, Knip M, Virtanen SM, Savilahti E, 
Tauriainen S, Koskela P, Åkerblom HK, Hyöty 
H, Finnish TRIGR Study Group (2007) Maternal 
antibodies in breast milk protect the child from 
enterovirus infections. Pediatrics 119:941-946 

Sakaguchi S, Sakaguchi N, Asano M, Itoh M, Toda M 
(2011) Pillars article: immunologic self-tolerance 
maintained by activated T cells expressing IL-2 
receptor alpha-chains (CD25). Breakdown of a 
single mechanism of self-tolerance causes various 
autoimmune diseases. J. Immunol. 1995. J Immunol 
186:3808-3821 

Sakaguchi S, Sakaguchi N, Asano M, Itoh M, Toda 
M (1995) Immunologic self-tolerance maintained 
by activated T cells expressing IL-2 receptor alpha-
chains (CD25). Breakdown of a single mechanism of 
self-tolerance causes various autoimmune diseases. 
J Immunol 155:1151-1164 

Sancho D, Reis e Sousa C (2013) Sensing of cell 
death by myeloid C-type lectin receptors. Curr Opin 
Immunol 25:46-52 

Sarikonda G, Pettus J, Phatak S, Sachithanantham S, 
Miller JF, Wesley JD, Cadag E, Chae J, Ganesan 
L, Mallios R, Edelman S, Peters B, von Herrath 
M (2014) CD8 T-cell reactivity to islet antigens is 
unique to type 1 while CD4 T-cell reactivity exists 
in both type 1 and type 2 diabetes. J Autoimmun 
50:77-82 

Satokari R, Grönroos T, Laitinen K, Salminen S, 
Isolauri E (2009) Bifidobacterium and Lactobacillus 
DNA in the human placenta. Lett Appl Microbiol 
48:8-12 

Schaefer G, Venkataraman C, Schindler U (2001) 
Cutting edge: FISP (IL-4-induced secreted protein), 
a novel cytokine-like molecule secreted by Th2 
cells. J Immunol 166:5859-5863 

Schaerli P, Willimann K, Lang AB, Lipp M, Loetscher 
P, Moser B (2000) CXC chemokine receptor 5 

expression defines follicular homing T cells with B 
cell helper function. J Exp Med 192:1553-1562 

Schaub B, Liu J, Hoppler S, Schleich I, Huehn J, 
Olek S, Wieczorek G, Illi S, von Mutius E (2009) 
Maternal farm exposure modulates neonatal immune 
mechanisms through regulatory T cells. J Allergy 
Clin Immunol 123:774-82.e5 

Schmitt E, Klein M, Bopp T (2014) Th9 cells, new 
players in adaptive immunity. Trends Immunol 
35:61-68 

Schmolke M, Patel JR, de Castro E, Sanchez-Aparicio 
MT, Uccellini MB, Miller JC, Manicassamy B, 
Satoh T, Kawai T, Akira S, Merad M, Garcia-Sastre 
A (2014) RIG-I detects mRNA of intracellular 
Salmonella enterica serovar Typhimurium during 
bacterial infection. MBio 5:e01006-14 

Schnorr SL, Candela M, Rampelli S, Centanni M, 
Consolandi C, Basaglia G, Turroni S, Biagi E, 
Peano C, Severgnini M, Fiori J, Gotti R, De Bellis G, 
Luiselli D, Brigidi P, Mabulla A, Marlowe F, Henry 
AG, Crittenden AN (2014) Gut microbiome of the 
Hadza hunter-gatherers. Nat Commun 5:3654 

Schoggins JW, Wilson SJ, Panis M, Murphy MY, Jones 
CT, Bieniasz P, Rice CM (2011) A diverse range of 
gene products are effectors of the type I interferon 
antiviral response. Nature 472:481-485 

Scholtens S, Postma DS, Moffatt MF, Panasevich 
S, Granell R, Henderson AJ, Melen E, Nyberg F, 
Pershagen G, Jarvis D, Ramasamy A, Wjst M, 
Svanes C, Bouzigon E, Demenais F, Kauffmann F, 
Siroux V, von Mutius E, Ege MJ, Braun-Fahrlander 
C, Genuneit J, GABRIELA study group, Brunekreef 
B, Smit HA, Wijga AH, Kerkhof M, Curjuric I, 
Imboden M, Thun GA, Probst-Hensch N, Freidin 
MB, Bragina EI, Deev IA, Puzyrev VP, Daley 
D, Park J, Becker A, Chan-Yeung M, Kozyrskyj 
AL, Pare P, Marenholn I, Lau S, Keil T, Lee YA, 
Kabesch M, Wijmenga C, Franke L, Nolte IM, Vonk 
J, Kumar A, Farrall M, Cookson WO, Strachan 
DP, Koppelman GH, Boezen HM (2014) Novel 
childhood asthma genes interact with in utero and 
early-life tobacco smoke exposure. J Allergy Clin 
Immunol 133:885-888 

Schraml BU, Hildner K, Ise W, Lee WL, Smith 
WA, Solomon B, Sahota G, Sim J, Mukasa R, 
Cemerski S, Hatton RD, Stormo GD, Weaver CT, 
Russell JH, Murphy TL, Murphy KM (2009) The 
AP-1 transcription factor Batf controls T(H)17 
differentiation. Nature 460:405-409 

Schroder AJ, Pavlidis P, Arimura A, Capece D, 
Rothman PB (2002) Cutting edge: STAT6 serves as 
a positive and negative regulator of gene expression 
in IL-4-stimulated B lymphocytes. J Immunol 
168:996-1000 



116 References 

Scott NM, Ng RL, Gorman S, Norval M, Waithman J, 
Hart PH (2014) Prostaglandin E2 imprints a long-
lasting effect on dendritic cell progenitors in the 
bone marrow. J Leukoc Biol 95:225-232 

