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Glossary
Biological age Measure of health and functionality of a living organism, determined by the combination of genetic
background, environmental factors, and the lapse of time.
Inflammaging Chronic low-grade sterile inflammation characteristic for the elderly, induced by long-term stimulation of the
immune system by external (pathogens, commensal organisms, etc.) and internal (DNA damage, cell metabolism byproducts,
etc.) stimuli.
Intravenous immunoglobulin (IVIg) Therapeutic preparation consisting of pooled immunoglobulin G from thousands of
healthy donors; used to treat antibody deficiencies, some autoimmune diseases, and other immune disorders.

Abbreviations
ACPA Anti-citrullinated protein antibody
ADCC Antibody-dependent cellular cytotoxicity
ADCP Antibody-dependent cellular phagocytosis
Asn Asparagine
B4GALT1 b-1,4-Galactosyltransferase 1
BCR B cell receptor
CDC Complement-dependent cytotoxicity
CE Capillary electrophoresis
CGE-LIF Capillary gel electrophoresis with laser-induced fluorescence
CpG 50 Cytosine-phosphate-guanosine 3’
CVD Cardiovascular disease
Fab Fragment antigen-binding
Fc Fragment crystallizable
FcRn Neonatal Fc receptor
FcgR Fcg receptor
FNAIT Fetal and neonatal alloimmune thrombocytopenia
GlcNAc N-acetylglucosamine
HDFN Hemolytic disease of the fetus and newborn
HFD High-fat diet
IgG Immunoglobulin G
IVIg Intravenous immunoglobulin
J-chain Joining chain
LC Liquid chromatography
mAb Monoclonal antibody
MS Mass spectrometry
RA Rheumatoid arthritis
SLE Systemic lupus erythematosus
TNF Tumor necrosis factor
UHPLC Ultra-high-performance liquid chromatography

1 Introduction

Immunoglobulin G (IgG) is one of the key molecules of the human immune system, having evolved in vertebrates as a part of
adaptive immunity1 – our specialized and complex defense system against pathogens and parasites. It is involved in the key features
of adaptive immunity: discrimination of self versus non-self, the specific response against many of a broad spectrum of substances
(antigens), and specific immunologic memory. The function of IgG is reflected in the structure of this highly versatile protein: the
variable fragment antigen-binding (Fab) part aims for specific and high-affinity antigen binding, while the fragment crystallizable
(Fc) part interacts with various effector molecules, resulting in immune activation and target destruction by several distinct immune
pathways. This soluble effector thus provides an essential piece of the immunological puzzle – it serves as a link between the
adaptive and innate immune responses.2

However useful in our response against pathogens, whether it occurs through natural infection or immunization through
vaccination, this potent molecule can also become dangerous if targeted against our own antigens, giving rise to a plethora of
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autoimmune diseases, in which autoantibodies, in addition to auto-reactive T cells and a whole range of other immune system
components, can be more or less involved in the disease pathogenesis and progression.3

Being placed at such an important crossroads on our multidimensional immune map, while signal relaying, IgG also plays a role
of the regulator of the upstream (through feedback) and downstream immune processes, most notably inflammation.4

IgG’s unique properties have been vastly exploited for therapeutic purposes in the form of monoclonal antibodies (mAbs) and
intravenous immunoglobulin preparations. Since the first mAb targeted against CD3 was approved for transplant rejection by the
United States Food and Drug Administration in 1986, mAbs have risen to the globally dominant class of biologicals to date, with
the market expected to continue growing in the next decade.5 They are prescribed for different indications, ranging from oncological
and chronic inflammatory to immunological, cardiovascular, and infectious diseases,6 with the extent of on- and off-label
indications ever increasing.

With this pivotal role in our immune defense, disease pathology, and therapy, in combination with its omnipresence in research
applications, it is obvious why the biomedical and pharma community alike continue to invest a lot of resources to advance the
understanding of IgG functionality. Antigen specificity, diverse effector functions of IgG subclasses, and prolonged half-life of IgG3
illustrate the translation of minute structural differences to large-magnitude downstream effects on the IgG function, an effect easily
applicable to the structural variation of IgG glycans.

Attachment of glycans to the Fc portion of the molecule7 and their link to themodulation of its biological functions was reported
as early as 1970s.8–11 However, due to their structural complexity and the lack of sophisticated analytical techniques, IgG glycans
have only entered the scientific spotlight relatively recently, the most research-intensive period starting about 15 years ago.12,13 Up
to now, close to 3000 publications have been published related to IgG glycans, with about half of them in the last 10 years. This
chapter aims to show it is no accident that IgG is the most studied glycoprotein to date, a trend that seems to be picking up.13 This
chapter will focus on the role of IgG glycans in the molecule’s function and their biomarker potential in a personalized approach to
medicine and healthy aging.

As is the case with most glycoproteins, glycans are enzymatically added to the nascent IgG molecules through a sequential co-
and post-translational process starting in the endoplasmatic reticulum and finishing in the Golgi apparatus of the
antibody-secreting plasma cells.14 Currently, there is an ongoing debate whether and under which immunological circumstances
IgG glycans can be modified post-secretion extracellularly in the bloodstream by serum glycosyltranserases.15,16

Glycans comprise about 15% of IgG’s weight,17 and their importance is easily discerned from the fact that IgG deglycosylation
results in a partial or complete loss of function.17–19 They represent a structurally and functionally integral part of the IgG molecule,
significantly affecting its stability, serum half-life, and effector functions.20,21 As will be explained in more detail later, our serum
contains probably more than a thousand IgG glycosylation variants at any given time, partly arising from alternative glycosylation –

a phenomenon reflecting a wide array of different glycan structural variants that can decorate the same glycosylation site. All of the
above triggered immense interest in IgG glycosylation, which directed researchers from the initial lectin analyses towards the
development of robust and sophisticated analytical methods. The first results coming from studies performed by methods based on
the principles of liquid chromatography, mass spectrometry, and capillary electrophoresis indeed confirmed the immense potential
for scientific discovery and medical benefit in this research area, which in turn further spurred the method development. Today the
high-throughput methods based on all three of the mentioned principles enable for quick acquisition of a large amount of data on
IgG glycan composition. While high-throughput analyses have their own challenges and there is always room for improvement, the
focus of the field is now shifting towards the development of bioinformatics methods for the integration of the acquired data into
large existing frameworks containing other -omics data and thus enabling IgG glycomics to enter the field of systems biology and
precision medicine as a clinical biomarker.

The seminal papers on IgG glycosylation by Parekh et al. showed the associations of IgG glycopattern skewing towards a higher
content of agalactosylated IgG with rheumatoid arthritis (RA), primary osteoarthritis, and aging.22,23 This was followed by an
increasing number of epidemiological studies with ever-higher numbers of subjects, finally exploding in the last 10 years in parallel
with the development of high-throughput methods for IgG glycome analysis, resulting in studies sometimes including thousands of
participants.24–30 We have learned that IgG glycome composition associates with aging, hormonal and diseased status, and much
more.31 Patterns seemed to emerge. It appears now that many diseases with underlying inflammatory processes share a similar IgG
glycosylation pattern (mostly a lower abundance of galactosylated and sialylated structures, sometimes accompanied by a higher
abundance of structures containing N-acetylglucosamine) often also associated with disease severity, and reverted upon successful
therapeutic treatment. Notably, this pattern is also associated with increasing age.32 It has become evident that IgG glycome
composition is under significant influence of genes,33,34 but also environmental factors and lifestyle.24,35–37 Researchers conducting
intervention studies on humans and mice interfering with energy intake, weight, dietary supplements, exercise regime, and sex
hormone levels have witnessed a change in IgG glycopattern,38–43 and in some instances, the uncoupling of disease risk factors and
disease development – namely, obesity and hypertension.38

While we now collectively have information on more than 100.000 individual IgG glycomes, accompanied by more or less
detailed metadata, the answer to the main question on IgG glycans still eludes our understanding: What is the reason behind IgG
glycopattern changes in many of the described conditions? In addition, many more questions have surfaced: Do skewed glyco-
patterns or particular IgG glycoforms have functional roles in disease pathogenesis, progression, severity, or therapy response? Or
are they merely by-products, reflections of the immunological and metabolic background on the cellular machinery? What is the
role of and how does it come by to alternative glycosylation of antigen-specific compared to total IgG? How is IgG glycosylation
regulated? How stable is it? What are the details of the interplay between genes and the environment reflected in our IgG glycomes?
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(How) can we exploit the knowledge on IgG glycans to optimize the application of biotherapeutics and vaccines, or patient
stratification? Can we use it as a biomarker for disease predisposition or development or an irregular rate of any of the physiological
processes happening in our body? Can we, by changing IgG glycosylation, affect all of these processes, e.g. slow-down aging,
decrease the risk for a disease or alleviate disease symptoms?

At the moment, there are no definite answers. This chapter is written in an attempt to offer an insight into the current pool of
knowledge on this topic, suggest the most likely hypotheses, recommend research priorities, and propose study design for the
highest impact on this fascinating but extremely complex topic.

2 IgM, IgD, IgA, and IgE glycosylation

Nearly all key molecules in the innate and adaptive immunity are glycoproteins, with the glycan parts playing a role in their stability
and protection from proteases as well as mediating their interactions with other molecules.44 Human serum contains a large
proportion of glycoproteins, including secretory products of the adaptive immune system – immunoglobulins.45 In humans, five
classes of immunoglobulins exist: IgG, IgA, IgM, IgD, and IgE. All of the immunoglobulins consist of four domains called chains,
two heavy and two light. Their structure can be further divided by function into the Fc fragment, which is important for the antibody
effector functions, and the antigen-binding Fab fragment. Naïve mature B-cells that already went through the process of V(D)J
recombination that determines their antigen specificity express IgM and IgD in the form of membrane-anchored B cell receptors
(BCR).46

All human immunoglobulin classes are glycosylated, with glycans attached to the conserved glycosylation sites on their heavy
chains accounting for between about 2 and 14% of the total molecular weight, depending on the extent of glycosylation.17 The light
chains contain no conserved glycosylation sites, but new glycosylation sites can be acquired in their variable regions during somatic
hypermutation.47 The steric positioning of glycans within the immunoglobulin tertiary structure is thought to strongly influence
their processing and final composition, because of the effect it has on the accessibility of the enzymatic machinery involved in their
biosynthesis.17 This is evident in the IgA glycosylation, where triantennary glycan structures are exclusively present on the Fab
region,48 presumably due to steric hindrance of further processing the Fc glycans.17

The glycans attached to immunoglobulins are large (about 2 kDa), flexible if not sterically constrained and play crucial structural
and functional roles in the immunoglobulins they are attached to - they maintain the molecules’ solubility and conformation and
participate in and modulate the binding events with various receptors and other ligands, which results in their involvement in a
wide array of biological processes.17

2.1 Immunoglobulin M

2.1.1 IgM function
With a concentration of 0.4–3.5 mg/mL, IgM is the second or third most abundant immunoglobulin in the human serum (after IgG
and sometimes IgA), and the immunoglobulin dominating the early stages of the humoral immune response.49 Natural IgM is
present in the serum even before antigen exposure, and its main characteristic is polyreactivity, which enables it to bind nucleic
acids, phospholipids, and carbohydrates.50 In contrast, immune IgM is secreted following pathogen exposure and is characterized
by a much higher antigen specificity.50 For the IgM produced early in the immune response – before somatic hypermutation and
affinity maturation - the affinity for antigen binding is often low for individual binding sites. This is in part compensated by a large
number of possible antigen-antibody binding sites (10 for pentamer and 12 for hexamer IgM), a strategy particularly suitable for the
recognition of repetitive epitopes, such as polysaccharides in the bacterial cell wall.49 The polymeric structure and polyreactivity are
key properties that enable IgM’s different functions, such as protection against numerous viral, bacterial, fungal, and parasitic
pathogens by neutralization, opsonization, and complement activation by the classical pathway as well as targeting apoptotic and
altered cells for clearance by phagocytes.50,51

2.1.2 IgM structure
Secreted human IgM is mostly a multimeric unit existing as a pentamer of equal monomeric units connected to each other by a
joining (J-)chain and disulfide bonds, or occasionally a hexamer lacking the J-chain.52,53 The multimeric structure of the secreted
IgM makes it the largest antibody in the human serum,54 while monomeric units make up the BCR present at the surface of
B lymphocytes.55

2.1.3 IgM glycosylation
IgM contains five N-glycosylation sites on the heavy chain: located at Asn-171 in the CH1, Asn-332 in the CH2, Asn-395 and
Asn-402 in the CH3 and Asn-563 in the CH4; and one N-glycosylation site on the joining (J-)chain.17,56 Asn-171, Asn-332 and
Asn-395 mostly bear complex, prevalently diantennary, core-fucosylated and sialylated N-glycans.56,57 Asn-402 carries mostly and
Asn-563 (only 17% occupied) exclusively oligomannose structures.17,57 The N-glycosylation site on the J-chain mainly contains
sialylated diantennary glycans.56 Although IgM glycans seem to be functionally important, the details of IgM glycosylation are not
nearly as well explored as those of the IgG glycosylation. They do, however, appear to be necessary for proper IgM secretion.58 Due
to the pentameric structure most of IgM glycans are thought to be inaccessible upon antigen binding.56 However, in the absence of
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antigen binding by the IgM pentamer Fab regions, the complex glycans might allow IgM to agglutinate microorganism in the
serum.56 Recently, sialylation has been shown important for the IgM-mediated inhibition of T cell responses.59

2.2 Immunoglobulin D

IgD is also expressed on the surface of naïve B-lymphocytes.55 It is secreted into the serum as a monomer and present in a wide range
of concentrations, from undetectable to 0.4 mg/mL.60

2.2.1 IgD glycosylation
IgD contains three N-linked glycosylation sites: Asn-354 in the CH2 domain, occupied by oligomannose glycans and Asn-445 and
Asn-496 in the CH3 domain occupied by complex galactosylated and 2,6-sialylated glycans.61,62 The N-glycans bound to Asn-354
play a vital role in IgD assembly, structure, and secretion.63 The extended IgD hinge region contains multiple O-glycosylation sites,
but the occupancy of all of them (4 threonine residues and 1 serine residue) is not confirmed.61,62,64,65 These O-glycans do not seem
to play a structural role, however, since complete inhibition of O-glycosylation had no effect of the molecule’s assembly and
secretion.63

For the production of the three remaining immunoglobulin classes (IgG, IgA, and IgE): Upon activation by specific antigens
B-cells need to undergo an additional process of isotype switching - class switch recombination.

2.3 Immunoglobulin A

IgA is the main antibody in most external secretions and on mucosal surfaces.66–69 Its daily production surpasses the production of
all other immunoglobulins combined.66,67 A fraction of it can also be found in the serum, where its concentration ranges from 0.6
to 3.8 mg/mL.49 There are two subclasses of IgA: IgA1 and IgA2, both of which are glycosylated.17 An obvious difference in the
structure of the two subclasses is a much longer hinge region in IgA1, increasing the molecule’s flexibility and sensitivity to bacterial
proteases.66,70 This might explain why the vast majority of serum IgA is of the IgA1 subclass, while the IgA2 predominates in
mucosal secretions.66,70,71

2.3.1 IgA structure
Both IgA1 and IgA2 can be found in monomeric or dimeric (sometimes even trimeric or tetrameric) form.66,70,71 Most IgA in the
blood is monomeric, while the secretory IgA (sIgA) present in secretory fluids, such as mucosa andmilk, is mainly dimeric –with the
two IgA molecules connected by the J-chain and the secretory component.66,70,71 The secretory component is responsible for the
secretion of IgA onto mucosal barriers, tears, saliva, milk, sweat, etc.72,73 It also has anti-microbial properties and offers secretory IgA
protection against gastric proteases.74

2.3.2 IgA function
A poor opsonin and complement activator by the classical pathway, the main role of IgA is the protection of mucosal surfaces from
toxins and pathogens by neutralization or prevention of binding, known as immune exclusion.70,75 Secretory IgA thus serves as the
first line of our immune defense against antigens at mucosal surfaces, the most notable probably being those of the intestinal and
respiratory tract.49 Lately, the roles of serum IgA are also becoming known: by binding to Fca receptor I expressed on the surface of
myeloid cells,76 it induces pro-inflammatory responses, such as phagocytosis and the release of inflammatory cytokines.77

2.3.3 IgA Fc glycosylation
Both IgA1 and IgA2 subclasses contain two highly occupied conserved N-glycosylation sites on their heavy chains: located at
Asn-263 in the CH2 and Asn-459 in the CH3 region.17,78,79 In addition to these, IgA2 contains two or three additional conserved
N-glycosylation sites, located at Asn-166 and Asn-211 in the CH1 and at Asn-337 in the CH2 domain.17,79,80 All these
N-glycosylation sites are mainly occupied by complex, mostly diantennary (sometimes triantennary) core-fucosylated and sialy-
lated glycans with some variation in their terminal glycan structures, with inconsistent reports on the differences in the
N-glycosylation pattern between the two subclasses,17,48,80–87 and significant differences in glycosylation between IgA originating
from different body fluids.82

2.3.4 IgA hinge glycosylation
In addition to the N-glycosylation sites, IgA1 also has up to five occupied O-glycosylation sites in its hinge region.85,88 Just as glycans
linked to the N-glycosylation sites, the glycans linked to the Ser or Thr residues in the O-glycosylation sites are rather
heterogeneous –composed of N-acetylgalactosamine, galactose, N-acetylneuraminic acid (sialic acid), and, in some cases, N-
acetylglucosamine (GlcNAc).48,81,83,86,87,89

2.3.5 IgA Fab glycosylation
About 30% of the serum IgA contains N-glycans in the Fab region, mainly complex diantennary and triantennary sialylated
structures.48 Indeed, almost all of the molecule’s triantennary structures originate from its Fab region,48 presumably due to easier
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access for the branching enzymeN-acetylglucosamine transferase IV.17 Additionally, some O-glycosylated structures are reported for
the Fab region.48

2.3.6 IgA joining chain and secretory component glycosylation
Secretory IgA contains considerably more glycans than serum IgA because both the J-chain and the secretory component are amply
glycosylated.87,90–93 The J-chain contains a single N-glycosylation site, characterized by an unusually high level of 2,3-linked sialic
acid; and the secretory component contains seven N-glycosylation sites, all of themmostly carrying complex sialylated diantennary
glycans, specific by the presence of outer arm fucose.81,82,87

2.3.7 Functions of IgA glycans
Although their structure-function relationship is not as explored as is the one of IgG glycans, IgA glycans are, similarly to IgG
glycans, considered relevant for the molecule’s effector functions because of their capacity to modulate the binding affinity for
various receptors.17 The reports about the effect of their composition on the binding to FcaRI, the key receptor for IgA, remain,
however, ambiguous.48,94,95 It seems clear though, that the composition of IgA N-glycans affects its clearance from the serum, due to
the modulation of affinity for asialoglycoprotein receptor on hepatocytes.94 Next, secretory IgA glycans (including the N-glycans of
the secretory component) enable the entrapment of IgA in the mucosa and bind microorganisms to prevent their attachment to the
epithelium and thus facilitate their clearance by mucociliary flow or peristalsis.70,74,96–100 In addition to pathogen binding, the
N-glycans of the secretory component and the O-glycans of the extended IgA1 hinge region protect their respective molecular
regions from proteases.101,102 Recently, similarly to IgG, sialylation was described as a modulator of the IgA1 inflammatory capacity
- desialylated IgA glycoforms showed stronger inflammatory activity in vitro, although the entire underlying mechanism of this
phenomenon, including the binding partner of the sialylated IgA molecules, remains unknown.80 How this finding relates to the
fact that an increased level of sialylated IgA is reported in breast cancer103 is not yet clear.

More is known on the role of IgA glycans in IgA nephropathy, where agalactosylated glycans are considered contributors to
disease pathogenesis in two ways: firstly (and more directly) - the agalactosylated O-glycans of the IgA1 hinge region induce the
production of autoantibodies that form nephritogenic immune complexes; and secondly - by binding to the MBL, the agalactosy-
lated N-glycans can activate the lectin complement pathway and thus initiate inflammation.104,105

Interestingly, age-dependent changes in IgA N-glycopattern similar to the ones observed for IgG (discussed later), but also in
O-glycopattern, have been reported.81

2.4 Immunoglobulin E

With a concentration of up to 0.05 mg/mL in healthy adults, IgE is the least abundant immunoglobulin in human serum and is
mostly explored as the key mediator of mast cell and basophil degranulation in allergies.106

2.4.1 IgE glycosylation
It is perhaps not broadly known that IgE is heavily glycosylated with as many as seven N-glycosylation sites.62,107,108 Of those,
Asn-383 in the CH3 domain is unoccupied, Asn-394 in the same domain is decorated by a single N-linked oligomannose glycan
(most often containing five mannoses); and the remaining five N-glycosylation sites (Asn-140, Asn-168, Asn-218 in the CH1
domain of the Fab region and Asn-265 and Asn-371 in the CH2 and CH3 domains of the Fc region, respectively) are occupied by
complex sialylated diantennary N-glycans.62,108–110 Similarly to IgG, IgE glycosylation is known to exhibit a significant
inter-individual variation and has disease-specific patterns.111,112 And, again similarly to IgG, although they are thought to be
involved in the IgE effector functions, the role of IgE’s complex glycans is not yet fully elucidated. They are suggested to contribute to
the solubility of IgE in water, preventing aggregation by their hydrophilic properties113 and, when it comes to the complex glycans in
the CH1, to modulation of IgE antigen binding.109 Recently sialic acid was confirmed as a determinant of the IgE pathogenicity and
thus an important regulator of allergic disease.112 Perhaps not surprisingly, the most relevant seems to be the odd one out though:
The oligomannose N-glycan occupying the Asn-394 is required for appropriate folding and is indispensable for IgE effector
function, namely for the initiation of anaphylaxis through binding to the high-affinity FceRI on the surface of mast cells.109,114

Interestingly, this N-glycosylation site is conserved across all mammalian IgE and is orthologous to the conserved N-glycosylation
site of IgG, pointing to its potential analogous relevance.111,115

3 Immunoglobulin G structure and function

With a concentration range of 6–14 mg/mL, IgG is the most abundant immunoglobulin in the human serum,49 representing 75%
of all antibodies and 10–20% of total plasma protein.116

3.1 IgG structure

Immunoglobulin G is a 150 kDa globular protein consisting of four peptide chains: two heavy chains connected by disulfide bonds,
and two light chains - giving it a recognizable structure that consists of three domains connected by a flexible hinge region, often
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simplified into the characteristic Y-shape (Fig. 1). The structure of IgG is also subdivided into two regions with different functional
properties: the Fc region, consisting of the domains of the heavy chains below the hinge, and the Fab region, consisting of the light
chains and the domains of the heavy chains above the hinge.70,117

3.2 IgG functions

IgG is one of the main effector molecules of the human adaptive immune system, linking it with the evolutionary older innate
immunity by the versatile nature of the molecule: the Fab region specifically recognizes and binds an almost unlimited assortment
of antigens, while the Fc region binds to various receptors, thus initiating multiple immune effector pathways.2 The role of the IgG
in the immune response is three-fold.

First, through the specific antigen-binding properties of the Fab fragment, it acts as one of the main recognition molecules of the
adaptive immunity and can directly neutralize microorganisms and toxins by preventing their binding and/or cell invasion.

Second, through the Fc fragment that interacts with type I and type II Fcg receptors on the surface on many immune cells
(including B lymphocytes, macrophages, neutrophils, natural killer cells, etc.) it can trigger opsonization and phagocytosis of
microorganisms (antibody-dependent cellular phagocytosis, ADCP), mediate antibody-dependent cellular cytotoxicity (ADCC)
and inhibit or activate other immune cells.118 Indeed, through the simultaneous triggering of activating and inhibitory Fcg receptors
(FcgRs) co-expressed on the surface of various innate immune cells, such as macrophages, neutrophils, and dendritic cells, IgG
effectively sets a threshold for immune cell activation.119

Fig. 1 Human immunoglobulin G N-glycosylation and ligand-binding sites. Each of the two heavy chains contains a conserved N-glycosylation site at the
asparagine 297. In contrast, only about 15–20% of IgG molecules contain an N-glycosylation site within one of their light chains. These N-glycosylation sites are not
conserved – they appear during IgG somatic hypermutation as a part of fine-tuning the response against the given antigen (affinity maturation). Asn ¼ asparagine,
C1q ¼ complement component 1q, Fab ¼ fragment antigen-binding, Fc ¼ fragment crystallizable, FcR ¼ Fc receptor, FcRn ¼ neonatal Fc receptor,
IgG ¼ immunoglobulin G.
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And third, through the interaction of the Fc fragment with other components of the immune system (e.g. complement
component C1q, the mannose-binding lectin, and mannose receptor) it can activate the complement system and cause lysis of
microorganisms and damaged self cells and initiate inflammation (complement-dependent cytotoxicity, CDC).116,120–122

3.3 IgG subclasses

IgG exists as four subclasses - IgG1, IgG2, IgG3, and IgG4, which acquired their numbering by decreasing serum concentration.123

Although their overall structure is similar and the homology at the amino acid level is over 90%,116 some sequence variation exists
in their constant regions, particularly in the hinge region and the N-terminal CH2 domains.116 Since these are the parts of IgG which
interact with various effector molecules, such as type I and type II FcRs, C1q, and the neonatal Fc receptor (FcRn) (Fig. 1), the
structural differences in these regions likely affect the binding affinity of various IgG subclasses to their ligands, which in turn
translates into differences in their biological properties: half-life, placental transfer, complement activation, immune complex
formation, activation of FcgR-expressing cells, etc.116,124 In addition, antigen type (chemical composition) and immunization route
steers the immune response towards preferential subclass secretion: protein antigens usually tend to direct class switching to IgG1
and IgG3 (also IgG4) through T-cell dependent mechanisms, while the polysaccharide antigens, without the help of T-cells, often
skew IgG response towards the IgG2 subclass.116,125

Interestingly, IgG3 stands out among other subclasses by its extended hinge region (giving the molecule increased flexibility), a
short half-life (for most IgG3 allotypes it is only 7 compared to 21 days for other subclasses), the largest number of allotypes, and an
emphasized potency in the induction of pro-inflammatory effector functions.116 IgG4 is unique among the IgG subclasses because
of its lack of ability to activate complement and, even more interesting, because of a phenomenon called “Fab-arm exchange” –

switching of heavy chains and attached light chains (half-molecules) between two IgG4 molecules, resulting in bispecific but
functionally monovalent antibodies.126,127 This is suggested to be the basis for the anti-inflammatory activity of IgG4 due to the
inability to form large immune complexes, a property that can be both desirable and undesirable in a therapeutic setting, depending
on the mode of action.127–129

3.4 Pathogens fight back against IgG

The importance of IgG in the fight against pathogens is evident in the rich arsenal the bacteria have evolved to fight against this
molecule in the form of cell-wall-anchored IgG-binding proteins, such as protein A, G, H, L, M and Sir; secreted IgG-binding
proteins, such as Sbi, SibA and Lzp; and IgG proteases, such as Proteus mirabilis IgG protease, IdeS and SpeB, which cleave the
molecule in the hinge region, thus uncoupling the IgG antigen binging and effector functions.130 However, it might be less widely
known that the list of enzymes that have evolved in bacteria with the aim of IgG glycan hydrolysis is also quite long and points to
the importance of IgG glycans in the defense against pathogens: EndoS, EndoE, EndoC/EndoSE, EndoS2, EndoD, SiaC, GpdC.130

4 General aspects of immunoglobulin G N-glycosylation

Every IgG molecule contains a conserved N-glycosylation site on the Asn-297 on each of its heavy chains.131 This site is located in
the CH2 domain of the molecule’s Fc region, the part of the molecule (CH2-CH3) where most of the contacts with the various IgG Fc
receptors and ligands take place (Fig. 1).132 Fc-linked N-glycans are positioned in the cavity between the two opposing CH2
domains of the two heavy chains, thus shielding the hydrophobic surface of the Fc core from the exposure to solvent.7,133

Additional N-glycosylation sites can also be introduced in the Fab region of IgG through somatic hypermutation that occurs
during affinity maturation in germinal centers: glycans have been observed in the variable region of IgG heavy chain in 15–20% of
molecules in healthy individuals (Fig. 1).47,134

4.1 Structure of IgG N-glycans

All IgG N-glycans share a common conserved pentasaccharide core sequence consisting of two GlcNAc and three mannose residues
branching into two antennae.135 This core is most often expanded into a heptasaccharide with a GlcNAc attached to each of the
mannoses; the heptasaccharide core can be further expanded by the addition of bisecting GlcNac and/or core fucose, and the
antennae further extended by the addition of galactose and, following galactose, N-acetylneuraminic (sialic) acid.17 The most
complex IgG N-glycan thus consists of 13 monosaccharide units and represents a diantennary core-fucosylated digalactosylated and
disialylated structure with a bisecting GlcNAc (Fig. 2). In addition, some oligomannose glycans containing 5 to 9 mannose residues
have been observed on IgG N-glycosylation sites.137 So far, over 30 different N-glycan structures have been observed on the Fab and
Fc portions of polyclonal serum IgG (Table 1).34,137

When interpreting IgG glycopatterns, for the ease of understanding glycans with similar structural features are sometimes
combined into “derived traits.” The most often used IgG glycosylation derived traits refer to the cumulative abundance of:
agalactosylated (G0), monogalactosylated (G1), digalactosylated (G2), galactosylated (G ¼ G1 + G2), asialylated (S0), monosia-
lylated (S1), disialylated (S2), sialylated (S ¼ S1 + S2), afucosylated (F0), core-fucosylated (F) and bisected (B) N-glycans.
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4.2 Positioning of Fc N-glycans

The core of the Fc glycan is in contact with the inner surface of the CH2 domain, and the a1,6 arm is, likewise, folded alongside the
CH2 polypeptide backbone, forming multiple noncovalent interactions with amino acid side chains Phe-241, Phe-243, Lys-246,
Glu-258, Asp-265, Tyr/Phe-296 and Asn-297 (Fig. 3).133,140 The importance of these amino acids is evident from the fact they are
conserved across all of the IgG subclasses.116,141 The other (a1,3) arm extends into the cleft between the two CH2 domains, where it
interacts with the a1,3 arm of the N-glycan attached to the Asn-297 of the other heavy chain.133 The interaction of the N-glycans on
the two opposing heavy chains thus keeps the Fc in the “open” conformation needed for type I FcgR binding, which points to their
importance in the proper functioning of IgG.133,140 Indeed, aglycosylated IgG cannot bind type I FcgRs or activate complement
through C1q binding, rendering its effector functions either heavily impaired or completely abrogated.17–19 Reports that a single
monosaccharide is sufficient for FcgR binding are still under debate.142–146

4.3 Fc glycans affect IgG structure and function

Glycans represent, not only structurally but also functionally, an integral part of the IgGmolecule. By modulating binding affinity to
IgG’s receptors and ligands, glycans affect nearly all biological processes involving IgG: its half-life, clearance and placental transport
(through binding to FcRn), modulation of activation of immune effector cells (through binding to type I and type II FcRs) and
complement (through binding to C1q and mannose-biding lectin) (Fig. 1).17,122,133,147–150 In addition to the stated extrinsic
effects, IgG glycans also have intrinsic effects on the protein itself, such as maintaining its conformation and solubility.140,151 The
role of Fc N-glycans in the modulation of particular IgG effector functions through the fine-tuning of the Fc conformation has been a
subject of detailed exploration and will be discussed in more detail in Section 7.

4.4 Asymmetrical Fc glycosylation

Mainly due to the limitations of analytical techniques, the pairing of the N-glycans attached to the two opposing heavy chains has
not been extensively studied, although both symmetrically (containing homologous glycans) and asymmetrically glycosylated Fc
IgG (containing non-homologous glycans) have been reported in the natural setting.152 The biological consequences of this
phenomenon have not been explored. Of note, the term “asymmetrical glycosylation” is sometimes also used for the IgGmolecules
with only one of the two conserved N-glycosylation sites occupied. These antibodies are also referred to as “hemiglycosylated.” This
phenomenon has only been observed in in vitro produced antibodies, which retain little of the IgG biological activity.153,154

4.5 Fab versus Fc glycan composition

Although the pool of Fc and Fab N-glycans consists of the same structures (Table 1), they differ significantly in their relative
abundances. Almost all Fab glycans (94%) are galactosylated at both arms, with about 40% of them bearing mono- and 52%
di-sialylated glycans.134 This is in stark contrast with Fc glycans, where only 1% is di-sialylated.134 Additionally, the level of bisection
is about 3 times higher in the Fab region, with about 45% of Fab glycans carrying a bisecting GlcNAc compared to 10% in the Fc
region; and the level of fucosylation significantly lower, with only about 70% glycans carrying a core-fucose, in contrast with over

Fig. 2 The most complex immunoglobulin G (IgG) N-glycan. The majority of other IgG N-glycans correspond to this tridecasaccharide with the lack of one or more
monosaccharide residues. The notation above the lines connecting monosaccharide units denotes the type of the glycosidic bond. Often the antenna formed in the
extension of the mannose a1,6-linked to the central mannose is referred to as the “a1,6 arm,” whereas the other antenna is referred to as the “a1,3 arm.” The
monosaccharide residues are color-coded according to the recommendation by the Consortium for Functional Glycomics.136
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90% of Fc glycans being core-fucosylated.134 There are also reports on more high-mannose glycans in the Fab region, depending on
the position of the N-glycosylation site in the variable region of the heavy chain.155–157

The difference in the level of processing seen in Fab and Fc N-glycans, reflected in different relative abundances of glycoforms, is
thought to arise from higher accessibility to glycosyltransferases of the Fab glycans, which are highly exposed, in contrast to the Fc
glycans that are positioned at the inner face of the two CH2 domains.134 This concept, alreadymentioned for the composition of IgA
Fab versus Fc glycans, is confirmed by lectin and antibody binding assays.17,48,158,159 However, it does not explain the lack of tri- or
tetraantennary N-glycans on IgG Fab.

Table 1 Prominent N-glycan structures present on human immunoglobulin G.