Seiskari T, Kondrashova A, Viskari H, Kaila M, 
Haapala AM, Aittoniemi J, Virta M, Hurme M, 
Uibo R, Knip M, Hyöty H, EPIVIR study group 
(2007) Allergic sensitization and microbial load--a 
comparison between Finland and Russian Karelia. 
Clin Exp Immunol 148:47-52 

Seok J, Warren HS, Cuenca AG, Mindrinos MN, Baker 
HV, Xu W, Richards DR, McDonald-Smith GP, Gao 
H, Hennessy L, Finnerty CC, Lopez CM, Honari 
S, Moore EE, Minei JP, Cuschieri J, Bankey PE, 
Johnson JL, Sperry J, Nathens AB, Billiar TR, West 
MA, Jeschke MG, Klein MB, Gamelli RL, Gibran 
NS, Brownstein BH, Miller-Graziano C, Calvano 
SE, Mason PH, Cobb JP, Rahme LG, Lowry SF, 
Maier RV, Moldawer LL, Herndon DN, Davis 
RW, Xiao W, Tompkins RG, Inflammation and 
Host Response to Injury,Large Scale Collaborative 
Research Program (2013) Genomic responses in 
mouse models poorly mimic human inflammatory 
diseases. Proc Natl Acad Sci U S A 110:3507-3512 

Sharma MD, Huang L, Choi JH, Lee EJ, Wilson JM, 
Lemos H, Pan F, Blazar BR, Pardoll DM, Mellor AL, 
Shi H, Munn DH (2013) An inherently bifunctional 
subset of Foxp3+ T helper cells is controlled by the 
transcription factor eos. Immunity 38:998-1012 

Shimoda K, van Deursen J, Sangster MY, Sarawar SR, 
Carson RT, Tripp RA, Chu C, Quelle FW, Nosaka 
T, Vignali DA, Doherty PC, Grosveld G, Paul WE, 
Ihle JN (1996) Lack of IL-4-induced Th2 response 
and IgE class switching in mice with disrupted Stat6 
gene. Nature 380:630-633 

Shinnakasu R, Yamashita M, Kuwahara M, Hosokawa 
H, Hasegawa A, Motohashi S, Nakayama T (2008) 
Gfi1-mediated stabilization of GATA3 protein is 
required for Th2 cell differentiation. J Biol Chem 
283:28216-28225 

Sigurdsson S, Padyukov L, Kurreeman FA, Liljedahl 
U, Wiman AC, Alfredsson L, Toes R, Ronnelid J, 
Klareskog L, Huizinga TW, Alm G, Syvanen AC, 
Ronnblom L (2007) Association of a haplotype in 
the promoter region of the interferon regulatory 
factor 5 gene with rheumatoid arthritis. Arthritis 
Rheum 56:2202-2210 

Sigurdsson S, Nordmark G, Göring HH, Lindroos 
K, Wiman AC, Sturfelt G, Jonsen A, Rantapää-
Dahlqvist S, Möller B, Kere J, Koskenmies S, 
Widén E, Eloranta ML, Julkunen H, Kristjansdottir 
H, Steinsson K, Alm G, Rönnblom L, Syvänen AC 
(2005) Polymorphisms in the tyrosine kinase 2 and 
interferon regulatory factor 5 genes are associated 

with systemic lupus erythematosus. Am J Hum 
Genet 76:528-537 

Sigurs N, Aljassim F, Kjellman B, Robinson PD, 
Sigurbergsson F, Bjarnason R, Gustafsson PM 
(2010) Asthma and allergy patterns over 18 years 
after severe RSV bronchiolitis in the first year of 
life. Thorax 65:1045-1052 

Sigurs N, Gustafsson PM, Bjarnason R, Lundberg F, 
Schmidt S, Sigurbergsson F, Kjellman B (2005) 
Severe respiratory syncytial virus bronchiolitis in 
infancy and asthma and allergy at age 13. Am J 
Respir Crit Care Med 171:137-141 

Silva DG, Daley SR, Hogan J, Lee SK, Teh CE, Hu 
DY, Lam KP, Goodnow CC, Vinuesa CG (2011) 
Anti-islet autoantibodies trigger autoimmune 
diabetes in the presence of an increased frequency 
of islet-reactive CD4 T cells. Diabetes 60:2102-2111 

Sitrin J, Ring A, Garcia KC, Benoist C, Mathis D 
(2013) Regulatory T cells control NK cells in an 
insulitic lesion by depriving them of IL-2. J Exp 
Med 210:1153-1165 

Sjogren YM, Jenmalm MC, Bottcher MF, Bjorksten B, 
Sverremark-Ekstrom E (2009) Altered early infant 
gut microbiota in children developing allergy up to 5 
years of age. Clin Exp Allergy 39:518-526 

Skowera A, Ellis RJ, Varela-Calvino R, Arif S, 
Huang GC, Van-Krinks C, Zaremba A, Rackham 
C, Allen JS, Tree TI, Zhao M, Dayan CM, Sewell 
AK, Unger WW, Drijfhout JW, Ossendorp F, Roep 
BO, Peakman M (2008) CTLs are targeted to kill 
beta cells in patients with type 1 diabetes through 
recognition of a glucose-regulated preproinsulin 
epitope. J Clin Invest 118:3390-3402 

Smyth DJ, Cooper JD, Bailey R, Field S, Burren O, 
Smink LJ, Guja C, Ionescu-Tirgoviste C, Widmer B, 
Dunger DB, Savage DA, Walker NM, Clayton DG, 
Todd JA (2006) A genome-wide association study of 
nonsynonymous SNPs identifies a type 1 diabetes 
locus in the interferon-induced helicase (IFIH1) 
region. Nat Genet 38:617-619 

Smyth GK (2004) Linear models and empirical bayes 
methods for assessing differential expression in 
microarray experiments. Stat Appl Genet Mol Biol 
3:Article3 

Sobol AB, Watala C (2000) The role of platelets in 
diabetes-related vascular complications. Diabetes 
Res Clin Pract 50:1-16 

Söderström U, Aman J, Hjern A (2012) Being born 
in Sweden increases the risk for type 1 diabetes - a 
study of migration of children to Sweden as a natural 
experiment. Acta Paediatr 101:73-77 