The actual number of glycans is increased by the existence of structural isomers (3 and 6 arm) denoted by brackets.
Mx ¼ number of mannose residues, F ¼ core fucose, Ax ¼ number of antennae, B ¼ bisecting N-acetylglucosamine, Gx ¼ number of
galactose residues, Sx ¼ number of sialic acid residues.
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4.6 Fab glycans affect IgG structure and function

Just as the Fc glycans can introduce subtle changes in the IgG structure, Fab-linked N-glycans can affect IgG’s biological properties
and functions, such as half-life, solubility, stability, antigen binding, aggregation/immune complex formation, and downstream
immune response effector functions.134,157,160–164

4.7 Asymmetrical Fab glycosylation

Similar to the Fc region, the Fab region can also be asymmetrically (hemi)glycosylated, i.e., having only one Fab arm glycosylated,
but unlike for the Fc glycans, this has also been observed in natural IgG molecules as early as 1980s and confirmed in more recent

Fig. 3 The immunoglobulin G Fc glycans are positioned in the cavity between the CH2 domains (A and B), forming multiple noncovalent interactions with the
polypeptide backbones of the two heavy chains (C). SWISS-MODEL Workspace138 was used for depicting human IgG1 b12139 (UniProtKB accession numbers
P01857 and P01834 - heavy and light chain, respectively). Turquoise and yellow ¼ constant regions of heavy chains, lilac and orange ¼ constant regions of light
chains, grey ¼ variable regions of heavy and light chains. Cartoon model ¼ immunoglobulin G protein backbone, ball-and-stick model ¼ N-glycans.
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studies.165–168 Such a glycosylation pattern imparts profound consequences on the function of IgG molecules: The steric hindrance
imparted by the single glycan in one antigen-binding site dramatically lowers the binding affinity for antigen in this arm, making
them behave as functionally “univalent” antibodies. This prevents the formation of large immune complexes and in turn, various
effector functions.169

The distinct patterns that both the Fab and Fc N-glycans exhibit in various pathophysiological conditions and their potential
immunomodulatory roles will be discussed in detail in Section 8.

4.8 IgG3 O-glycans

In addition to the N-glycans, each of the heavy chains of the molecules belonging to the IgG3 subclass contains up to three
O-glycosylation sites in its extended hinge region.170 About 10% of the threonines within the proline-rich triple repeat sequence are
occupied with mainly non-, mono- and disialylated core I type (N-acetylgalactosamine-galactose) O-glycans.170 The function of
these glycans has not been established yet, but based on the knowledge gathered from the glycans on other IgG subclasses it is
expected they might: (1) protect the molecule from proteolytic degradation by bacterial or endogenous proteases, (2) contribute to
the maintenance of the extended conformation, or possibly (3) be involved in pathological processes, as is the case with IgA hinge
O-glycans. Additionally, based on the fact that asymmetrical O-glycosylation has been reported for the mouse IgG2 hinge
O-glycans,171 the same can be expected for human IgG3, but this remains unconfirmed.

5 IgG glycosylation analytics

Large heterogeneity in glycan structural composition, presence or absence of Fab glycans, and asymmetric glycosylation in
combination with four subclasses theoretically result in thousands of different IgG glycoproteins in human serum. Due to the
lack of analytical methods that could address this daunting complexity, glycomics has been lagging significantly behind genomics
and proteomics. To address these deficiencies, IgG-focused glycoscience, in particular, has exploded in the last 10–15 years.12

5.1 Lectins

Initially, an IgG glycome was mostly analyzed using techniques based on lectin binding, such as lectin chromatography, lectin
enzyme-linked immunosorbent assay (ELISA), lectin blotting, and lectin immunofluorometric assays (IFMA).22,172–174 Lectins used
in IgG glycan analytics are proteins mostly expressed in plants, which specifically recognize glycans sharing distinct structural
features.175 Although they have been known since the late 19th century as phytoagglutinins (plant hemagglutinins), they became
known under their contemporary name and started attracting more attention in the 1970s with the realization they can be extremely
useful as glycoanalytical and glycopreparative tools.176,177 Although now considered obsolete by some, lectins deserve to be
credited for their immense contribution in advancing glycobiology. Indeed, they enabled some of the important discoveries even
in the “modern” era of IgG glycan analysis, e.g. using the Sambucus nigra agglutinin lectin to delineate the importance of sialylated
IgG for the anti-inflammatory activity of intravenous immunoglobulin (IVIg) preparations.178 Some of the lectins most often used
for human IgG glycome exploration, with their respective specificities, are: The already mentioned Sambucus nigra agglutinin
(SNA) – recognizing a2,6-linked terminal N-acetylneuraminic acid; Ricinus communis agglutinin I (RCA I) – recognizing terminal
galactose; Phaseolus vulgaris erythroagglutinin E (PHA-E) – recognizing terminal galactose and bisecting GlcNAc; Griffonia simplici-
folia lectin II (GSL II) – recognizing agalactosylated N-glycans; Pisum sativum agglutinin (PSA), Lens culinaris agglutinin (LCA) and
Aleuria aurantia lectin (AAL) – recognizing core fucose; and concanavalin A (Con A) – recognizing high-mannose.173,178–181

Although not appreciated by some due to their complex affinity patterns, which sometimes cause cross-reactivity, lectin-based
methods remain a promising tool in IgG glycoanalysis when combined with upgraded modern technological approaches, e.g. lectin
microarrays.179,182

5.2 Advanced analytical tools

The interest in IgG glycans sparked by the initial studies performed in the 1980s and the beginning of the new era in IgG
glycobiology in the 2000s triggered the development of analytical tools capable of elucidating the structural complexity of IgG
glycans.12 In addition, the need for large-scale analyses with greater statistical power called for high-throughput, sensitive, robust,
reproducible, affordable, relatively simple, and time-effective glycoanalytical techniques.183

Methods that emerged as a result of this scientific endeavor and are used for IgG glycoanalysis today are largely based on capillary
electrophoresis (CE), liquid chromatography (LC), and mass spectrometry (MS) and “merely”modified or optimized for glycan or
glycopeptide analysis.184–186 Each of the analytical methods has its advantages and disadvantages, in terms of glycan separation and
structure determination as well as equipment price and necessary time and expertise. Currently, the vast majority of studies on large
sample sets are performed by ultra-high-performance liquid chromatography (UHPLC) for total IgG glycans and liquid chroma-
tography electrospray ionization mass spectrometry (LC-ESI-MS) for Fc IgG1 (and, occasionally, other subclasses).24,26–28,34,187 For
studies on low sample numbers and requiring a high level of structural detail, the best approach is to combine several comple-
mentary techniques.
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5.3 Ultra-high-performance liquid chromatography (UHPLC) and capillary gel electrophoresis with laser-induced
fluorescence (CGE-LIF)

Following the enzymatic release and fluorescent labeling with 2-aminobenzamide, 2-aminoacetic acid, or procainamide for UHPLC
and 8-aminopyrene-1,3,6-trisulfonate acid for CGE-LIF, particular structures or structural groups of N-glycans (including isomers –
enabling for arm-specific information collection) are separated into chromatographic or electrophoretic peaks due to their
differential retention time.188 By measuring the fluorescence intensity, these methods offer the information on the abundance,
but (if used standalone) not on the content of particular glycan peaks.188 This can be sufficient for the analysis of a large number of
samples in situations when the content of each glycan peak can be reasonably assumed to remain stable, such as large-scale
epidemiological studies on homogenous demographic groups. Indeed, studies involving hundreds and thousands of samples have
been performed using these methods, mostly UHPLC.26,27,34 UHPLC and CGE-LIF are mainly used for glycans enzymatically
released from the whole IgG molecules,26,27,34 but can also be applied for the glycans released from its Fab and Fc portions.148,189

Although UHPLC IgG glycan analysis is robust, reproducible, relatively simple, and widely used in the high-throughput mode,190 it
is expected that CE-based methods will be the real champion of the high-throughput IgG glycan analysis in the future because they
allow multiplexing and simultaneous analysis of up to 96 samples by using multi-capillary arrays.191 In cases where information
about the exact structures within a glycan peak is needed, due to incompatibility of non-volatile electrolyte components with MS
detection,192 enzymatic digestion using exoglycosidases with different specificities can be applied for CGE-LIF, with multiple runs
for each sample.193 In addition to exoglycosidase digestion, UHPLC can alternatively be coupled to MS, allowing for glycan peak
structure determination by fragmentation in tandem mode.194

5.4 MS-based methods

Measuring the intensity over the mass-to-charge ratio (m/z), the MS-based methods offer better structural insight and are becoming
a method of choice where more precise structural analysis of IgG glycans is necessary. LC-ESI-MS is routinely used for the analysis of
IgG Fc glycopeptides,78,195 whereas matrix-assisted laser desorption ionization time of flight (MALDI-TOF)-MS is, in addition to Fc
glycopeptides, also used for released IgG glycans.196–199 For the analysis at the glycopeptide level, IgG is enzymatically cleaved by
the trypsin protease, which results in tryptic glycopeptides containing nine amino acids surrounding the conserved Fc
N-glycosylation site.78,195 Prior to the MS analysis, glycopeptides are separated by reverse phase liquid chromatography (RP-LC)
by their peptide content.78,195 Since IgG subclasses differ in two out of nine amino acids within their respective glycopeptides, this
method allows for a subclass specific analyses of Fc glycans.78,195 In this way, within one run, N-glycans belonging to each of the
subclasses can be analyzed separately. The exception to this is IgG3, which shares its tryptic glycopeptide amino acid sequence either
with IgG2 or IgG4, depending on the allotype.78,200 A glycopeptide-based approach has also been employed for the analysis of IgG3
hinge O-glycans.170 Moreover, the amino acid sequence difference between IgG and IgA permitted the simultaneous analysis of the
glycopeptides belonging to the two immunoglobulin classes, reported recently.81 Although not at common in epidemiological
studies, IgG glycopeptide analysis can also be performed by capillary electrophoresis electrospray ionization (CE-ESI)-MS.192,201

Unlike the Fc glycans, the Fab glycans can only be analyzed at the level of released glycans,189 due to the lack of conserved
glycosylation sites in the Fab region.134

The MS instrumentation and analytics are widely considered more complex than those used for UHPLC and CE. As a
consequence, the MS-based methods for IgG glycome analysis usually require a higher level of expertise, particularly when it
comes to structure determination by fragmentation.

5.5 Data interpretation

It is important to note that the abundance of glycans is always expressed as a percentage of particular glycan structures within total
IgG (or Fab or Fc) glycans for released glycans or within total glycans attached to a particular subclass for subclass specific Fc glycans.
The values obtained for each of the subclasses cannot be simply added up to obtain the glycan abundances on the level of total IgG
due to the inherent differences in response factors among the four subclasses. This can (and, indeed, does) complicate the
interpretation of the biological significance of the results and prevent the comparison of e.g. absolute values of glycoforms present
on different IgG subclasses. It is of utmost importance to always keep in mind the methodology used to obtain the results that are
discussed and the limitations thereof.202 Likewise, data obtained through different analytical methodology should only be
compared with great care.

Although it is very tempting to interpret the results of an IgG glycan analysis on the level of single glycoforms, this should be
done with caution. Since the abundances of particular glycans or structural groups of glycans are expressed as a proportion of total
glycans due to normalization by total chromatogram/mass spectrum/electropherogram area or height, a reduced percentage of any
particular structure inevitably results in a raised percentage of other structures and vice versa. Although more demanding and
perhaps less intuitive, IgG glycosylation should, therefore, also be described on the level of the entire glycosylation profile rather
than individual structures alone.
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6 Intricacy of IgG glycosylation regulation

6.1 Extreme complexity of IgG glycome

More than 30 structures are documented among the N-glycans released from polyclonal IgG in the human serum (Table 1).34,137 At
any given timepoint, our IgG N-glycome is a heterogeneous mixture of various glycan structures present at a different percentage.
The majority of these glycans are neutral (a-, mono- and digalactosylated), while about 15–25% are sialylated glycans.17,34,134 Most
of them are attached to the IgG Fc region, with about 15–20% of total N-glycans belonging to the Fab domains.134 The differences in
the composition of Fab and Fc glycans have already been described in Section 4. To add another layer of complexity, the Fc glycans
of different IgG subclasses also vary in their glycopattern,203 for reasons that are still not entirely clear.

6.2 Inter-individual variation of IgG glycome

On the population level, human IgG N-glycome is characterized by great variability in glycan abundances,34,204 with galactosylation
as the most variable of traits.184,204 This is best illustrated by the level of the agalactosylated core-fucosylated N-glycan (FA2 in
Table 1), which can comprise from roughly 6 to 50% of the total IgG N-glycome in healthy individuals.34 In large-scale studies,
inflammatory conditions and aging are typically characterized by a lower level of galactosylation and sialylation and sometimes an
increased level of bisection in the group of diseased/aged compared to the group of healthy/younger people.31,32,205 Differences in
total, Fc, and (to a degree) Fab glycopattern between diseased and healthy population for a vast number of various pathologies have
been extensively studied - reviewed in Refs. 31,134.

6.3 Intra-individual variation of IgG glycome

On an individual level, determining the relative abundance of a-, mono-, digalactosylated, andmono- and di-sialylated structures in
principle allows for the determination of a person’s general IgG glycoprofile type. Although the overall IgG glycoprofile (order of the
most abundant structures) mostly remains stable,34,206 there are physiological and pathological states that influence the abun-
dances of certain structural groups of glycans - reviewed in31 and discussed in detail in Section 8. For instance, galactosylation is
known to change gradually with aging and the development of certain inflammatory conditions but can also shift rather abruptly
following strong immune and physiological triggers, such as cardiac or bariatric surgery and sex hormone interventions.40,43,206 The
fact that the large inter-personal variation might mask the potentially non-healthy intra-personal variation emphasizes the
importance of longitudinal follow-up to translate epidemiological research results into a clinical biomarker or a biomarker of
biological age.

6.4 IgG glycosylation is affected by IgG amino acid sequence

The aforementioned complexity of the IgG glycome plasticity highlights one of the biggest unsolved problems of IgG glycosylation
to date - its regulation. Perhaps the most straightforward reason for the variability of IgG glycome composition states that the IgG
glycoprofile is associated with protein structure and steric balance within the molecule. In accordance with this proposition, IgG
molecules bearing mutated CH2 amino acid residues at positions spatially close to the glycan in secondary or tertiary glycoprotein
structures contain a changed glycosylation profile.207–209 Likewise, IgG glycosylation patterns are reported to differ among
subclasses,203 although it is not at all clear to what degree this is structure- or function- related. The Fab glycoprofile also appears
to be dependent on the positioning and amino acid surrounding of the glycosylation sites acquired through somatic
hypermutation.210–214 Additionally, the differences in N-glycan content between the Fab and Fc regions are presumably connected
with the accessibility of the N-glycosylation sites to the glycosylation machinery of the Golgi compartment, as discussed in
Section 4.

However, although well-founded, and correct to a degree, the structural proposition does not fully account for the occasionally
striking differences of IgG glycan profile within an individual, most notably in case of various diseases, response to therapy, or
lifestyle interventions.40,41,43,215–221 It also does not explain the differences observed in the glycosylation of antigen-specific versus
total IgG in infectious and autoimmune diseases and following vaccination.222–225 In conclusion, although relevant, the amino acid
sequence is surely not the only mechanism regulating the IgG glycome composition and is considered to contribute, at most, only
moderately to the orchestration of the IgG glycan abundances.

6.5 IgG glycosylation is influenced by activity of glycosyltransferases

Another obvious explanation proposes that regulation takes place at the level of enzymatic machinery responsible for IgG glycan
biosynthesis, such as various glycosyltransferases, glycosidases, and the availability of activated nucleotide sugar donors.226 Of
those, the most explored are variations in the IgG glycoprofile in association with the change in the expression or activity level of the
main glycosyltransferases participating in the extension of the glycan core to form complex IgG N-glycans: fucosyltransferase 8
(FUT8, responsible for the addition of core-fucose), N-acetylglucosaminyltransferase 3 (MGAT3, responsible for the addition of
bisecting GlcNAc), b-1,4-galactosyltransferase 1 (B4GALT1, responsible for the addition of galactose), and a-2,6-sialyltransferase 1
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(ST6GAL1, responsible for the addition of sialic acid).227 Indeed, a decreased level of IgG galactosylation was associated with
reduced activity of B4GALT1 in peripheral B cells of RA patients,228–231 as well as in myeloma cells.232 However, other studies found
no difference in the expression of B4GALT1 in RA patients compared to healthy controls.233,234 In a study on postmenopausal
female mice, estrogen-induced increase in IgG Fc sialylation was also accompanied by an increased expression of ST6GALT1 in
splenic plasmablasts,42 thus linking the expression of ST6GALT1 with the sialylation of IgG, as was previously reported in RA
patients.235 The association of ST6GALT1 expression and the level of sialylated antigen-specific IgG was also confirmed in mice
immunized with ovalbumin (a T cell-dependent antigen) under both inflammatory and tolerogenic conditions.236

Although glycosyltransferase activity is undoubtedly of key importance in some instances, the lack of consistency in expression
data indicates that the glycosyltransferase transcriptome of antibody-producing cells generally remains a poor predictor of their IgG
glycome, as is often the case with other proteins.237

Of note, recent evidence suggests that IgG glycans can be modified extracellularly post-secretion by glycosyltransferases present
in the bloodstream, although the degree of this change is still debated.15,16,235,238,239

6.6 IgG glycosylation is influenced by genes

Protein glycosylation is a complex sequential co- and post-translational process that, in contrast to protein synthesis, occurs without
a direct genetic template.240 It is mediated by glycosyltransferases, glycosidases, nucleotide sugar transporters, and other proteins
directly involved in the glycan biosynthesis and attachment to the nascent proteins, but also transcription factors, ion channels,
glycan-binding proteins, enzymes, and other proteins that affect glycosylation indirectly – by influencing cell metabolism,
particularly the activity of endoplasmic reticulum and the Golgi apparatus.14,241 Indeed, as many as 5% of all genes are considered
to code for proteins directly or indirectly involved in protein glycosylation.237,241 Genome-wide association studies (GWAS) have
found that IgG glycosylation is regulated through large genetic networks that are pleiotropic with hematological cancers and
autoimmune and inflammatory diseases.242–244 However, the importance of genetic regulation of IgG glycosylation is best reflected
in the results of heritability studies. They found that the genetic component explains for a significant percentage of variance in IgG
glycan abundance - up to 48% in one, and up to 76% in the other study, depending on the glycan structure.33,34

6.7 IgG glycosylation is influenced by environment

In response to various stimuli, the glycome is in general more dynamic than the transcriptome and the proteome,237 and the IgG
glycome is no exception. Indeed, the IgG glycome is modified in response to sex hormone intervention,40,42 as well as in response to
therapy for infectious, autoimmune diseases and cancer.215,220,221,245–248 In addition, the IgG glycosylation pattern is associated
with environmental factors pertaining to lifestyle, such as smoking, dietary supplements, and exercise.38,39,41,249 It is suggested that
the environmental control of IgG glycosylation processes acts through themodulation of gene expression by epigenetic mechanisms
in B cell and other relevant cell lines.33,249–251

On the level of cellular environment, the IgG glycome is affected by the metabolic and immune context of T- and B-cell
activation and IgG production.235,236,252–259 A difference in antigen nature (polypeptide versus polysaccharide), i.e. the need for
T-cell help in mounting the immune response, and immunization protocols seem to result in a composition of IgG glycoforms
distinctly different from the one of total serum IgG.260,261 Likewise, various metabolites and molecules involved in the immune
activation, such as retinoic acid, CpG oligonucleotide or interleukin-21, stimulate the B-cells to produce differentially glycosylated
IgG in vitro.256

6.8 Integration of all regulatory determinants at the level of IgG glycan biosynthesis

In conclusion, the pattern of IgG glycosylation seems to be regulated on several levels: protein structure stemming from differences
in primary amino acid sequence; intracellular localization and the milieu regulating the enzymatic reactions – such as level of
enzymes and substrates, but also more subtle factors, including, e.g. pH and ionic strength; tissue environment and immune
context – such as inflammatory signals and the mode of immune activation; and “out-of-body” environmental factors – such as
antigen exposure, and medical and lifestyle interventions (Fig. 4). Interestingly, the change in the IgG glycosylation pattern can be
extensive and rapid (e.g. in acute inflammatory diseases and extreme weight loss43,206), but also slow and gradual (e.g. during
aging36).

Different levels of IgG glycosylation regulation are interconnected, and the signals are relayed in both directions: “top-down” –
when the experiences of the whole organism are brought down to cellular level and influence gene expression through epigenetic
and transcription mechanisms; and “bottom-up” –when gene variants influence the glycan biosynthesis machinery. Finally, glycans
likely serve as active modulators of IgG function, affecting the homeostasis or response on the level of tissue or whole organism.
Thus, IgG glycans not only reflect the intricate interplay between genes and environment,250 but probably also play an active role in
homeostasis maintenance and immune responses. The precise mechanistic explanation for most of these processes is still lacking.
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6.9 Open questions

The remaining open questions concerning the regulation of IgG glycosylation are: Is the specific change of IgG glycopattern achieved
through the expansion of B cell clones with the targeted IgG glycoprofile? Or is a specific glycopattern a consequence of the cellular
and tissue environment and not fixed at a cellular level? Is a particular pattern of IgG glycosylation selected for during affinity
maturation? Is it defined (and, if so – how) during the process of clonal expansion of B cells upon immune activation? Does this
putative IgG glycopattern fixation pertain in the long-lived plasma cells, and survive throughout the memory B cell formation and
reactivation upon repeated antigen challenge? How are antigen-specific antibodies directed towards asymmetrical Fab
glycosylation?

Hopefully, coming closer to resolving the daunting complexity of the IgG glycosylation regulation will also shed light on the still
non-resolved question of the possible targeted functionality of the acquired IgG glycopatterns.

7 Glycan composition modulates IgG effector functions

The structural composition of the Fc-bound glycans has an effect on functional properties and activity of IgG due to structural
changes in the regions of the molecule that interact with its receptors and ligands: the CH2 domain and the CH2-CH3 domain
interface (Fig. 1).116,262–265 Even though the IgG glycosylation profile should be observed in its entirety for comprehensive
understanding, here we will first focus on the known effects of the isolated IgG glycosylation traits (fucosylation, bisection,
galactosylation, sialylation) on interactions of IgG and the components of the immune system (Fig. 5). The diseases characterized
by any of the vast arrays of changes in the IgG glycoprofile have been extensively reviewed recently and will not be listed here.31

7.1 Fc fucosylation

Over 90% of all Fc glycans carry a core-fucose attached to the innermost GlcNAc of the glycan core structure.24,134,203 This is in stark
contrast with the majority of other plasma proteins, which are not core-fucosylated.45 The absence of core fucose significantly
increases the affinity of IgG for the FcgRIIIA and FcgRIIIB, enhancing the downstream effector functions, most notably the NK
cell-mediated ADCC, up to 100-fold.263,266,267 Interestingly, the N-glycan bound to the Asn-162 of the receptor itself proved crucial
for the high-avidity interactions between the afucosylated IgG and the FcgRIIIA.268 The enhancement of ADCC for afucosylated

Fig. 4 Complex regulation of immunoglobulin G (IgG) glycosylation. IgG glycosylation is regulated on several interconnected levels, from genetic variants and
immune context to environmental factors.
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antibodies is the most striking effect of glycan structural variation on the IgG function, and it is heavily employed in the production
of mAbs that rely on this mechanism.269

Core-fucosylation seems to be irrelevant for complement activation by binding to C1q.263

7.2 Fc bisecting GlcNAc

Only about 10% of all IgG Fc glycans contain a bisecting GlcNAc.134 The presence of bisecting GlcNAc is sometimes associated with
enhanced binding affinity for FcgRIIIA and B, and consequently, the related downstream effector functions.270–272 However, since
the addition of the bisecting GlcNAc and core fucose have a partially mutually excluding effect on the level of glycan
synthesis,273–275 it is sometimes difficult to distinguish the functional roles of the absence of core fucose from the presence of
bisecting GlcNAc and vice versa.267 A more recent study reported no significant effect of bisecting GlcNAc on binding any of the
FcgRs or C1q.263

7.3 Fc galactosylation

In healthy adults, on average, 35% of IgG Fc glycans are agalactosylated, another 35% carry one, and about 15% two terminal
galactoses.199,203

7.3.1 Type I FcgRs and complement
Terminal galactose residues affect IgG inflammatory potential by modulating binding affinities to downstream effector molecules,
namely complement components and FcgRs. Fc glycans lacking terminal galactoses are proposed to act pro-inflammatory by
activating the complement both through the alternative pathway,276 and through the lectin pathway the following binding to the
mannose-binding lectin (MBL).122,277,278 Likewise, terminal galactosylation was found responsible for the anti-inflammatory
activity of immune complexes through binding to the inhibitory FcgRIIB followed by the inhibition of the C5a-dependent
inflammation.279 On the other hand, Fc galactosylation is known to enhance CDC through the classical pathway of complement
activation by increasing the affinity of IgG for C1q complement component,147,280,281 and to enhance FcyR-mediated processes,
particularly ADCC, by increasing the IgG affinity for FcyRs.263,282–285 Thus, although IgG galactosylation is often considered simply
“anti-inflammatory,” the reality is, as usual, way more complex and context-dependent.

Fig. 5 Differential immunoglobulin G glycosylation modulates its effector functions. Representatives of certain glycan structural groups and their most notable
molecular interactions are depicted. ADCC ¼ antibody-dependent cellular cytotoxicity, CDC ¼ complement-dependent cytotoxicity, FcgR ¼ Fcg receptor,
MBL ¼ mannose-binding lectin.
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7.3.2 FcRn
Although galactosylation had previously been considered irrelevant for the IgG’s affinity for FcRn,149 a more recent study found that
the increased affinity of galactosylated IgG glycans for FcRn resulted in a selective placental transfer of NK cell-activating antibodies
from mother to the fetus, thus arming the neonati to mount a better innate immune response.148

7.3.3 Fc structure
The precise mechanistic explanations for the change of affinities towards the FcRn and FcgRs for differentially galactosylated Fc
glycans are still missing. However, there are reports that terminal galactose of the a1,6 arm additionally anchors that arm to the
polypeptide backbone.286 This would suggest that the variation in the Fc glycan composition influences glycan mobility as a
manner to fine-tune the Fc conformation, which translates into a changed affinity for receptor molecules.133

7.4 Fc sialylation

In healthy adults, on average, 10–15% of IgG Fc glycans are either mono- or disialylated.199,203 Terminal Fc sialic acids are most
often considered in the context of modulation of the IgG inflammatory capacity.287

7.4.1 Fc structure
The effects of Fc sialylation on the Fc domain conformation are, alongside core fucosylation, probably the most explored among all
Fc glycan traits. The Fc domain is found to alternate between the “open” and “closed” conformation, depending on the sialylation
status of the Fc glycan: when terminal sialic acids are absent, the “open” conformation favors binding to the type I FcgRs close to the
hinge-proximal surface of the CH2 domain.133 In contrast, in the presence of a sialylated glycan, the Fc region gains additional
flexibility and adopts the “closed” conformation, which favors binding of type II FcRs at the revealed binding site at the CH2-CH3
domain interface.133,288 Molecular modeling suggests that the adaptation of the closed conformation is a result of the rotation of
the Phe-241 away from the glycan – this allows for greater mobility of the a1,3 glycan arm, which moves out of the internal
cavity.133 Thus, the capacity of the Fc domain to alternate between two conformational states, depending on its sialylation status, is
suggested to serve as a means to switch between two distinct receptor specificities, resulting in opposing immunological outcomes.
However, it is important to say this was not confirmed in a different study.289

7.4.2 Type I FcgRs
Reports on the consequences of Fc sialylation on the binding of type I FcgRs are somewhat ambiguous: the effect seems to be either
non-existent or slightly decreasing the affinity for type I FcgRs binding.263,285,290,291 Studies on the magnitude of the inflammatory
response and FcgRIIIA-mediated ADCC by NK cells consistently report conflicting results.178,209,263,285,290,292,293

7.4.3 Type II FcRs and IVIg mode of action
The preferential binding of the Fc containing sialic acid to the C-type lectin receptors became evident when the importance of the
sialylated Fc fraction for the anti-inflammatory activity of the IVIg preparation was established in a K/BxN serum-transfer mouse
model of RA.178 Mouse in vivo studies on various antibody-dependent autoimmune disease models have confirmed that the
sialylated Fc fraction binds to specific ICAM-3 grabbing non-integrin-related 1 (SIGN–R1), the mouse orthologue of the human
dendritic cell-specific ICAM-3 grabbing non-integrin (DC-SIGN), on the surface of splenic macrophages. Receptor activation
induces IL-33 secretion, which in turn leads to the release of IL-4 by basophils, followed by enhanced FcgRIIB expression on the
effector macrophages.18,178,294–300 However, this finding did not translate to human studies and was even conflicted in other in vitro
and in vivo models297,301–304 pointing to the fact that there is more than one effector mechanism behind the IVIg mode of action,
and its effectiveness is highly dependent on the disease and immune context.

7.4.4 Complement C1q
The reports on the effect of sialylation on C1q binding and CDC induced by the classical pathway are conflicting,263,291 calling for
more research on the topic.

7.5 Fab glycosylation

7.5.1 Antigen binding
Modulation of IgG effector functions in cases where the absence of Fab glycans or their differential composition affect antigen
binding157,211,305–312 is self-evident and thought to arise from the conformational changes in variable domains inferred by glycan
presence or composition. However, the fact that the antibody activity can change in the absence of the Fab glycan without an effect
on antigen binding indicates that other steric effects can be induced by the presence of glycans in the Fab region.313

7.5.2 Immune complex formation
As described in Section 4.7, in cases where the presence of the asymmetrical Fab glycan inhibits antigen binding in only one of the
paratopes, IgGs that are asymmetrically glycosylated in the Fab region are functionally univalent and unable to form large immune
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complexes.169 This modification can be both positive or negative, depending on the biological setting and the original immunogen:
harmful pathogen antigens, non-harmful self-antigens, or allergens. The synthesis of IgG with asymmetrically glycosylated IgG is
suggested to intensify during the TH2-skewed immune response, such as in chronic infections by extracellular microorganisms,
pregnancy and allergies, where they act beneficial to the host by exerting regulatory functions.169

7.5.3 Aggregation and precipitation
The composition of Fab glycans has been reported to modulate the IgG tendency for aggregation and precipitation.314 Interestingly,
this is also shown for IgG cryoglobulins – immunoglobulins that reversibly precipitate at reduced body temperatures and are
associated with various infectious, malignant and autoimmune diseases.315 The presence of sialic acid on cryoglobulins was found
responsible for their unusual solubility at a low temperature.316

7.5.4 IVIg mode of action
As described above, sialic acid residues attached to the Fc glycans were initially the ones considered responsible for the
anti-inflammatory activity of IVIg preparations in autoimmune diseases.178,294 However, a number of studies suggest that it also
depends on its sialylated Fab fraction, at least in part.317–321 Whether the downstream effects occur through the binding of sialylated
Fab glycans by one of the lectins of the immune system, as is the case with sialylated Fc glycans, such as DC-SIGN, DCIR, and
CD22,319–322 or through conformational changes of the IgG induced by the sialylated Fab glycans is a matter of discussion.323

8 Changes in IgG N-glycosylation associated with physiological states

8.1 Aging

8.1.1 IgG galactosylation
The first study that observed an association between the IgG N-glycosylation profile and age was published as early as 1988.23

Parekh et al. observed an association of IgG glycopattern, namely the galactosylation level, with age: the abundance of galactosy-
lated IgG reached a peak at about 25 years of age and then decreased with the advancing age.23 Since then, galactosylation remains
the most explored IgG glycosylation trait in relation to aging, but also in many pathological states as well.31,205 Numerous research
studies conducted in the years following the first paper confirmed the original finding and reported that early adulthood is indeed
characterized by a similar level of digalactosylated and agalactosylated IgG glycans, and an increasing ratio of agalactosylated to
digalactosylated glycans with age.196,324–328 This was found true on the level of released (Fab + Fc) glycans and on the level of
subclass specific Fc glycans (analyzed as Fc glycopeptides),196,324–328 and confirmed by large-scale studies consisting of up to several
thousand subjects across multiple populations.34–36,203,329–331 The reports on the association of the abundance of monogalacto-
sylated IgG glycans with age are inconsistent.205

Presumably due to more stringent ethical constraints, the studies on children were typically performed on smaller popula-
tions.205 When it comes to galactosylation, some (but not all) studies reported a trend opposite to the one observed in adult
populations – namely an increasing abundance of digalactosylated and a decreasing abundance of agalactosylated IgG glycans with
age.23,187,330 Notably, in our study, which comprised by far the largest number of children (over 600), this effect was only observed
on IgG4,332 while other studies reported this for males/females only,326,333 or reported no change in IgG galactosylation level
during childhood and adolescence.328 The inconsistency between pediatric populations likely originates in lower sample sets
(compared to adult populations), study design as well as a physiologically turbulent period observed.205

Since most of the a-, mono- and digalactosylated N-glycans released on the level of total plasma/serum proteome actually come
from IgG,45 total plasma/serum N-glycome can be used as a proxy for evaluation of the neutral portion of the IgG N-glycome.334

8.1.2 Inflammaging
Balancing the pro- and anti-inflammatory responses is crucial for successful aging – a period of life not accounted for by
evolutionary selection mechanisms. During a lifetime, every human being is exposed to a variety of external (bacteria, viruses,
toxins, etc.) and internal (e.g. damaged tissues and cells) stimuli that trigger a response from the built-in defense systems in the form
of inflammation. With aging, prolonged exposure to pathogen-associated molecular patterns (PAMPs) and endogenous danger
associated patterns (DAMPs) causes an imbalance between pro-inflammatory networks designed to fight the recognized danger and
the anti-inflammatory networks designed to keep the homeostasis.335 The long-lasting inflammation, initiated with the intention to
protect the organism during a life-time of antigen load and immune triggering, results in a pro-inflammatory remodeling of the
immune system: a low-grade chronic sterile inflammatory state characteristic for the elderly.336–338