 References 117

Sojka DK, Huang YH, Fowell DJ (2008) Mechanisms 
of regulatory T-cell suppression - a diverse arsenal 
for a moving target. Immunology 124:13-22 

Sozanska B, Blaszczyk M, Pearce N, Cullinan P (2014) 
Atopy and allergic respiratory disease in rural 
Poland before and after accession to the European 
Union. J Allergy Clin Immunol 133:1347-1353 

Spilianakis CG, Flavell RA (2004) Long-range 
intrachromosomal interactions in the T helper type 2 
cytokine locus. Nat Immunol 5:1017-1027 

Spits H, Artis D, Colonna M, Diefenbach A, Di Santo 
JP, Eberl G, Koyasu S, Locksley RM, McKenzie 
AN, Mebius RE, Powrie F, Vivier E (2013) 
Innate lymphoid cells--a proposal for uniform 
nomenclature. Nat Rev Immunol 13:145-149 

Spooner CJ, Lesch J, Yan D, Khan AA, Abbas A, 
Ramirez-Carrozzi V, Zhou M, Soriano R, Eastham-
Anderson J, Diehl L, Lee WP, Modrusan Z, Pappu 
R, Xu M, DeVoss J, Singh H (2013) Specification 
of type 2 innate lymphocytes by the transcriptional 
determinant Gfi1. Nat Immunol 14:1229-1236 

Staudt V, Bothur E, Klein M, Lingnau K, Reuter S, 
Grebe N, Gerlitzki B, Hoffmann M, Ulges A, Taube 
C, Dehzad N, Becker M, Stassen M, Steinborn A, 
Lohoff M, Schild H, Schmitt E, Bopp T (2010) 
Interferon-regulatory factor 4 is essential for 
the developmental program of T helper 9 cells. 
Immunity 33:192-202 

Steel JH, Malatos S, Kennea N, Edwards AD, Miles 
L, Duggan P, Reynolds PR, Feldman RG, Sullivan 
MH (2005) Bacteria and inflammatory cells in fetal 
membranes do not always cause preterm labor. 
Pediatr Res 57:404-411 

Stein RT, Sherrill D, Morgan WJ, Holberg CJ, Halonen 
M, Taussig LM, Wright AL, Martinez FD (1999) 
Respiratory syncytial virus in early life and risk 
of wheeze and allergy by age 13 years. Lancet 
354:541-545 

Steinbach K, Piedavent M, Bauer S, Neumann JT, 
Friese MA (2013) Neutrophils amplify autoimmune 
central nervous system infiltrates by maturing local 
APCs. J Immunol 191:4531-4539 

Strachan DP (1989) Hay fever, hygiene, and household 
size. BMJ 299:1259-1260 

Stritesky GL, Muthukrishnan R, Sehra S, Goswami R, 
Pham D, Travers J, Nguyen ET, Levy DE, Kaplan 
MH (2011) The transcription factor STAT3 is 
required for T helper 2 cell development. Immunity 
34:39-49 

Strunk T, Temming P, Gembruch U, Reiss I, Bucsky 
P, Schultz C (2004) Differential maturation of the 

innate immune response in human fetuses. Pediatr 
Res 56:219-226 

Stsepetova J, Sepp E, Julge K, Vaughan E, Mikelsaar 
M, de Vos WM (2007) Molecularly assessed shifts 
of Bifidobacterium ssp. and less diverse microbial 
communities are characteristic of 5-year-old allergic 
children. FEMS Immunol Med Microbiol 51:260-
269 

Subramanian A, Tamayo P, Mootha VK, Mukherjee S, 
Ebert BL, Gillette MA, Paulovich A, Pomeroy SL, 
Golub TR, Lander ES, Mesirov JP (2005) Gene set 
enrichment analysis: a knowledge-based approach 
for interpreting genome-wide expression profiles. 
Proc Natl Acad Sci U S A 102:15545-15550 

Sun L, Wu J, Du F, Chen X, Chen ZJ (2013) Cyclic 
GMP-AMP synthase is a cytosolic DNA sensor 
that activates the type I interferon pathway. Science 
339:786-791 

Sundrud MS, Grill SM, Ni D, Nagata K, Alkan SS, 
Subramaniam A, Unutmaz D (2003) Genetic 
reprogramming of primary human T cells reveals 
functional plasticity in Th cell differentiation. J 
Immunol 171:3542-3549 

Swain SL, Weinberg AD, English M, Huston G (1990) 
IL-4 directs the development of Th2-like helper 
effectors. J Immunol 145:3796-3806 

Sykes A, Edwards MR, Macintyre J, del Rosario A, 
Bakhsoliani E, Trujillo-Torralbo MB, Kon OM, 
Mallia P, McHale M, Johnston SL (2012) Rhinovirus 
16-induced IFN-alpha and IFN-beta are deficient in 
bronchoalveolar lavage cells in asthmatic patients. J 
Allergy Clin Immunol 129:1506-1514.e6 

Szabo SJ, Kim ST, Costa GL, Zhang X, Fathman 
CG, Glimcher LH (2000) A novel transcription 
factor, T-bet, directs Th1 lineage commitment. Cell 
100:655-669 

Takahata Y, Nomura A, Takada H, Ohga S, Furuno 
K, Hikino S, Nakayama H, Sakaguchi S, Hara T 
(2004) CD25+CD4+ T cells in human cord blood: 
an immunoregulatory subset with naive phenotype 
and specific expression of forkhead box p3 (Foxp3) 
gene. Exp Hematol 32:622-629 

Takatori H, Nakajima H, Hirose K, Kagami S, Tamachi 
T, Suto A, Suzuki K, Saito Y, Iwamoto I (2005) 
Indispensable role of Stat5a in Stat6-independent 
Th2 cell differentiation and allergic airway 
inflammation. J Immunol 174:3734-3740 

Takeda K, Tanaka T, Shi W, Matsumoto M, Minami 
M, Kashiwamura S, Nakanishi K, Yoshida N, 
Kishimoto T, Akira S (1996) Essential role of Stat6 
in IL-4 signalling. Nature 380:627-630 



118 References 

Takiishi T, Ding L, Baeke F, Spagnuolo I, Sebastiani 
G, Laureys J, Verstuyf A, Carmeliet G, Dotta F, Van 
Belle TL, Gysemans CA, Mathieu C (2014) Dietary 
Supplementation With High Doses of Regular 
Vitamin D3 Safely Reduces Diabetes Incidence 
in NOD Mice When Given Early and Long Term. 
Diabetes 63:2026-2036 

Tan Y, Kagan JC (2014) A Cross-Disciplinary 
Perspective on the Innate Immune Responses to 
Bacterial Lipopolysaccharide. Mol Cell 54:212-223 

Thavagnanam S, Fleming J, Bromley A, Shields 
MD, Cardwell CR (2008) A meta-analysis of 
the association between Caesarean section and 
childhood asthma. Clin Exp Allergy 38:629-633 

Thieu VT, Yu Q, Chang HC, Yeh N, Nguyen ET, 
Sehra S, Kaplan MH (2008) Signal transducer 
and activator of transcription 4 is required for the 
transcription factor T-bet to promote T helper 1 cell-
fate determination. Immunity 29:679-690 

Thomas AO, Lemanske RF,Jr, Jackson DJ (2014) 
Infections and their role in childhood asthma 
inception. Pediatr Allergy Immunol 25:122-128 

Tollin M, Jagerbrink T, Haraldsson A, Agerberth B, 
Jornvall H (2006) Proteome analysis of vernix 
caseosa. Pediatr Res 60:430-434 

Toscano MA, Bianco GA, Ilarregui JM, Croci DO, 
Correale J, Hernandez JD, Zwirner NW, Poirier 
F, Riley EM, Baum LG, Rabinovich GA (2007) 
Differential glycosylation of TH1, TH2 and TH-17 
effector cells selectively regulates susceptibility to 
cell death. Nat Immunol 8:825-834 

Touzot M, Grandclaudon M, Cappuccio A, Satoh 
T, Martinez-Cingolani C, Servant N, Manel N, 
Soumelis V (2014) Combinatorial flexibility of 
cytokine function during human T helper cell 
differentiation. Nat Commun 5:3987 

Trifari S, Kaplan CD, Tran EH, Crellin NK, Spits 
H (2009) Identification of a human helper T 
cell population that has abundant production of 
interleukin 22 and is distinct from T(H)-17, T(H)1 
and T(H)2 cells. Nat Immunol 10:864-871 

Tuomela S, Salo V, Tripathi SK, Chen Z, Laurila 
K, Gupta B, Äijö T, Oikari L, Stockinger B, 
Lähdesmäki H, Lahesmaa R (2012) Identification of 
early gene expression changes during human Th17 
cell differentiation. Blood 119:e151-60 

Tversky JR, Le TV, Bieneman AP, Chichester KL, 
Hamilton RG, Schroeder JT (2008) Human blood 
dendritic cells from allergic subjects have impaired 
capacity to produce interferon-alpha via Toll-like 
receptor 9. Clin Exp Allergy 38:781-788 

Uno S, Imagawa A, Okita K, Sayama K, Moriwaki 
M, Iwahashi H, Yamagata K, Tamura S, Matsuzawa 
Y, Hanafusa T, Miyagawa J, Shimomura I (2007) 
Macrophages and dendritic cells infiltrating islets 
with or without beta cells produce tumour necrosis 
factor-alpha in patients with recent-onset type 1 
diabetes. Diabetologia 50:596-601 

Unterholzner L (2013) The interferon response 
to intracellular DNA: why so many receptors?. 
Immunobiology 218:1312-1321 

Vaarala O, Atkinson MA, Neu J (2008) The “perfect 
storm” for type 1 diabetes: the complex interplay 
between intestinal microbiota, gut permeability, and 
mucosal immunity. Diabetes 57:2555-2562 

Valle A, Giamporcaro GM, Scavini M, Stabilini A, 
Grogan P, Bianconi E, Sebastiani G, Masini M, 
Maugeri N, Porretti L (2013) Reduced circulating 
neutrophils precedes and accompanies type 1 
diabetes. Diabetes 62:2072-2077 

van den Biggelaar AH, Holt PG (2010) 99th Dahlem 
conference on infection, inflammation and chronic 
inflammatory disorders: neonatal immune function 
and vaccine responses in children born in low-
income versus high-income countries. Clin Exp 
Immunol 160:42-47 

van Lummel M, Duinkerken G, van Veelen PA, de Ru 
A, Cordfunke R, Zaldumbide A, Gomez-Tourino I, 
Arif S, Peakman M, Drijfhout JW, Roep BO (2014) 
Posttranslational modification of HLA-DQ binding 
islet autoantigens in type 1 diabetes. Diabetes 
63:237-247 

Vanden Eijnden S, Goriely S, De Wit D, Goldman M, 
Willems F (2006) Preferential production of the IL-
12(p40)/IL-23(p19) heterodimer by dendritic cells 
from human newborns. Eur J Immunol 36:21-26 

Vang T, Congia M, Macis MD, Musumeci L, Orru 
V, Zavattari P, Nika K, Tautz L, Tasken K, Cucca 
F, Mustelin T, Bottini N (2005) Autoimmune-
associated lymphoid tyrosine phosphatase is a gain-
of-function variant. Nat Genet 37:1317-1319 

Vanzyl B, Planas R, Ye Y, Foulis A, de Krijger RR, 
Vives-Pi M, Gillespie KM (2010) Why are levels of 
maternal microchimerism higher in type 1 diabetes 
pancreas?. Chimerism 1:45-50 

Veldhoen M, Uyttenhove C, van Snick J, Helmby 
H, Westendorf A, Buer J, Martin B, Wilhelm C, 
Stockinger B (2008) Transforming growth factor-
beta ‘reprograms’ the differentiation of T helper 
2 cells and promotes an interleukin 9-producing 
subset. Nat Immunol 9:1341-1346 