It is proposed that the age-related gradual decrease in the level of galactosylated IgG and the build-up of agalactosylated IgG is
not only one of the hallmarks of this chronic low-grade inflammation but also exacerbates it (Fig. 6).337–339 Thus, in a vicious
self-fueling loop, agalactosylated IgG acts as both (1) a biomarker of aging and (2) an effector of its pro-inflammatory pathological
changes.334,335 Decreased inflammation has indeed been proven a good predictor of healthy aging,340 thus establishing the
association between inflammaging levels and the risk of age-related diseases.336,341
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8.1.3 IgG sialylation
The seminal paper by Parekh et al. found no association of the abundance of sialylated IgG with age in the observed adult
population.23 Later studies on adults found the level of sialylation to decrease with age in specific subsets: a particular glycan trait,
an age group or an IgG subclass.196,325,327 Large-scale studies mostly agree in reporting an age-associated decrease in the abundance
of sialylated IgG glycans, which is probably at least partly connected to the same dynamics observed for the level of galactosylated
IgG glycans.34–36,203,331 When it comes to the abundance dynamics in childhood, the level of Fc sialylation was found to decrease by
the age of 10, after which age the reports are inconsistent.187,328,330,332

8.1.4 IgG bisection
The dynamics of the level of bisected IgG glycans was only looked into about 10 years after the study by Parekh et al.23,326 The level
of IgG glycans containing bisecting GlcNAc was found to increase in association with increasing age, as confirmed by other
smaller196,326,327 and large-scale studies.34,203,330 Studies performed on pediatric populations mostly found that the abundance
of glycans containing bisecting GlcNAc was increasing throughout the young age.205

8.1.5 IgG core fucosylation
The reports on the dynamics of the abundance of core-fucosylated IgG glycans in adult populations are conflicting, ranging from no
change to a mild increase or decrease in abundance.205 The studies on children, however, consistently report a decrease in the
abundance of core fucosylated structures in association with age.187,328,330,332

Indeed, the strong association of IgG glycome composition and age is confirmed by the fact that the abundances of IgG glycans
alone explain up to 65% of the variation in chronological age.35,36

8.2 Sex hormones

8.2.1 Sex
Besides age, sex hormones are likely the second most important physiological factor affecting IgG glycosylation. Many studies
investigating associations of IgG glycosylation and aging (listed above) also observed differences between male and female adults.
They often report higher levels of agalactosylated IgG glycans in males than females until the age of menopause, when the
abundance of galactosylated glycans drops more sharply in females. After menopause, the level of galactosylated IgG is lower in
females than males and decreases gradually at a similar pace in both sexes.36,203,324,326,329,330 The notable drop of the galactosyla-
tion level associated with the period of menopausal transition is accompanied by the drop of sialylated IgG glycans.203,330 The
differences in the IgG glycopattern between the two sexes are much less prominent in the pediatric populations – if at all present,
they are inconsistent and only take place around the onset of puberty.23,187,328,330,332,333

Fig. 6 Dynamics of immunoglobulin G (IgG) glycome composition with age. From young adulthood to old age, the abundances of galactosylated and sialylated
glycans decrease, while the abundance of glycans containing bisecting N-acetylglucosamine increases. The inflammaging hypothesis proposes that this age-related
accumulation of pro-inflammatory IgG glycoforms in turn acts as one of the effector mechanisms of the aging process, enhancing inflammation in a vicious
self-fueling loop. Representatives of certain glycan structural groups are depicted.
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8.2.2 Pregnancy and menstrual cycle
The association of IgG glycosylation pattern and female sex hormones level was also observed during pregnancy, a period
characterized by increased levels of Fc galactosylation and sialylation.195,217,342,343 IgG glycosylation measured at three
time-points during pregnancy (once per trimester) showed an increase of galactosylation, sialylation, and the number of sialic
acids per galactose in the transition between 1st and 2nd trimester when the levels of human chorionic gonadotropin (hCG)
increase most rapidly, while the changes observed in the period post partumwere most significant between 0 and 6 weeks postpartum
when the levels of estrogen and progesterone rapidly decrease.195 Interestingly, increased pregnancy-related galactosylation was
associated with a decrease in disease activity in RA patients, hinting at the functional role of agalactosylated Fc in disease
pathogenesis.217,342,344 The single study looking into the pregnancy-related glycosylation pattern of Fab and Fc fragments separately
reported a similar pattern for Fab and Fc. Namely, in addition to the increased galactosylation and sialylation and decreased
bisection of the Fc portion increased sialylation and decreased bisection was found on the Fab portion, while the galactosylation
level of Fab glycans is probably around the physiological maximum even in non-pregnant females, so it can hardly increase.343 It is
suggested that the observed changes in glycopattern both on Fab and Fc might reflect the pregnancy-induced immune suppression.

Variations of abundances of different IgG glycosylation traits in association with the fluctuating levels of sex hormones are also
observed in the single study looking into the IgG glycopattern dynamics in the menstrual cycle.345

8.2.3 Interventional studies
Although associations of sex hormones and IgG glycosylation were published repeatedly, it was the interventional studies that
proved the causal relationship between the two phenomena: an impressive study utilizing endocrine manipulation in postmeno-
pausal women, premenopausal women, and men revealed estrogen as a modulator of total IgG galactosylation in both sexes,40

while the repeated analyses of the same samples extended to the effect on sialylation.346 Another recent study confirmed that
estrogen supplementation increased IgG sialylation in post-menopausal mice and female RA patients, probably by inducing
ST6GAL1 expression,42 offering a potential mechanistic explanation for the increased risk for RA in post-menopausal women.
Moreover, these very exciting results represent one of the rare examples of successful manipulation of IgG glycosylation profile,
possibly leading the way towards the development of therapeutics that target IgG glycosylation as one of the underlying functional
mechanisms of pathological processes.

9 Changes in IgG N-glycosylation associated with diseases

The first study that looked at the association of a disease with IgG glycosylation changes was published in 1985.22 The authors
reported a higher level of agalactosylated IgG glycans in RA patients compared to healthy controls.22 This finding was later
confirmed by many others,347–352 and to date RA remains the most investigated disease from the aspect of IgG glycosylation
(described in more detail in Section 9.1). Since then, a changed IgG glycoprofile has been associated with a plethora of auto- and
alloimmune, infectious, cardiometabolic, malignant, and other diseases.31

Since the initial study, scientists have been puzzled by the role of these changes, and today there is still no definite answer. The
fact that IgG glycosylation changes can precede the disease by many years, e.g. in RA,225,353,354 suggests that IgG glycans reflect a
predisposition, or, in the case of antigen-specific IgG,225,355 more likely an effector in disease pathogenesis. Multiple glycan traits
associated with a vast array of heterogeneous diseases probably indicate that it is not one but several different pathways that are
interconnected with IgG glycosylation and could be involved in disease occurrence and progression. However, the overall situation
is, as usual, extremely complex and depends on the disease and context, with no general rule that can be applied. It is very likely that,
depending on the disease and IgG subset, IgG glycoprofile different from the one found in healthy population can represent a
predisposition, direct molecular effector, or a non-functional “side-effect” reflecting the immunological context of an individual.

9.1 Autoimmune and alloimmune diseases

Since the seminal paper on RA,22 today we know that the decreased galactosylation of bulk IgG and Fc not only accompany RA, but
they are also associated with the disease progression and activity, as well as with the response to therapy.217,342,344,347–352,356

Moreover, a low level of IgG galactosylation is associated with an increased risk of the future RA diagnosis and adverse disease
outcome in patients with undifferentiated arthritis.353,357 Anti-citrullinated protein antibodies (ACPA), which are involved in RA
development, show a decreased level of galactosylation and sialylation compared to bulk IgG, not only in association with, but also
preceding the clinical onset of the disease.225,344,354,358 Lately, the glycoresearch in RA has focused on the Fab portion of ACPA.
Perhaps the most interesting observation comes from recent studies reporting an increased amount of Fab-linked glycans,359,360

which are highly sialylated.360 This increase is absent from ACPA+ healthy subjects,361,362 implying that ACPA Fab glycosylation
might be the molecular effector leading to the breach of tolerance, possibly by modulation of antigen binding.359

Although the most explored, RA is not the only autoimmune disease with reported changes in IgG N-glycosylation profile.243

Decreased levels of bulk and/or antigen-specific IgG galactosylation and/or sialylation have been associated with a wide range of
other autoimmune conditions, such as systemic lupus erythematosus (SLE), inflammatory bowel disease (IBD), anti-neutrophil
cytoplasmic antibody (ANCA)-associated vasculitis and many others. Changes in these IgG glycosylation traits are also associated
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with disease progression, disease activity, symptom severity, and response to treatment. Moreover, occasionally these changes occur
before the onset of symptoms (extensively reviewed in31).

Two alloimmune diseases, fetal and neonatal alloimmune thrombocytopenia (FNAIT) and hemolytic disease of the fetus and
newborn (HDFN), are characterized by a decreased level of core fucosylation on the Fc of antigen-specific IgG.363–367 Since these are
antibody-mediated diseases, and the level of core fucosylation on the corresponding antigen-specific IgG is associated with disease
severity and risk for serious clinical outcome, IgG glycosylation is, in this case, most likely one of the effector mechanisms that
contribute to disease pathology through FcgRIIIA-mediated ADCC.363–366

There is no single one-size-fits-all explanation for the role of IgG glycans in the auto- and allo-immune diseases. Shared loci
associated with both autoimmune diseases and IgG glycome composition242 and the fact that IgG glycome pattern can change prior
to disease development but independent of time to diagnosis353 imply that the changes observed on bulk IgG likely reflect a disease
predisposition. This is a trait most likely shared between all diseases with an inflammatory component where the pro-inflammatory
glycoprofile of total IgG probably plays a role in modulation of immune activation threshold. In RA, agalactosylated IgG is
additionally suggested to have a higher affinity for rheumatoid factor and is thus responsible for the enhanced formation of
autoantibody aggregates.368 However, changes on antigen-specific IgG, particularly in antibody-dependent auto- and alloimmune
disease, combined with the modulation of downstream effector functions (as is the case in HDFN and FNAIT),363–366 support the
notion about their functional role. Thus, the role of IgG glycans in various auto- and alloimmune diseases varies according to the
particularities of the disease pathology.

9.2 Malignant diseases

The first report on a skewed IgG glycosylation pattern in a malignancy showed a high level of agalactosylated IgG in multiple
myeloma patients, accompanied by decreased activity of B4GALT1 in their bone marrow cells.232 Since then, somewhat conflicting
results have been observed for glycosylation traits of IgG frommyeloma patients.248,369,370 Similarly, there is no general rule for the
change in IgG glycosylation pattern in patients suffering from different cancers, although, in addition to multiple myeloma, quite a
few of them show a decrease in the abundance of galactosylated IgG compared to healthy controls: Ovarian cancer, prostate cancer,
non-small cell lung cancer, gastric cancer, lung cancer, breast cancer and colorectal cancer (reviewed in31).

This decrease of IgG galactosylation has been suggested to be either reflective of the host’s defensive inflammatory response to
cancer,371 acute-phase response pathways that are involved in cancer progression,372 or impaired binding of IgG Fc to C1q
complement component, resulting in reduced CDC and cancer cell escape.373

Several types of malignant diseases (e.g. B cell malignancies) show an enhanced N-glycosylation in the Fab region, often
characterized by high-mannose structures.156,374–377 The newly acquired glycans are suggested to contribute to disease pathogenesis
by enhancing tumor cell persistence and expansion, possibly by binding to lectins on the surface of innate immune cell types, such
as dendritic cells and macrophages, and thus liberating tumor cells from dependence on antigen binding.375,378

9.3 Infectious diseases

The majority of infectious diseases that have been studied from the aspect of total IgG glycosylation report a lower level of
galactosylation (and, in some cases, sialylation) in diseased compared to healthy subjects, as evidenced by the IgG glycopattern in
patients suffering from tuberculosis,246,379–381 HIV infection,382,383 hepatitis B and C245,384 and others – reviewed in Ref. 31.
Moreover, in hepatitis B the abundance of galactosylated IgG was associated with disease severity and reported to revert to the initial
levels in response to therapy.245 The latter is also true for tuberculosis.246 Very timely, recent studies on COVID-19 report that
patients suffering from a severe form of diseases have lower IgG galactosylation and sialylation levels (as well as lower bisection
levels) compared to patients suffering from a mild form of the disease.223,385 The glycosylation pattern of total IgG in these cases is
most likely associated with a general pro-inflammatory status upon infection.

In contrast to auto- and allo-immune diseases, in infectious diseases, antigen-specific IgG plays the role it was intended for by the
forces of evolution – protection against pathogenic antigens. Contrary to the bulk IgG, changes in its glycosylation pattern are
probably associated with the IgG functionality. For instance, increased binding of afucosylated dengue virus-specific IgG to the
FcgRIIIA is considered responsible, through platelet depletion, for the antibody-dependent enhancement - a mechanism at the core
of severe dengue hemorrhagic fever and dengue shock syndrome occurring upon secondary dengue infection.224 Similarly,
antibodies targeted against SARS-CoV-2 exhibit a higher level of core-fucosylation in critically ill patients compared to patients
who clear the infection unaided.223,386 Moreover, afucosylated anti-Spike antibodies are proposed to mediate increased
pro-inflammatory cytokine production by primary monocytes and in vitro generated lung macrophages, resulting in a disruption
of pulmonary endothelial barrier, and microvascular thrombosis – hallmarks of the severe COVID-19.386,387 Interestingly,
spontaneous HIV controllers exhibit, in addition to a general increase of agalactosylated bulk IgG, a more profoundly skewed
gp120-specific IgG glycoprofile.382 This profile is characterized as highly pro-inflammatory (with decreased abundances of
core-fucosylated, galactosylated, and sialylated glycan species), pointing at a two-level regulation of IgG glycosylation in infectious
diseases: general inflammatory cues for bulk IgG, and effector function-associated fine-tuning for antigen-specific IgG.382 This
emphasizes the fact that IgG glycan composition should be interpreted in the context of the disease-characteristic pathological
mechanisms. Moreover, the distinct glycoprofile of IgG specific for the influenza envelope (characterized by increased galactosyla-
tion and sialylation) and the lack of correlation between glycoprofiles of IgG directed against different antigens from the same
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individuals suggests the skewing of IgG glycopattern is disease-specific, and independent of the host genetic or immunological
background.388

9.4 Cardiometabolic diseases

Cardiometabolic diseases, such as cardiovascular diseases (CVD), diabetes, and chronic kidney disease (CKD) are complex traits,
their etiology based on interactions of multiple environmental and genetic factors.389 Since they are also low-grade inflammatory
disorders, it comes as no surprise that diseased and prediseased states, as well as disease risk factors, are associated with a changed
IgG glycoprofile compared to a healthy population.31

Hypertension, a well-established risk factor for the development of CVD, is associated with decreased IgG galactosylation,
sialylation and bisection accompanied with increased core-fucosylation.390,391 Moreover, a study on over to 4700 subjects from two
independent cohorts reported an association of decreased IgG galactosylation and sialylation with the 10-year cardiovascular
disease risk score.27 Very exciting discovery originated from a mouse study investigating the link between obesity and the
development of hypertension.38 IgG from mice in which obesity was induced by a high-fat diet (HFD) was hyposialylated
compared to control mice, and caused a rise in blood pressure when transferred to IgG-deficient mice, thus demonstrating the
functional role of IgG in the development of hypertension.38 Furthermore, in HFD-fed mice supplemented with a sialic acid
precursor, N-acetyl-D-mannosamine (ManNAc), IgG sialylation was restored and protected the mice from the obesity-induced
hypertension development.38

A study conducted on more than 5000 subjects found that type 2 diabetes was associated with a decrease in IgG galactosylation
and sialylation and an increase in the level of bisected IgG glycoforms.26 The same IgG glycosylation pattern was associated with
chronic kidney disease, a common, age-related complication of hypertension and diabetes.392 In a recent study, the IgG galactosyla-
tion level was inversely associated with kidney failure, as measured by a decrease of estimated glomerular filtration rate (eGFR),
during a 7-year follow-up.25

Unlike for hypertension, currently there are no studies confirming a functional role of the skewed IgG glycoprofile in diabetes
and chronic kidney disease, so it is considered to reflect the overall inflammatory state characteristic for these diseases.

10 IgG as a biomarker of biological age

Aging is a natural process of micro- and macromolecular damage accumulation that affects individual phenotype and significantly
impacts the fitness of the organism.

10.1 Biological age

It is well established that different people age at a different pace, which is often not in accordance with their chronological age.
In contrast to chronological age, which is based exclusively on the amount of time that has elapsed since birth, biological age refers
to health and functionality.393 Biological aging is the process of sequential error accumulation and deterioration that occurs as a
combination of genetic background, environmental stressors, and the passage of time. Throughout the years, many different aspects
of biological aging have been investigated, including gene polymorphism, DNA methylation, telomere length, gene expression,
metabolic health, oxidative stress, and IgG glycosylation.394–396

10.2 Biological age predictors

In the context of modern civilization where life expectancy is in many countries extended to 70+ years,397 there is a rising interest for
prolonging youth, retaining health, and increasing the quality of life, which includes preventing diseases or managing their severity.
To achieve these goals, reliable predictors or markers of biological age are a necessity.