Vignudelli T, Selmi T, Martello A, Parenti S, Grande 
A, Gemelli C, Zanocco-Marani T, Ferrari S 



 References 119

(2010) ZFP36L1 negatively regulates erythroid 
differentiation of CD34+ hematopoietic stem cells 
by interfering with the Stat5b pathway. Mol Biol 
Cell 21:3340-3351 

Viskari H, Knip M, Tauriainen S, Huhtala H, Veijola 
R, Ilonen J, Simell O, Surcel HM, Hyöty H (2012) 
Maternal enterovirus infection as a risk factor for 
type 1 diabetes in the exposed offspring. Diabetes 
Care 35:1328-1332 

Viskari HR, Koskela P, Lönnrot M, Luonuansuu 
S, Reunanen A, Baer M, Hyöty H (2000) Can 
enterovirus infections explain the increasing 
incidence of type 1 diabetes?. Diabetes Care 23:414-
416 

von Mutius E, Radon K (2008) Living on a farm: 
impact on asthma induction and clinical course. 
Immunol Allergy Clin North Am 28:631-47, ix-x 

von Mutius E (2007) Allergies, infections and the 
hygiene hypothesis--the epidemiological evidence. 
Immunobiology 212:433-439 

von Mutius E, Weiland SK, Fritzsch C, Duhme H, Keil 
U (1998) Increasing prevalence of hay fever and 
atopy among children in Leipzig, East Germany. 
Lancet 351:862-866 

Voo KS, Wang YH, Santori FR, Boggiano C, Wang 
YH, Arima K, Bover L, Hanabuchi S, Khalili 
J, Marinova E, Zheng B, Littman DR, Liu YJ 
(2009) Identification of IL-17-producing FOXP3+ 
regulatory T cells in humans. Proc Natl Acad Sci U 
S A 106:4793-4798 

Vorobjova T, Uibo O, Ojakivi I, Teesalu K, Panarina 
M, Heilman K, Uibo R (2011) Lower expression of 
tight junction protein 1 gene and increased FOXP3 
expression in the small bowel mucosa in coeliac 
disease and associated type 1 diabetes mellitus. Int 
Arch Allergy Immunol 156:451-461 

Vuckovic S, Withers G, Harris M, Khalil D, Gardiner 
D, Flesch I, Tepes S, Greer R, Cowley D, Cotterill 
A, Hart DN (2007) Decreased blood dendritic cell 
counts in type 1 diabetic children. Clin Immunol 
123:281-288 

Walker JA, Barlow JL, McKenzie AN (2013) Innate 
lymphoid cells--how did we miss them?. Nat Rev 
Immunol 13:75-87 

Wang J, Huo K, Ma L, Tang L, Li D, Huang X, Yuan 
Y, Li C, Wang W, Guan W, Chen H, Jin C, Wei J, 
Zhang W, Yang Y, Liu Q, Zhou Y, Zhang C, Wu Z, 
Xu W, Zhang Y, Liu T, Yu D, Zhang Y, Chen L, Zhu 
D, Zhong X, Kang L, Gan X, Yu X, Ma Q, Yan J, 
Zhou L, Liu Z, Zhu Y, Zhou T, He F, Yang X (2011) 
Toward an understanding of the protein interaction 
network of the human liver. Mol Syst Biol 7:536 

Wang Y, Godec J, Ben-Aissa K, Cui K, Zhao K, 
Pucsek AB, Lee YK, Weaver CT, Yagi R, Lazarevic 
V (2014) The Transcription Factors T-bet and Runx 
Are Required for the Ontogeny of Pathogenic 
Interferon-gamma-Producing T Helper 17 Cells. 
Immunity 40:355-366 

Wang YH, Voo KS, Liu B, Chen CY, Uygungil B, 
Spoede W, Bernstein JA, Huston DP, Liu YJ (2010) 
A novel subset of CD4(+) T(H)2 memory/effector 
cells that produce inflammatory IL-17 cytokine and 
promote the exacerbation of chronic allergic asthma. 
J Exp Med 207:2479-2491 

Wark PA, Johnston SL, Bucchieri F, Powell R, 
Puddicombe S, Laza-Stanca V, Holgate ST, Davies 
DE (2005) Asthmatic bronchial epithelial cells have 
a deficient innate immune response to infection with 
rhinovirus. J Exp Med 201:937-947 

Watanabe H, Numata K, Ito T, Takagi K, Matsukawa 
A (2004) Innate immune response in Th1- and Th2-
dominant mouse strains. Shock 22:460-466 

Wei G, Abraham BJ, Yagi R, Jothi R, Cui K, Sharma 
S, Narlikar L, Northrup DL, Tang Q, Paul WE, 
Zhu J, Zhao K (2011) Genome-wide analyses 
of transcription factor GATA3-mediated gene 
regulation in distinct T cell types. Immunity 35:299-
311 

Wei L, Vahedi G, Sun HW, Watford WT, Takatori H, 
Ramos HL, Takahashi H, Liang J, Gutierrez-Cruz 
G, Zang C, Peng W, O’Shea JJ, Kanno Y (2010) 
Discrete roles of STAT4 and STAT6 transcription 
factors in tuning epigenetic modifications and 
transcription during T helper cell differentiation. 
Immunity 32:840-851 

Westerholm-Ormio M, Vaarala O, Pihkala P, Ilonen J, 
Savilahti E (2003) Immunologic activity in the small 
intestinal mucosa of pediatric patients with type 1 
diabetes. Diabetes 52:2287-2295 