Although an intuitive explanation would claim a marker of biological age should enable the identification of individuals at risk
of age-related conditions, disease, and death, there are multiple requirements that a successful biomarker of biological aging must
satisfy. It is suggested that biomarkers of biological age should: (1) predict the rate of aging, i.e. denote where the person is in their
total lifespan, better than chronological age, (2) predict the years of remaining good function, and the trajectory toward
organ-specific illness in the individual, (3) be based on the processes that underlie aging, not its effects, (4) link the difference
from chronological age to the existing markers of (un)healthy lifestyle, (5) be responsive to interventions that act beneficially on the
biology of aging, (6) be minimally invasive in order to be repeatable without harming, (7) be accessible to masses, and (8) work in
laboratory animals to enable extensive testing before validation in humans.36,398–400 Historically, the two most-explored bio-
markers of aging are telomere length and DNA methylation, covered in over 1000 and 100 studies published on the topic,
respectively.396
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10.3 Telomere length

Telomeres, first identified in the 1930s (before the establishment of the DNA double helix!)401,402 are highly conserved regions of
repetitive nucleotide sequences that protectively cap the end of all chromosomes and shorten at every cell division, thus
contributing to cellular senescence. After the initial observation 30-odd years later that the ends of chromosomes cannot be
replicated,403,404 the limitation of the replicative potential of most of our cells by telomeres is nowadays a well-established fact.405

A large body of literature showed an association of telomere length with aging.396,406 Especially in leukocytes, telomere
shortening was associated with mortality, aging, and age-related diseases, such as cardiovascular diseases.406–411 Moreover, gene
therapy aiming at enhancing telomere length was shown to prolong the lifespan, health, and fitness in mice.412 Increased telomere
length, on the other hand, has been repeatedly associated with the risk for various types of cancer.413 Indeed, a large meta-analysis
comprising studies performed on more than a total of 1.5 million participants and covering more than 35 cancers and
48 non-neoplastic diseases, reported that long telomeres reduce the risk for some non-neoplastic diseases (including CVD), but
they increase the risk for several cancers.414 The rate of telomere shortening is suggested to be increased by a span of environmental
and lifestyle factors, such as smoking, unhealthy diet, stress, lack of exercise and socio-economic status,413,415,416 although this
remains controversial.417

However, telomere length seems to fare poorly as a biomarker of age-induced physical decline, as measured by walking and
chair-rise speed, standing balance time, and grip strength.418 Interestingly, a study on over 1500 subjects found that the level of
inflammation and not telomere length is a predictor of successful aging,340 thus pointing to the importance of being associated with
the inflammatory process for a good biomarker of biological age.

In conclusion, although telomere length is implicated in cellular aging and human diseases of premature aging, the evidence
suggesting telomere length is a biomarker of aging in humans is inconclusive.419

10.4 Epigenetic age

The association of DNA methylation, the addition of a methyl group to a cytosine nucleotide in a cytosine-phosphate-guanosine
dinucleotide (CpG), with age was originally proposed more than 50 years ago.420 By now, this association is well established,421–423

and exploited in different “epigenetic clocks,” which linearly combine CpG methylation beta values to predict the “epigenetic
age.”424,425 The first and the best known epigenetic clocks are the Horvath clock and the Hannum clock, which take into account the
methylation status of 353 and 71 various CpG sites, respectively.426,427 High epigenetic age presumably indicates poorer health. It is
reported to associate with decreased physical and cognitive fitness, increased mortality risk, and many age-related and age-non
related morbidities, such as Parkinson’s and Alzheimer’s disease, obesity, Down’s syndrome, but also infectious diseases, such as
HIV infection.428–437 Indeed, a recent study on more than 9500 individuals confirmed that several different epigenetic clocks could
predict the prevalence and incidence of leading causes of death and diseases.424 Moreover, epigenetic changes appear to be
reversible, which means that epigenetic clocks might be useful for validation of anti-aging interventions.425

However, there are several major drawbacks for using epigenetic clocks as biological age estimators: they correlate (too) highly
with the chronological age,426,427,438,439 likely only measure a phenomenon with no causal effect in the aging process,440 and
increase at a slower rate than chronological age, especially in the senior population.441

10.5 Glycan age

The association of IgG glycome composition with chronological age has been amply described in Section 8. However, this
association is weaker than the one of DNA methylation with chronological age. IgG glycome alone allows for a prediction of
chronological age with an estimated error of 9.7 years.36 The difference between the estimate and the actual chronological age is
suggested to relate to biological age - after the correction for chronological age, IgG glycome associates with many biochemical and
physiological traits related to inflammation and poor metabolic health, including: serum glucose and insulin levels, hemoglobin
A1c, triglycerides, total cholesterol, low-density lipoprotein, high-density lipoprotein, waist circumference, body-mass index,
fibrinogen, d-dimer, uric acid, creatinine, alanine aminotransferase, aspartate aminotransferase, C reactive protein, waist-to-height
ratio, etc.31,36,331,442 Additionally, a study on 27 populations sampled worldwide found that Fc IgG galactosylation, especially
monogalactosylation, positively correlated with the expected lifespan.24

The capacity of IgG glycome for immune response modulation and its plasticity in response to various environmental stimuli
makes it an obvious candidate for a marker of biological age. Its unique feature of combining genetic background with conse-
quences of environmental effects and the immunological aspect of aging makes the IgG N-glycome a potential “Holy Grail” for
biological aging.250,443 This is supported by the fact that many autoimmune, inflammatory, and other diseases and aging share a
common IgG glycosylation pattern: a decreased level of terminally galactosylated and terminally sialylated glycoforms, and an
increased level of glycoforms with bisecting GlcNAc,32 thus positioning IgG glycoprofile as a read-out of a general state of health, i.e.
a biomarker of general immune activation.37

Excitingly for the prospect of improving one’s biological age, the IgG glycomic profile seems to be responsive to certain lifestyle
changes. A longitudinal study on exercise-induced weight loss found that energy deprivation achieved by dietary restriction in
combination with prolonged intense exercise resulted in a general suppression of both innate and adaptive immunity, accompanied
by a pro-inflammatory IgG glycoprofile.41 In contrast, various other interventions described in longitudinal studies, such as
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repeated sprint training, the introduction of dietary supplements, estrogen supplementation, and extensive weight loss after
bariatric surgery were confirmed to change the subjects’ IgG glycosylation pattern from pro- towards anti-inflammatory, i.e. improve
the “glycan age.”38–40,43,346

10.6 Composite biomarkers of biological age

Given the daunting complexity of the aging and age-related pathological processes, as well as the system specificity within the
human organism, it seems highly unlikely that any single read-out will ever be able to represent the whole span of events involved in
biological aging. Research is now, therefore, very much focused towards the integration of multiple -omics data for the identification
of composite panels of biological age biomarkers, which will integrate diverse measures of selected biological properties.444 In
parallel, diverse interventions aimed at prolonging the lifespan and improving quality of life are proposed and tested.

11 Future of IgG glycosylation

What does the future of IgG glycosylation hold? (How) will it be harnessed and exploited for our benefit? In this section we offer
some of the still open scientific questions and areas worth of research, some of them already under way.

11.1 Methodology

An immense amount of effort has already been invested in the advancement of analytical methods aimed at IgG glycome analysis,
particularly in the last decade. This includes decreasing the limit of detection, better glycoform separation, more precise structural
analysis, high throughput, and analysis of non-standard biological samples, such as cerebrospinal and synovial fluid, method
validation, standardization, comparison, and automatization.34,81,170,183,186,188,199,202,203,225,359,445–457 Since scientific discoveries
in this field are still highly dependent on the performance of analytical tools, method improvement is always welcome; particularly
if it permits IgG glycan analysis to become rapid, affordable enough for biomarker discovery or routine clinical use and allows the
analysis to be performed after a simpler and less invasive sample collection, such as dried blood spots and saliva.82,458 To support
the acquisition and automated analysis of such a vast quantity of data, advanced bioinformatics tools are already being built,459–461

and are expected to advance in order to enable the seamless integration of the IgG glycomics data with the other -omics layers of the
collected metadata.

11.2 Animal models

Mouse is routinely used as a model organism for research of human biological processes. It is particularly suitable for intervention
studies aimed at establishing the causality that are not feasible on human subjects due to ethical constraints. IgG glycosylation is no
exception. Despite some dissimilarities (different sequence and functionality of IgG subclasses and FcgRs, the presence of galactose-
a-1,3-galactose epitope and N-glycolylneuraminic acid instead of N-acetylneuraminic acid), mice share many IgG-related features
with humans, making them a good experimental model for examining IgG glycosylation.462,463 Research on mouse IgG glycosyl-
ation has intensified in the last couple of years,15,38,42,259,279,462–466 but it needs to be explored in further detail, allowing us to
become aware of the exact limitations of particular models. Some of the outstanding questions in this regard are: Does mouse IgG
glycosylation follow the same dynamics patterns as human IgG in aging and various diseases? Which strains are optimal for
different types and topics of study?463,466 Prerequisites for answering these questions are method optimization for mouse IgG
glycosylation analysis467,468 and close examination of particularities of mouse IgG glycosylation – such as the existence of
polymorphic variants next to the conserved N-glycosylation site in IgG1 that seem to influence the IgG glycoprofile.208

Compared to mice, very little is known of IgG glycosylation in non-human primates.469 Since they are often used in preclinical
studies during vaccine and mAbs development, this important aspect of their immune response should not be neglected and more
research in this area is required.

11.3 Regulation and functionality

The necessity to solve the open question of IgG glycome composition regulation has already been extensively addressed in Section 6.
Answering it could to enable us to both regulate IgG glycosylation to our advantage, and identify and explain the molecular
pathology of diseases in which IgG glycans play a functional role.

11.4 Personalized medicine - Disease prediction and diagnosis, patient stratification, monitoring of disease
progression and response to therapy

As already explained in Section 10, the IgG glycosylation pattern can be associated with unhealthy aging, an increased risk of disease
development, or pre-symptomatic disease development. The role of IgG glycosylation analysis in this set-up would be to serve as a
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signal for the necessity of a lifestyle change or other type of intervention, ideally resulting in healthier aging, disease prevention, and
early detection.470,471

In pathological settings, such as RA, Crohn’s disease, tuberculosis, and several types of cancer, in which IgG glycome compo-
sition has been shown to associate not only with the diseased state in general but also with symptom severity, disease progression, as
well as with the response to therapy, IgG glycome evaluation is suggested as a useful add-on tool for monitoring disease progression
and therapy response.215,219,220,246,348,350,358,472–475

Additionally, looking into IgG glycosylation in concert with other clinical data might also shed light on underlying pathological
mechanisms of the disease and therapy mode of action on a molecular level.

Perhaps the most exciting prospect of personalized medicine proposes that patient stratification should allow for better
differential diagnosis and, consequently, therapy selection. Indeed, a higher level of IgG sialylation predicted therapy response in
Kawasaki disease,476 while a higher level of IgG galactosylation predicted response to anti-tumor necrosis factor (TNF) therapy in RA
and Crohn’s disease.472 Likewise, high Fc galactosylation is associated with response to methotrexate therapy in RA.477 In another
study, however, serum N-galactosylation (mostly reflecting IgG galactosylation) failed to predict the response of RA patients to
therapy with methotrexate and TNF blockade.478 IgG core fucosylation has been proposed as a potential marker for improved
patient stratification, aimed at the identification of patients at risk for a serious disease phenotype in alloimmune conditions FNAIT
and HDFN.363–366 These studies offer a glimpse of hope that chronic patients might benefit from the developments in the IgG
glycoscience, but there is still a long road ahead before any of these basic discoveries are validated and potentially translated to the
clinic. To our knowledge, the only currently available glycosylation-based test is aimed at the stratification of patients according to a
range of hepatic categories (ranging from liver inflammation, through early and late fibrosis to early cirrhosis and prediction of
hepatocellular carcinoma development) based on total serum N-glycans,479–482 some of which stem mainly from IgG.45

In summary, although there is clearly a potential in using IgG glycosylation analysis to achieve each of the multiple goals of
personalized medicine, the data currently at hand is partly inconclusive. Therefore, this concept remains to be thoroughly
investigated and validated before a possible translation to the clinic.

11.5 Glycoengineering of therapeutic monoclonal antibodies

Tailoring the glycosylation of mAbs to achieve the desired functions is probably the most prominent application of IgG glycosyl-
ation, well-known even outside the glycoscientific community. This is also reflected in the fact that glycosylation is one of Critical
Quality Attributes for the produced mAbs.

In cases where the mAb mode of action relies on one of the mechanisms modulated by IgG glycosylation, such as ADCC, ADCP,
and CDC, minute changes in Fc glycan composition can have immense consequences on clinical efficacy.483 The most prominent
example is the enhanced cytotoxicity of anti-tumor mAbs achieved through elevated binding to FcgRIIIA, which arises from a lack of
core fucose. One of the examples of such successful glycoengineering is the improvement of effector functions of rituximab, an
anti-CD20 mAb approved for the treatment of B-cell malignancies, by increasing the abundance of afucosylated glycoforms.484–488

Indeed, today mAb glycoengineering is mostly used for the production of marketed afucosylated antibody glycoforms. Since
microbial expression systems are incapable of appropriate N-glycosylation, mammalian - and in particular Chinese hamster ovary
(CHO) - cells are used for the production of a vast majority of therapeutic mAbs.145,489 Therefore, the mAb glycoengineering often
focuses on the manipulation of the host synthetic pathways to achieve the desired, nearly homogenous glycoform.142 A prominent
example of such approach is knocking down or knocking out the FUT8 gene,490,491 although other approaches are also in use,
including in vitro chemo-enzymatic remodeling.489 The vast expanse of this topic is out of the scope of this chapter and has been
extensively reviewed elsewhere.21,489,492–494

11.6 Tailoring IVIg glycosylation

The finding from animal autoimmune models that the anti-inflammatory therapeutic effect of IVIg administered at high (g/kg)
doses might be predominantly mediated via its sialylated Fc glycans178 implies that the sialylated IVIg fraction might prove more
efficient in the alleviation of autoimmune conditions. However, contrary to expectations, SNA lectin fractionation of IVIg did not
prove successful in a model for immune thrombocytopenia, perhaps due to the fact that only Fab and not Fc sialylated IgG was
enriched by this protocol.301 A different approach, aiming at the hypersialylation of IVIg, while avoiding other unwanted
alterations, proved more successful. Tetra-Fc-sialylated enzymatically modified IVIg showed 10-fold higher anti-inflammatory
activity across four different animal models: immune thrombocytopenia purpura, inflammatory arthritis induced by serum transfer
or anti-collagen antibodies, and epidermolysis bullosa acquisita.296 The clinical evaluation of this drug candidate for the treatment
of immune thrombocytopenia purpura is under way.495 Alternative chemoenzymatic platforms for the production of hypersialy-
lated IVIg are being tested as well.496

Besides mAbs and IVIg, many IgG-based biopharmaceuticals would probably profit from glycosylation optimization, including
Fc fusion proteins and polyclonal IgG preparations for prophylaxis and passive immunotherapy (HIV, rabies, anti-rhesus).494,497,498
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11.7 Therapeutic administration of enzymes modulating endogenous IgG glycosylation

Perhaps currently still the most far-fetched of all mentioned here, this concept proposes that in vivo administration of enzymes for
IgG glycan modification or targeted removal could be used in therapeutic purposes. The idea is based on disease abrogation
following Fc deglycosylation by Endo S in a variety of preclinical autoimmune models, including RA, SLE, skin-blistering diseases,
and immune thrombocytopenic purpura (ITP).19,143,499,500

Likewise, following the discovery that the sialylated IVIg fraction was responsible for the anti-inflammatory activity of IVIg
administered at high (g/kg) doses,178 it was proposed that elevating the fraction of sialylated bulk serum IgG antibodies to a certain
critical level might be sufficient to attenuate inflammatory autoimmune conditions. Indeed, in vivo engineered sialylation of
pathogenic autoantibodies was found effective at attenuating autoimmune inflammation similarly to IVIg administered at a high
doses.501

Due to possible unforeseen consequences, however, in vivo administration of enzymes aimed at IgG glycan modification should
be examined extremely carefully before possible application in human patients.

11.8 Optimization of vaccination protocols aiming at elicitation of targeted IgG glycoforms

Studies showing that antigen-specific IgG elicited in the context of natural immunization (HIV, hepatitis B and C virus, dengue
virus, cytomegalovirus, mumps, SARS-CoV-2), inflammatory diseases (granulomatosis with polyangiitis), allo- and autoimmune
pathology, (FNAIT, HDFN and RA, SLE, anti-neutrophil cytoplasmic antibody-associated vasculitis, autoimmune hemolytic
anemia, respectively) immunization by vaccination (tetanus, influenza, mumps, measles, parvovirus, HIV, pneumococcal and
meningococcal vaccine), allergen-specific immunotherapy and cancer (ovarian cancer) can have a different glycosylation pattern
from the bulk IgG,222–225,236,354,358,363–367,382,384,388,464,502–512 point to the precise regulation of IgG glycosylation. Together with
the confirmed capacity of differential glycosylation to modulate the downstream IgG effector functions, this notion implies that the
elicitation of particular glycoforms might be a beneficial and therefore desired effect of vaccination.