Westra HJ, Peters MJ, Esko T, Yaghootkar H, 
Schurmann C, Kettunen J, Christiansen MW, 
Fairfax BP, Schramm K, Powell JE, Zhernakova 
A, Zhernakova DV, Veldink JH, Van den Berg LH, 
Karjalainen J, Withoff S, Uitterlinden AG, Hofman 
A, Rivadeneira F, ‘t Hoen PA, Reinmaa E, Fischer K, 
Nelis M, Milani L, Melzer D, Ferrucci L, Singleton 
AB, Hernandez DG, Nalls MA, Homuth G, Nauck 
M, Radke D, Volker U, Perola M, Salomaa V, Brody 
J, Suchy-Dicey A, Gharib SA, Enquobahrie DA, 
Lumley T, Montgomery GW, Makino S, Prokisch 
H, Herder C, Roden M, Grallert H, Meitinger T, 
Strauch K, Li Y, Jansen RC, Visscher PM, Knight 
JC, Psaty BM, Ripatti S, Teumer A, Frayling 
TM, Metspalu A, van Meurs JB, Franke L (2013) 
Systematic identification of trans eQTLs as putative 



120 References 

drivers of known disease associations. Nat Genet 
45:1238-1243 

White GP, Watt PM, Holt BJ, Holt PG (2002) 
Differential patterns of methylation of the IFN-
gamma promoter at CpG and non-CpG sites underlie 
differences in IFN-gamma gene expression between 
human neonatal and adult CD45RO- T cells. J 
Immunol 168:2820-2827 

Wierenga EA, Snoek M, de Groot C, Chretien I, Bos 
JD, Jansen HM, Kapsenberg ML (1990) Evidence 
for compartmentalization of functional subsets of 
CD2+ T lymphocytes in atopic patients. J Immunol 
144:4651-4656 

Willcox A, Richardson SJ, Bone AJ, Foulis AK, 
Morgan NG (2009) Analysis of islet inflammation in 
human type 1 diabetes. Clin Exp Immunol 155:173-
181 

Willems F, Vollstedt S, Suter M (2009) Phenotype and 
function of neonatal DC. Eur J Immunol 39:26-35 

Witte K, Gruetz G, Volk HD, Looman AC, Asadullah 
K, Sterry W, Sabat R, Wolk K (2009) Despite IFN-
lambda receptor expression, blood immune cells, but 
not keratinocytes or melanocytes, have an impaired 
response to type III interferons: implications for 
therapeutic applications of these cytokines. Genes 
Immun 10:702-714 

Wong FS, Wen L (2012) Type 1 diabetes therapy 
beyond T cell targeting: monocytes, B cells, and 
innate lymphocytes. Rev Diabet Stud 9:289-304 

Wong FS, Siew LK, Wen L (2008) CD8+ T-cells and 
their interaction with other cells in damage to islet 
beta-cells. Biochem Soc Trans 36:316-320 

Wong FS, Wen L, Tang M, Ramanathan M, Visintin 
I, Daugherty J, Hannum LG, Janeway CA,Jr, 
Shlomchik MJ (2004) Investigation of the role 
of B-cells in type 1 diabetes in the NOD mouse. 
Diabetes 53:2581-2587 

Woodruff PG, Modrek B, Choy DF, Jia G, Abbas AR, 
Ellwanger A, Koth LL, Arron JR, Fahy JV (2009) 
T-helper type 2-driven inflammation defines major 
subphenotypes of asthma. Am J Respir Crit Care 
Med 180:388-395 

Wu CY, Demeure C, Kiniwa M, Gately M, Delespesse 
G (1993) IL-12 induces the production of IFN-
gamma by neonatal human CD4 T cells. J Immunol 
151:1938-1949 

Wu J, Sun L, Chen X, Du F, Shi H, Chen C, Chen ZJ 
(2013) Cyclic GMP-AMP is an endogenous second 
messenger in innate immune signaling by cytosolic 
DNA. Science 339:826-830 

Wu P, Dupont WD, Griffin MR, Carroll KN, Mitchel 
EF, Gebretsadik T, Hartert TV (2008) Evidence of a 
causal role of winter virus infection during infancy 
in early childhood asthma. Am J Respir Crit Care 
Med 178:1123-1129 

Wynn JL, Cvijanovich NZ, Allen GL, Thomas NJ, 
Freishtat RJ, Anas N, Meyer K, Checchia PA, Lin R, 
Shanley TP, Bigham MT, Banschbach S, Beckman 
E, Wong HR (2011) The influence of developmental 
age on the early transcriptomic response of children 
with septic shock. Mol Med 17:1146-1156 

Xu X, Shi Y, Cai Y, Zhang Q, Yang F, Chen H, Gu Y, 
Zhang M, Yu L, Yang T (2013) Inhibition of increased 
circulating Tfh cell by anti-CD20 monoclonal 
antibody in patients with type 1 diabetes. PLoS One 
8:e79858 

Xu YQ, Gao YD, Yang J, Guo W (2010) A defect 
of CD4+CD25+ regulatory T cells in inducing 
interleukin-10 production from CD4+ T cells under 
CD46 costimulation in asthma patients. J Asthma 
47:367-373 

Yadav M, Stephan S, Bluestone JA (2013) Peripherally 
induced tregs - role in immune homeostasis and 
autoimmunity. Front Immunol 4:232 

Yagi R, Junttila IS, Wei G, Urban JF,Jr, Zhao K, Paul 
WE, Zhu J (2010) The transcription factor GATA3 
actively represses RUNX3 protein-regulated 
production of interferon-gamma. Immunity 32:507-
517 

Yamasaki S, Ishikawa E, Sakuma M, Hara H, Ogata 
K, Saito T (2008) Mincle is an ITAM-coupled 
activating receptor that senses damaged cells. Nat 
Immunol 9:1179-1188 

Yang D, Chen Q, Su SB, Zhang P, Kurosaka K, 
Caspi RR, Michalek SM, Rosenberg HF, Zhang N, 
Oppenheim JJ (2008) Eosinophil-derived neurotoxin 
acts as an alarmin to activate the TLR2-MyD88 
signal pathway in dendritic cells and enhances Th2 
immune responses. J Exp Med 205:79-90 