This was confirmed by a clinical study in which healthy volunteers received a trivalent inactivated influenza vaccine. The
abundance of Fc-sialylated anti-hemagglutinin IgG predicted the vaccine efficacy, as measured by hemagglutination inhibition
titer.513 A similar approach might prove useful for the optimization of allergen-specific immunotherapeutic preparations for the
treatment of allergic diseases.236,464

Regarding the possible use of targeted IgG glycosylation for vaccination purposes, several questions remain, coming back to IgG
glycosylation regulation: If a targeted IgG glycopattern can be established, how long post-vaccination will it persist? Will the
vaccination-induced long-living plasma cells keep the same IgG glycoprofile or will it be modified by a changed immune context at
a later point in time? Will the antigen-specific memory B cells recruited following the secondary exposure secrete IgG with the same
glycosylation pattern that was established during the initial exposure? Time and research will tell.

11.9 The future

Taking into consideration the marked shift in the field of IgG glycosylation research towards biomarker discovery and mechanistic
involvement of IgG in immune processes, which has happened in the last several years,13 we can be hopeful that at least some of the
open questions will be addressed in the near future. This would allow the knowledge on IgG glycosylation to be of use in a range of
biomedical applications, from immunotherapy and vaccination to healthy aging and disease prevention. However, since IgG
glycosylation is involved in a plethora of different pathways (the details of them often remaining unexplored for most of the
conditions), we need to be extremely mindful of potential unwanted consequences. Affecting the IgG glycosylation in a narrow
niche (e.g. by optimizing the IgG glycosylation pattern of antigen-specific IgG elicited by vaccination) might be relatively easy to
achieve and follow up. By contrast, affecting the glycopattern of the whole serum IgG might bear extensive and unforeseeable
consequences on the whole immune ecosystem of an individual.

12 Conclusions

At first sight, compared to some other proteins, IgG glycosylation should be rather simple and predictable. There is but one
conserved N-glycosylation site in the Fc region of each of IgG heavy chains, and only a minority of the Fab regions are glycosylated
due to the acquisition of new glycosylation sites during somatic hypermutation. The number of antennas never seems to exceed two
in both of these regions, thus further limiting structural diversity.

However, having considered all written above, it is now clear IgG glycosylation is all but “simple.” This is the case when it comes
to IgG glycoforms structural heterogeneity, but even more so when it comes to functional implications of differential IgG
glycosylation. Many of the questions mentioned in the introduction remain open, but some ideas are taking shape and have
become accepted, albeit to different degrees:

The IgG glycoform pool is very large within each individual. Polypeptide sequence differences aside, this pool likely consists of
more than a thousand different IgG glycovariants, the number reflecting 30-odd distinct N-glycan structures, asymmetrical N-glycan
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pairing in the Fc region, non-conserved glycosylation sites in the Fab region, asymmetrical Fab glycosylation and Fc O-glycosylation
of IgG3.

There is a large variability in IgG glycome composition within human populations, with galactosylation being the most
variable trait.

Minute differences in IgG glycan composition (differential glycosylation) influence the interactions of both Fab and Fc region
with its natural ligands, thus affecting their downstream functions. In general, agalactosylated, asialylated, and bisected IgG
molecules are considered “pro-inflammatory.” By contrast, galactosylated and sialylated IgG molecules are often described as
“anti-inflammatory.” Afucosylated IgG has a much higher capacity to induce ADCC via FcgRIIIA binding.

Regulation of IgG glycosylation is very complex and still vastly underexplored. It is known, however, that it is under significant
influence of both genetic make-up and environmental factors, among others. The question remains how much of any given IgG
glycopattern is just a consequence of the general inflammatory status and how much is purposefully directed for the modulation of
effector functions.

The inflammaging theory proposes that the gradual accumulation of pro-inflammatory IgG glycoforms, in turn, serves as one of
the effector mechanisms of aging, enhancing inflammation in a vicious self-fuelling loop.

Many inflammatory, autoimmune and neoplastic diseases share the glycosylation profile of bulk (total serum) IgG characteristic
for aging (decreased level of galactosylated and sialylated structures, increased level of structures with bisecting GlcNAc), likely due
to common underlying inflammatory component of disease pathology. In this case, this specific IgG glycopattern could reflect a
predisposition towards disease development, or even be involved as an effector of the inflammation. On the other hand, it might
reflect environmental exposure, such as antigen load or unhealthy lifestyle. This makes the IgG glycoprofile read-out one of
biomarkers of biological age, i.e. a general state of health.

In the case of a distinct glycopattern of antigen-specific compared to bulk IgG, it seems more likely that IgG glycans are directly
involved in disease pathogenesis and progression through specialized effects highly dependent on the disease/condition.

First intervention studies influencing the IgG glycome offer a hope that in the future, we might have a chance to prevent or revert
the age- and/or disease-associated phenotype by influencing our IgG glycosylation pattern.

IgG glycosylation will hopefully play a more prominent role in the area of personalized medicine, aiming at improved disease
prediction and diagnosis, patient stratification, monitoring of disease progression, and response to therapy.

Tailoring IgG glycan composition to better suit the intended function is a means to optimize all IgG-based therapeutics applied
to humans, as is currently the case for monoclonal antibodies.

Whether the more far-fetched prospects, such as optimization of vaccination protocols for targeted glycosylation of
anti-pathogen IgG and enzymatic in vivo modulation of endogenous pathological IgG glycosylation, will prove successful and
safe enough to warrant the use in humans remains to be seen.
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141. Sondermann, P.; Huber, R.; Oosthulzen, V.; Jacob, U. The 3.2-Å Crystal Structure of the Human IgG1 Fc Fragment-FcgRIII Complex. Nature 2000, 406, 267–273.
142. Kao, D.; et al. A Monosaccharide Residue Is Sufficient to Maintain Mouse and Human IgG Subclass Activity and Directs IgG Effector Functions to Cellular Fc Receptors. Cell Rep.

2015, 13, 2376–2385.
143. Collin, M.; Shannon, O.; Björck, L. IgG Glycan Hydrolysis by a Bacterial Enzyme as a Therapy Against Autoimmune Conditions. Proc. Natl. Acad. Sci. U. S. A. 2008, 105,

4265–4270.
144. Collin, M.; et al. EndoS and SpeB From Streptococcus pyogenes Inhibit Immunoglobulin-Mediated Opsonophagocytosis. Infect. Immun. 2002, 70, 6646–6651.
145. Subedi, G. P.; Barb, A. W. The Structural Role of Antibody N-Glycosylation in Receptor Interactions. Structure 2015, 23, 1573–1583.
146. Okbazghi, S. Z.; et al. Production, Characterization, and Biological Evaluation of Well-Defined IgG1 Fc Glycoforms as a Model System for Biosimilarity Analysis. J. Pharm. Sci.

2016. https://doi.org/10.1016/j.xphs.2015.11.003.
147. Peschke, B.; Keller, C. W.; Weber, P.; Quast, I.; Lunemann, J. D. Fc-Galactosylation of Human Immunoglobulin Gamma Isotypes Improves C1q Binding and Enhances

Complement-Dependent Cytotoxicity. Front. Immunol. 2017, 8, 646.
148. Jennewein, M. F.; et al. Fc Glycan-Mediated Regulation of Placental Antibody Transfer. Cell 2019, 178, 202–215.e14.
149. Goetze, A. M.; et al. High-Mannose Glycans on the Fc Region of Therapeutic IgG Antibodies Increase Serum Clearance in Humans. Glycobiology 2011. https://doi.org/10.1093/

glycob/cwr027.
150. Roopenian, D. C.; Akilesh, S. FcRn: The Neonatal Fc Receptor Comes of Age. Nat. Rev. Immunol. 2007. https://doi.org/10.1038/nri2155.
151. Mimura, Y.; et al. The Influence of Glycosylation on the Thermal Stability and Effector Function Expression of Human IgG1-Fc: Properties of a Series of Truncated Glycoforms.

Mol. Immunol. 2000, 37, 697–706.
152. Masuda, K.; et al. Pairing of Oligosaccharides in the Fc Region of Immunoglobulin G. FEBS Lett. 2000, 473, 349–357.
153. Ha, S.; et al. Isolation and Characterization of IgG1 With Asymmetrical Fc Glycosylation. Glycobiology 2011. https://doi.org/10.1093/glycob/cwr047.
154. Rustandi, R. R.; Washabaugh, M. W.; Wang, Y. Applications of CE SDS Gel in Development of Biopharmaceutical Antibody-Based Products. Electrophoresis 2008. https://doi.

org/10.1002/elps.200700958.
155. Gala, F. A.; Morrison, S. L. V Region Carbohydrate and Antibody Expression. J. Immunol. 2004. https://doi.org/10.4049/jimmunol.172.9.5489.
156. Radcliffe, C. M.; et al. Human Follicular Lymphoma Cells Contain Oligomannose Glycans in the Antigen-Binding Site of the B-Cell Receptor. J. Biol. Chem. 2007. https://doi.org/

10.1074/jbc.M602690200.
157. Wright, A.; Tao, M. H.; Kabat, E. A.; Morrison, S. L. Antibody Variable Region Glycosylation: Position Effects on Antigen Binding and Carbohydrate Structure. EMBO J. 1991, 10,

2717–2723.
158. Dalziel, M.; McFarlane, I.; Axford, J. S. Lectin Analysis of Human Immunoglobulin G N-Glycan Sialylation. Glycoconj. J. 1999, 16, 801–807.
159. Van Bueren, J. J. L.; et al. Anti-Galactose-Î "-1,3-Galactose IgE From Allergic Patients Does Not Bind a-Galactosylated Glycans On Intact Therapeutic Antibody Fc Domains.

Nat. Biotechnol. 2011. https://doi.org/10.1038/nbt.1912.
160. van de Bovenkamp, F. S.; et al. Variable Domain N-Linked Glycans Acquired During Antigen-Specific Immune Responses Can Contribute to Immunoglobulin G Antibody Stability.

Front. Immunol. 2018, 9, 740.
161. Wu, S. J.; et al. Structure-Based Engineering of a Monoclonal Antibody for Improved Solubility. Protein Eng. Des. Sel. 2010. https://doi.org/10.1093/protein/gzq037.
162. Higel, F.; Seidl, A.; Sörgel, F.; Friess, W. N-Glycosylation Heterogeneity and the Influence on Structure, Function and Pharmacokinetics of Monoclonal Antibodies and Fc Fusion

Proteins. Eur. J. Pharm. Biopharm. 2016. https://doi.org/10.1016/j.ejpb.2016.01.005.
163. Liu, L. Pharmacokinetics of Monoclonal Antibodies and Fc-Fusion Proteins. Protein Cell 2018, 9, 15–32.
164. Liu, L. Antibody Glycosylation and Its Impact on the Pharmacokinetics and Pharmacodynamics of Monoclonal Antibodies and Fc-Fusion Proteins. J. Pharm. Sci. 2015. https://

doi.org/10.1002/jps.24444.
165. Labeta, M. O.; Margni, R. A.; Leoni, J.; Binaghi, R. A. Structure of Asymmetric Non-Precipitating Antibody: Presence of a Carbohydrate Residue in Only One Fab Region of the

Molecule. Immunology 1986, 57 (2), 311–317.
166. Gu, J.; et al. Fab Fragment Glycosylated IgG May Play a Central Role in Placental Immune Evasion. Hum. Reprod. 2015, 30, 380–391.
167. Huang, T.; et al. Fractionation of Fab Glycosylated Immunoglobulin G With Concanavalin A Chromatography Unveils New Structural Properties of the Molecule. Oncotarget 2016.

https://doi.org/10.18632/oncotarget.9085.
168. Borel, I. M.; Gentile, T.; Angelucci, J.; Margni, R. A.; Binaghi, R. A. Asymmetrically Glycosylated IgG Isolated From Non-Immune Human Sera. Biochim. Biophys. Acta - Gen. Subj.

1989. https://doi.org/10.1016/S0304-4165(89)80029-7.

32 Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases

http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0610
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0615
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0615
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0620
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0625
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0625
https://doi.org/10.1097/00006454-199008001-00004
https://doi.org/10.1097/00006454-199008001-00004
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0635
https://doi.org/10.1046/j.0019-2805.2001.01341.x
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0645
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0645
https://doi.org/10.1126/science.1144603
https://doi.org/10.1016/B978-0-12-394802-1.00018-2
https://doi.org/10.1016/B978-0-12-394802-1.00018-2
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0660
https://doi.org/10.3390/antib8020030
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0670
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0675
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf9000
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf9000
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf9000
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0685
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0690
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0690
https://doi.org/10.1093/nar/gky427
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0700
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0705
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0705
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0710
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0710
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0710
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0715
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0715
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0720
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0720
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0725
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0730
https://doi.org/10.1016/j.xphs.2015.11.003
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0740
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0740
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0745
https://doi.org/10.1093/glycob/cwr027
https://doi.org/10.1093/glycob/cwr027
https://doi.org/10.1038/nri2155
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0760
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0760
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0765
https://doi.org/10.1093/glycob/cwr047
https://doi.org/10.1002/elps.200700958
https://doi.org/10.1002/elps.200700958
https://doi.org/10.4049/jimmunol.172.9.5489
https://doi.org/10.1074/jbc.M602690200
https://doi.org/10.1074/jbc.M602690200
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0790
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0790
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0795
https://doi.org/10.1038/nbt.1912
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0805
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0805
https://doi.org/10.1093/protein/gzq037
https://doi.org/10.1016/j.ejpb.2016.01.005
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0820
https://doi.org/10.1002/jps.24444
https://doi.org/10.1002/jps.24444
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0830
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0830
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0835
https://doi.org/10.18632/oncotarget.9085
https://doi.org/10.1016/S0304-4165(89)80029-7


169. Gutierrez, G.; Gentile, T.; Miranda, S.; Margni, R. A. Asymmetric Antibodies: A Protective Arm in Pregnancy. Chem. Immunol. Allergy 2006. https://doi.org/
10.1159/000087964.

170. Plomp, R.; et al. Hinge-Region O-Glycosylation of Human Immunoglobulin G3 (IgG3). Mol. Cell. Proteomics 2015, 14, 1373–1384.
171. Kim, H. H.; et al. O-Glycosylation in Hinge Region of Mouse Immunoglobulin G2b. J. Biol. Chem. 1994, 269 (16), 12345–12350.
172. Parkkinen, J. Aberrant Lectin-Binding Activity of Immunoglobulin G in Serum From Rheumatoid Arthritis Patients. Clin. Chem. 1989. https://doi.org/10.1093/clinchem/

35.8.1638.
173. Malaise, M. G.; Franchimont, P.; Bouillene, C.; Houssier, C.; Mahieu, P. R. Increased Concanavalin A-Binding Capacity of Immunoglobulin G Purified From Sera of Patients With

Rheumatoid Arthritis. Clin. Exp. Immunol. 1987, 68 (3), 543–551.
174. Flögel, M.; et al. Fucosylation and Galactosylation of IgG Heavy Chains Differ Between Acute and Remission Phases of Juvenile Chronic Arthritis. Clin. Chem. Lab. Med. 1998,

36, 99–102.
175. Cummings, R. D.; Darvill, A. G.; Etzler, M. E.; Hahn, M. G. Glycan-Recognizing Probes as Tools. Essentials Glycobiol. 2015, 611–625. https://doi.org/10.1101/

glycobiology.3e.048.
176. Sharon, N.; Lis, H. Lectins: Cell-Agglutinating and Sugar-Specific Proteins. Science 1972. https://doi.org/10.1126/science.177.4053.949.
177. Sharon, N.; Lis, H. History of Lectins: From Hemagglutinins to Biological Recognition Molecules. Glycobiology 2004, 14, 53R–62R.
178. Kaneko, Y.; Nimmerjahn, F.; Ravetch, J. V. Anti-Inflammatory Activity of Immunoglobulin G Resulting From Fc Sialylation. Science 2006, 313, 670–673.
179. Zhang, L.; Luo, S.; Zhang, B. The Use of Lectin Microarray for Assessing Glycosylation of Therapeutic Proteins. MAbs 2016. https://doi.org/

10.1080/19420862.2016.1149662.
180. Stümer, J.; et al. Altered Glycan Accessibility on Native Immunoglobulin G Complexes in Early Rheumatoid Arthritis and Its Changes During Therapy. Clin. Exp. Immunol. 2017.

https://doi.org/10.1111/cei.12987.
181. Lis-Kuberka, J.; Królak-Olejnik, B.; Berghausen-Mazur, M.; Orczyk-Pawiłowicz, M. Lectin-Based Method for Deciphering Human Milk IgG Sialylation. Molecules 2019. https://

doi.org/10.3390/molecules24203797.
182. Hendrickson, O. D.; Zherdev, A. V. Analytical Application of Lectins. Critical Reviews in Analytical Chemistry 2018. https://doi.org/10.1080/10408347.2017.1422965.
183. Trbojevic-Akmacic, I.; Ugrina, I.; Lauc, G. Comparative Analysis and Validation of Different Steps in Glycomics Studies. Methods Enzymol. 2017, 586, 37–55.
184. Huhn, C.; Selman, M. H. J.; Ruhaak, L. R.; Deelder, A. M.; Wuhrer, M. IgG Glycosylation Analysis. Proteomics 2009, 9, 882–913.
185. Marino, K.; Bones, J.; Kattla, J. J.; Rudd, P. M. A Systematic Approach to Protein Glycosylation Analysis: A Path Through the Maze. Nat. Chem. Biol. 2010, 6, 713–723.
186. Trbojevic-Akmacic, I.; Vilaj, M.; Lauc, G. High-Throughput Analysis of Immunoglobulin G Glycosylation. Expert Rev. Proteomics 2016, 13, 523–534.
187. Cheng, H. D.; et al. IgG Fc Glycosylation as an Axis of Humoral Immunity in Childhood. J. Allergy Clin. Immunol. 2020, 145, 710–713.e9.
188. Akmacic, I. T.; et al. High-Throughput Glycomics: Optimization of Sample Preparation. Biochem. 2015, 80, 934–942.
189. Mahan, A. E.; et al. A Method for High-Throughput, Sensitive Analysis of IgG Fc and Fab Glycosylation by Capillary Electrophoresis. J. Immunol. Methods 2015, 417, 34–44.
190. Hani!c, M.; Lauc, G.; Trbojevi!c-Akma"ci!c, I. N-Glycan Analysis by Ultra-Performance Liquid Chromatography and Capillary Gel Electrophoresis with Fluorescent. Curr. Protoc.

Protein Sci. 2019, 97, 1–21.
191. Laroy, W.; Contreras, R.; Callewaert, N. Glycome Mapping on DNA Sequencing Equipment. Nat. Protoc. 2006. https://doi.org/10.1038/nprot.2006.60.
192. Zaia, J. Capillary Electrophoresis-Mass Spectrometry of Carbohydrates. Methods Mol. Biol. 2013. https://doi.org/10.1007/978-1-62703-296-4_2.
193. Szigeti, M.; Guttman, A. Automated N-Glycosylation Sequencing of Biopharmaceuticals by Capillary Electrophoresis. Sci. Rep. 2017. https://doi.org/10.1038/s41598-017-

11493-6.
194. Ruhaak, L. R.; Xu, G.; Li, Q.; Goonatilleke, E.; Lebrilla, C. B. Mass Spectrometry Approaches to Glycomic and Glycoproteomic Analyses. Chem. Rev. 2018. https://doi.org/

10.1021/acs.chemrev.7b00732.
195. Selman, M. H.; et al. Fc Specific IgG Glycosylation Profiling By Robust Nano-Reverse Phase HPLC-MS Using a Sheath-Flow ESI Sprayer Interface. J. Proteomics 2012, 75,

1318–1329.
196. Selman, M. H.; et al. Immunoglobulin G Glycopeptide Profiling By Matrix-Assisted Laser Desorption Ionization Fourier Transform Ion Cyclotron Resonance Mass Spectrometry.

Anal. Chem. 2010, 82, 1073–1081.
197. Komatsu, E.; et al. Characterization of Immunoglobulins Through Analysis of N-Glycopeptides by MALDI-TOF MS. Methods 2016, 104, 170–181.
198. Harvey, D. J. Matrix-Assisted Laser Desorption/Ionization Mass Spectrometry of Carbohydrates. Mass Spectrom. Rev. 1999, 18, 349–450.
199. Huffman, J. E.; et al. Comparative Performance of Four Methods for High-Throughput Glycosylation Analysis of Immunoglobulin G in Genetic and Epidemiological Research. Mol.

Cell. Proteomics 2014, 13, 1598–1610.
200. Wuhrer, M.; et al. Glycosylation Profiling of Immunoglobulin G (IgG) Subclasses From Human Serum. Proteomics 2007, 7, 4070–4081.
201. Kammeijer, G. S. M.; et al. Sialic Acid Linkage Differentiation of Glycopeptides Using Capillary Electrophoresis—Electrospray Ionization—Mass Spectrometry. Sci. Rep. 2017, 7,

3733.
202. De Leoz, M. L. A.; et al. NIST Interlaboratory Study on Glycosylation Analysis of Monoclonal Antibodies: Comparison of Results From Diverse Analytical Methods. Mol. Cell.

Proteomics 2019. https://doi.org/10.1074/mcp.ra119.001677.
203. Bakovi!c, M. P.; et al. High-Throughput IgG Fc N-Glycosylation Profiling by Mass Spectrometry of Glycopeptides. J. Proteome Res. 2013, 12, 821–831.
204. Gornik, O.; Pavi!c, T.; Lauc, G. Alternative Glycosylation Modulates Function of IgG and Other Proteins—Implications on Evolution and Disease. Biochimica et Biophysica Acta -

General Subjects 2012, 1820, 1318–1326.
205. Kristic, J., Lauc, G. & Pezer, M. in press. Glycosylation of IgG in Ageing, Manuscript Revision in Preparation. Clin. Chim. Acta
206. Novokmet, M.; et al. Changes in IgG and Total Plasma Protein Glycomes in Acute Systemic Inflammation. Sci. Rep. 2014, 4, 4347.
207. Lund, J.; Takahashi, N.; Pound, J. D.; Goodall, M.; Jefferis, R. Multiple Interactions of IgG With Its Core Oligosaccharide Can Modulate Recognition by Complement and Human

Fc Gamma Receptor I and Influence the Synthesis of Its Oligosaccharide Chains. J. Immunol. 1996, 157, 4963–4969.
208. Zaytseva, O.; Kristic, J.; Pezer, M.; Morahan, G.; Lauc, G. Fc--Linked N—Glycosylation of Murine IgG1 Variants; In The 44th FEBS Congress, 2019.
209. Yu, X.; et al. Engineering Hydrophobic Protein-Carbohydrate Interactions to Fine-Tune Monoclonal Antibodies. J. Am. Chem. Soc. 2013. https://doi.org/10.1021/ja4014375.
210. Endo, T.; Wright, A.; Morrison, S. L.; Kobata, A. Glycosylation of the Variable Region of Immunoglobulin G—Site Specific Maturation of the Sugar Chains. Mol. Immunol. 1995,

32, 931–940.
211. Coloma, M. J.; Trinh, R. K.; Martinez, A. R.; Morrison, S. L. Position Effects of Variable Region Carbohydrate on the Affinity and In Vivo Behavior of an Anti-(1!6) Dextran

Antibody. J. Immunol. 1999, 162, 2162–2170.
212. Sabouri, Z.; et al. Redemption of Autoantibodies on Anergic B Cells by Variable-Region Glycosylation and Mutation Away From Self-Reactivity. Proc. Natl. Acad. Sci. U. S. A.

2014. https://doi.org/10.1073/pnas.1406974111.
213. Valliere-Douglass, J. F.; et al. Asparagine-Linked Oligosaccharides Present on a Non-Consensus Amino Acid Sequence in the CH1 Domain of Human Antibodies. J. Biol. Chem.

2009. https://doi.org/10.1074/jbc.M109.014803.
214. Valliere-Douglass, J. F.; et al. Glutamine-Linked and Non-Consensus Asparagine-Linked Oligosaccharides Present in Human Recombinant Antibodies Define Novel Protein

Glycosylation Motifs. J. Biol. Chem. 2010. https://doi.org/10.1074/jbc.M109.096412.
215. Pasek, M.; et al. Galactosylation of IgG From Rheumatoid Arthritis (RA) Patients—Changes During Therapy. Glycoconj. J. 2006, 23, 463–471.
216. Rook, G. A. W.; et al. Changes in IgG Glycoform Levels Are Associated With Remission of Arthritis During Pregnancy. J. Autoimmun. 1991, 4, 779–794.
217. Van de Geijn, F. E.; et al. Immunoglobulin G Galactosylation and Sialylation Are Associated With Pregnancy-Induced Improvement of Rheumatoid Arthritis and the Postpartum

Flare: Results From a Large Prospective Cohort Study. Arthritis Res. Ther. 2009, 11 (6), R193.

Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases 33

https://doi.org/10.1159/000087964
https://doi.org/10.1159/000087964
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0855
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0860
https://doi.org/10.1093/clinchem/35.8.1638
https://doi.org/10.1093/clinchem/35.8.1638
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0870
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0870
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0875
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0875
https://doi.org/10.1101/glycobiology.3e.048
https://doi.org/10.1101/glycobiology.3e.048
https://doi.org/10.1126/science.177.4053.949
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0890
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0895
https://doi.org/10.1080/19420862.2016.1149662
https://doi.org/10.1080/19420862.2016.1149662
https://doi.org/10.1111/cei.12987
https://doi.org/10.3390/molecules24203797
https://doi.org/10.3390/molecules24203797
https://doi.org/10.1080/10408347.2017.1422965
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0920
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0925
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0930
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0935
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0940
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0945
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0950
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0955
https://doi.org/10.1038/nprot.2006.60
https://doi.org/10.1007/978-1-62703-296-4_2
https://doi.org/10.1038/s41598-017-11493-6
https://doi.org/10.1038/s41598-017-11493-6
https://doi.org/10.1021/acs.chemrev.7b00732
https://doi.org/10.1021/acs.chemrev.7b00732
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0980
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0980
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0985
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0985
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0990
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf0995
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1000
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1000
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1005
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1010
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1010
https://doi.org/10.1074/mcp.ra119.001677
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1020
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1020
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1025
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1025
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1025
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1035
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1040
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1040
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1045
https://doi.org/10.1021/ja4014375
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1055
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1055
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1060
https://doi.org/10.1073/pnas.1406974111
https://doi.org/10.1074/jbc.M109.014803
https://doi.org/10.1074/jbc.M109.096412
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1080
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1085
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1090
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1090


218. Pekelharing, J. M.; Hepp, E.; Kamerling, J. P.; Gerwig, G. J.; Leijnse, B. Alterations in Carbohydrate Composition of Serum IgG From Patients With Rheumatoid Arthritis and From
Pregnant Women. Ann. Rheum. Dis. 1988, 47, 91–95.

219. Gindzienska-Sieskiewicz, E.; Klimiuk, P. A.; Kisiel, D. G.; Gindzienski, A.; Sierakowski, S. The Changes in Monosaccharide Composition of Immunoglobulin G in the Course of
Rheumatoid Arthritis. Clin. Rheumatol. 2007, 26, 685–690.

220. Croce, A.; et al. Effect of Infliximab on the Glycosylation of IgG of Patients With Rheumatoid Arthritis. J. Clin. Lab. Anal. 2007, 21, 303–314.
221. Gindzienska-Sieskiewicz, E.; et al. Changes of Glycosylation of IgG in Rheumatoid Arthritis Patients Treated With Methotrexate. Adv. Med. Sci. 2016, 61, 193–197.
222. Selman, M. H.; et al. Changes in Antigen-Specific IgG1 Fc N-Glycosylation Upon Influenza and Tetanus Vaccination. Mol. Cell. Proteomics 2012, 11. M111 014563.
223. Larsen, M. D.; et al. Afucosylated Immunoglobulin G Responses Are a Hallmark of Enveloped Virus Infections and Show an Exacerbated Phenotype in COVID-19. bioRxiv 2020.

https://doi.org/10.1101/2020.05.18.099507.
224. Wang, T. T.; et al. IgG Antibodies to Dengue Enhanced for FcgammaRIIIA Binding Determine Disease Severity. Science 2017, 355, 395–398.
225. Scherer, H. U.; et al. Glycan Profiling of Anti-Citrullinated Protein Antibodies Isolated From Human Serum and Synovial Fluid. Arthritis Rheum. 2010, 62, 1620–1629.
226. Ohtsubo, K.; Marth, J. D. Glycosylation in Cellular Mechanisms of Health and Disease. Cell 2006, 126, 855–867.
227. Taniguchi, N.; et al. Handbook of Glycosyltransferases and Related Genes, 2nd edn; https://doi.org/10.1007/978-4-431-54240-7.
228. Axford, J. S.; et al. Reduced B-Cell Galactosyltransferase Activity in Rheumatoid Arthritis. Lancet 1987, 330, 1486–1488.
229. Alavi, A.; Axford, J. Evaluation of b 1,4-Galactosyltransferase in Rheumatoid Arthritis and Its Role in the Glycosylation Network Associated With This Disease. Glycoconj. J. 1995,

12, 206–210.
230. Keusch, J.; Lydyard, P. M.; Berger, E. G.; Delves, P. J. B Lymphocyte Galactosyltransferase Protein Levels In Normal Individuals and in Patients With Rheumatoid Arthritis.

Glycoconj. J. 1998, 15, 1093–1097.
231. Furukawa, K.; et al. Kinetic Study of a Galactosyltransferase in the B Cells of Patients With Rheumatoid Arthritis. Int. Immunol. 1990, 2, 105–112.
232. Nishiura, T.; et al. Carbohydrate Analysis of Immunoglobulin G Myeloma Proteins by Lectin and High Performance Liquid Chromatography: Role of Glycosyltransferases in the

Structures. Cancer Res. 1990, 50, 5345–5350.
233. Delves, P. J.; et al. Polymorphism and Expression of the Galactosyltransferase-Associated Protein Kinase Gene in Normal Individuals and Galactosylation-Defective Rheumatoid

Arthritis Patients. Arthritis Rheum. 1990, 33, 1655–1664.
234. Jeddi, P. A.; et al. Agalactosyl IgG and Beta-1,4-Galactosyltransferase Gene Expression in Rheumatoid Arthritis Patients and in the Arthritis-Prone MRL lpr/lpr Mouse.

Immunology 1996, 87, 654–659.
235. Pfeifle, R.; et al. Regulation of Autoantibody Activity by the IL-23-TH17 Axis Determines the Onset of Autoimmune Disease. Nat. Immunol. 2017, 18, 104–113.
236. Oefner, C. M.; et al. Tolerance Induction With T Cell-Dependent Protein Antigens Induces Regulatory Sialylated IgGs. J. Allergy Clin. Immunol. 2012, 129, 1647–1655.e13.
237. Henrissat, B.; Surolia, A.; Stanley, P. A Genomic View of Glycobiology. In Essentials of Glycobiology, 2nd edn; Cold Spring Harbor Laboratory Press: Cold Spring Harbor (NY),

2015.
238. Ohmi, Y.; et al. Sialylation Converts Arthritogenic IgG Into Inhibitors of Collagen-Induced Arthritis. Nat. Commun. 2016, 7, 11205.
239. Jones, M. B.; Nasirikenari, M.; Lugade, A. A.; Thanavala, Y.; Lau, J. T. Anti-Inflammatory IgG Production Requires Functional P1 Promoter in Beta-Galactoside

Alpha2,6-Sialyltransferase 1 (ST6Gal-1) Gene. J. Biol. Chem. 2012, 287, 15365–15370.
240. Varki, A.; Kornfeld, S. Historical Background and Overview. In Essentials of Glycobiology; Varki, A., Cummings, R. D., Esko, J. D., et al. Cold Spring Harbor Laboratory Press,

2015.
241. Zoldos, V.; Novokmet, M.; Beceheli, I.; Lauc, G. Genomics and Epigenomics of the Human Glycome. Glycoconj. J. 2013, 30, 41–50.
242. Lauc, G.; et al. Loci Associated With N-Glycosylation of Human Immunoglobulin G Show Pleiotropy With Autoimmune Diseases and Haematological Cancers. PLoS Genet. 2013,

9, e1003225.
243. Seeling, M.; Brückner, C.; Nimmerjahn, F.; Bruckner, C.; Nimmerjahn, F. Differential Antibody Glycosylation in Autoimmunity: Sweet Biomarker or Modulator of Disease Activity?

Nat. Rev. Rheumatol. 2017, 13, 621–630.
244. Klari!c, L.; et al. Glycosylation of Immunoglobulin G Is Regulated by a Large Network of Genes Pleiotropic With Inflammatory Diseases. Sci. Adv. 2020, 8, eaax0301.
245. Ho, C. H.; et al. Aberrant Serum Immunoglobulin G Glycosylation in Chronic Hepatitis B is Associated With Histological Liver Damage and Reversible by Antiviral Therapy. J Infect

Dis 2015, 211, 115–124.
246. Rook, G. A.; et al. A Longitudinal Study of Per Cent Agalactosyl IgG in Tuberculosis Patients Receiving Chemotherapy, With or Without Immunotherapy. Immunology 1994, 81,

149.
247. Gardinassi, L. G.; et al. Clinical Severity of Visceral Leishmaniasis Is Associated With Changes in Immunoglobulin g fc N-Glycosylation. MBio 2014, 5, e01844.
248. Mittermayr, S.; et al. Polyclonal Immunoglobulin G N-Glycosylation in the Pathogenesis of Plasma Cell Disorders. J. Proteome Res. 2017, 16, 748–762.
249. Klasi!c, M.; et al. Promoter Methylation of the MGAT3 and BACH2 Genes Correlates With the Composition of the Immunoglobulin G Glycome in Inflammatory Bowel Disease. Clin.

Epigenetics 2018, 10, 75.
250. Russell, A.; Adua, E.; Ugrina, I.; Laws, S.; Wang, W. Unravelling Immunoglobulin G Fc N-Glycosylation: A Dynamic Marker Potentiating Predictive, Preventive and