Yang KD, Chang JC, Chuang H, Liang HM, Kuo HC, 
Lee YS, Hsu TY, Ou CY (2010) Gene-gene and 
gene-environment interactions on IgE production in 
prenatal stage. Allergy 65:731-739 

Yang XO, Pappu BP, Nurieva R, Akimzhanov A, 
Kang HS, Chung Y, Ma L, Shah B, Panopoulos 
AD, Schluns KS, Watowich SS, Tian Q, Jetten AM, 
Dong C (2008) T helper 17 lineage differentiation 
is programmed by orphan nuclear receptors ROR 
alpha and ROR gamma. Immunity 28:29-39 

Yang Y, Torchinsky MB, Gobert M, Xiong H, Xu 
M, Linehan JL, Alonzo F, Ng C, Chen A, Lin X, 
Sczesnak A, Liao JJ, Torres VJ, Jenkins MK, Lafaille 



 References 121

JJ, Littman DR (2014) Focused specificity of 
intestinal TH17 cells towards commensal bacterial 
antigens. Nature 510:152-156 

Yang Y, Ochando J, Yopp A, Bromberg JS, Ding 
Y (2005) IL-6 plays a unique role in initiating 
c-Maf expression during early stage of CD4 T cell 
activation. J Immunol 174:2720-2729 

Ye J, Vives-Pi M, Gillespie KM (2014) Maternal 
microchimerism: increased in the insulin positive 
compartment of type 1 diabetes pancreas but not in 
infiltrating immune cells or replicating islet cells. 
PLoS One 9:e86985 

Yeaman MR (2014) Platelets: at the nexus of 
antimicrobial defence. Nat Rev Microbiol 12:426-
437 

Yeste A, Mascanfroni ID, Nadeau M, Burns EJ, Tukpah 
AM, Santiago A, Wu C, Patel B, Kumar D, Quintana 
FJ (2014) IL-21 induces IL-22 production in CD4+ 
T cells. Nat Commun 5:3753 

Yeung WC, Rawlinson WD, Craig ME (2011) 
Enterovirus infection and type 1 diabetes mellitus: 
systematic review and meta-analysis of observational 
molecular studies. BMJ 342:d35 

Ylipaasto P, Klingel K, Lindberg AM, Otonkoski T, 
Kandolf R, Hovi T, Roivainen M (2004) Enterovirus 
infection in human pancreatic islet cells, islet 
tropism in vivo and receptor involvement in cultured 
islet beta cells. Diabetologia 47:225-239 

Yssel H, De Vries JE, Koken M, Van Blitterswijk W, 
Spits H (1984) Serum-free medium for generation 
and propagation of functional human cytotoxic and 
helper T cell clones. J Immunol Methods 72:219-
227 

Yu D, Rao S, Tsai LM, Lee SK, He Y, Sutcliffe EL, 
Srivastava M, Linterman M, Zheng L, Simpson N, 
Ellyard JI, Parish IA, Ma CS, Li QJ, Parish CR, 
Mackay CR, Vinuesa CG (2009) The transcriptional 
repressor Bcl-6 directs T follicular helper cell 
lineage commitment. Immunity 31:457-468 

Zhang DH, Cohn L, Ray P, Bottomly K, Ray A (1997) 
Transcription factor GATA-3 is differentially 
expressed in murine Th1 and Th2 cells and controls 
Th2-specific expression of the interleukin-5 gene. J 
Biol Chem 272:21597-21603 

Zhang JP, Yang Y, Levy O, Chen C (2010a) Human 
neonatal peripheral blood leukocytes demonstrate 
pathogen-specific coordinate expression of TLR2, 
TLR4/MD2, and MyD88 during bacterial infection 
in vivo. Pediatr Res 68:479-483 

Zhang L, Jin N, Nakayama M, O’Brien RL, Eisenbarth 
GS, Born WK (2010b) Gamma delta T cell receptors 

confer autonomous responsiveness to the insulin-
peptide B:9-23. J Autoimmun 34:478-484 

Zhang S, Lukacs NW, Lawless VA, Kunkel SL, Kaplan 
MH (2000) Cutting edge: differential expression of 
chemokines in Th1 and Th2 cells is dependent on 
Stat6 but not Stat4. J Immunol 165:10-14 

Zhang X, Lepelley A, Azria E, Lebon P, Roguet G, 
Schwartz O, Launay O, Leclerc C, Lo-Man R (2013) 
Neonatal plasmacytoid dendritic cells (pDCs) 
display subset variation but can elicit potent anti-
viral innate responses. PLoS One 8:e52003 

Zhao H, Li CC, Pardo J, Chu PC, Liao CX, Huang J, 
Dong JG, Zhou X, Huang Q, Huang B, Bennett MK, 
Molineaux SM, Lu H, Daniel-Issakani S, Payan 
DG, Masuda ES (2005) A novel E3 ubiquitin ligase 
TRAC-1 positively regulates T cell activation. J 
Immunol 174:5288-5297 

Zheng W, Flavell RA (1997) The transcription factor 
GATA-3 is necessary and sufficient for Th2 cytokine 
gene expression in CD4 T cells. Cell 89:587-596 

Zhou L, Lopes JE, Chong MM, Ivanov II, Min R, 
Victora GD, Shen Y, Du J, Rubtsov YP, Rudensky 
AY, Ziegler SF, Littman DR (2008) TGF-beta-
induced Foxp3 inhibits T(H)17 cell differentiation 
by antagonizing RORgammat function. Nature 
453:236-240 

Zhou X, Bailey-Bucktrout SL, Jeker LT, Penaranda 
C, Martinez-Llordella M, Ashby M, Nakayama M, 
Rosenthal W, Bluestone JA (2009) Instability of the 
transcription factor Foxp3 leads to the generation of 
pathogenic memory T cells in vivo. Nat Immunol 
10:1000-1007 

Zhu J, Jankovic D, Oler AJ, Wei G, Sharma S, Hu G, 
Guo L, Yagi R, Yamane H, Punkosdy G, Feigenbaum 
L, Zhao K, Paul WE (2012) The transcription factor 
T-bet is induced by multiple pathways and prevents 
an endogenous Th2 cell program during Th1 cell 
responses. Immunity 37:660-673 

Zhu J, Yamane H, Cote-Sierra J, Guo L, Paul WE 
(2006) GATA-3 promotes Th2 responses through 
three different mechanisms: induction of Th2 
cytokine production, selective growth of Th2 cells 
and inhibition of Th1 cell-specific factors. Cell Res 
16:3-10 

Zhu J, Min B, Hu-Li J, Watson CJ, Grinberg A, Wang 
Q, Killeen N, Urban JF,Jr, Guo L, Paul WE (2004) 
Conditional deletion of Gata3 shows its essential 
function in T(H)1-T(H)2 responses. Nat Immunol 
5:1157-1165 

Zhu J, Cote-Sierra J, Guo L, Paul WE (2003) Stat5 
activation plays a critical role in Th2 differentiation. 
Immunity 19:739-748 



122 References 

Zhu J, Guo L, Min B, Watson CJ, Hu-Li J, Young 
HA, Tsichlis PN, Paul WE (2002) Growth factor 
independent-1 induced by IL-4 regulates Th2 cell 
proliferation. Immunity 16:733-744 

Zhu J, Guo L, Watson CJ, Hu-Li J, Paul WE (2001) 
Stat6 is necessary and sufficient for IL-4’s role in 

Th2 differentiation and cell expansion. J Immunol 
166:7276-7281 

Ziegler AG, Rewers M, Simell O, Simell T, Lempainen 
J, Steck A, Winkler C, Ilonen J, Veijola R, Knip M, 
Bonifacio E, Eisenbarth GS (2013) Seroconversion to 
multiple islet autoantibodies and risk of progression 
to diabetes in children. JAMA 309:2473-2479 


	Abstract
	Tiivistelmä
	Table of Contents
	Abbreviations
	List of Original Publications
	1.	Introduction
	2.	Review of the Literature
	2.1	Immune system
	2.1.1	Innate Immunity
	2.1.1.1	Pattern recognition in the centre of innate immune reactions

	2.1.2	Type I interferon signaling
	2.1.3	Adaptive Immunity – B and T cells
	2.1.3.1	Multiple subsets of CD4+ T lymphocytes
	2.1.3.2	T helper cell type 2 development


	2.2	Immune-mediated diseases
	2.2.1	Type 1 diabetes
	2.2.2	Hygiene, macro- and microdiversity, and viral infections - culprits for the rising incidence of immune-mediated diseases
	2.2.3	Prenatal and neonatal immune regulation - relation to the hygiene theory


	3.	Aims of the Study
	4.	Materials and Methods
	4.1	Sampling, cohorts and ethical considerations (I, II, III)
	4.2	Cord blood CD4+ cell isolation and culturing (I)
	4.3	STAT6 knockdown with siRNAs and analysis of target genes with Illumina microarrays (I)
	4.4	Flow cytometry (I)
	4.5	Western blotting (I)
	4.6	STAT6 ChIP-seq with massively parallel sequencing (I)
	4.7	RT-PCR analysis of STAT6 ChIP-seq target genes (I)
	4.8	Kinetic analysis of IL-4 target genes with Affymetrix microarrays (I)
	4.9	RNA isolation and microarray analysis of whole-blood samples (II, III)
	4.9.1	RNA isolation from PAXgene RNA tubes (II)
	4.9.2	RNA isolation from Tempus RNA tubes (III)
	4.9.3	Microarray analysis of whole-blood samples (II, III)

	4.10	DNA isolation and Immunochip hybridization (II)
	4.11	Data analysis and mining (I, II, III)
	4.11.1	Analysis of STAT6 target genes (I)
	4.11.2	STAT6 ChIP-seq data analysis (I)
	4.11.3	IL-4 target gene analysis (I)
	4.11.4	Identification of genes and pathways differentially regulated during the development of type 1 diabetes (II)
	4.11.5	DAVID pathway analysis (II)
	4.11.6	Transcription binding motif analysis (II)
	4.11.7	Transcription module analysis (II)
	4.11.8	Immunochip data analysis (II)
	4.11.9	Identification of genes differentially regulated in cord blood of children born in Finland, Estonia, and Russia (III)
	4.11.10	Ingenuity Pathway Analysis (I, II, III)
	4.11.11	Differentially expressed genes with functions related to the innate immunity responses (II, III)
	4.11.12	Developmental regulation of gene expression (III)

	4.12	Data accession (I, II, III)

	5.	Results
	5.1	Identification of IL-4 and STAT6-mediated transcriptional programme of Th2 cell polarization (I)
	5.2	Identification of gene expression changes associated with the pathogenesis of type 1 diabetes (II)
	5.3	Gene expression changes in the cord blood of newborns affected by the standard of living and hygiene (III)

	6.	Discussion
	6.1	STAT6 at the core of IL-4 induced Th2 polarization of human naïve CD4+ cells
	6.2	Identification of gene expression changes associated with pathogenesis of type 1 diabetes
	6.3	Intrauterine immune adaptation to the standard of hygiene
	6.4	Limitations of the studies and theoretical implications for further exploration 

	7.	Conclusions
	Acknowledgements
	References


 
 
    
   HistoryItem_V1
   TrimAndShift
        
     Range: all pages
     Trim: fix size 6.929 x 9.843 inches / 176.0 x 250.0 mm
     Shift: none
     Normalise (advanced option): 'original'
      

        
     16
            
       D:20130221112901
       708.6614
       B5
       Blank
       498.8976
          

     Tall
     1
     0
     No
     1676
     631
    
     None
     Right
     2.8346
     -2.8346
            
                
         Both
         1
         AllDoc
         66
              

       CurrentAVDoc
          

     Uniform
     0.0000
     Top
      

        
     QITE_QuiteImposingPlus2
     Quite Imposing Plus 2.9b
     Quite Imposing Plus 2
     1
      

        
     13
     162
     161
     162
      

   1
  

 HistoryList_V1
 qi2base





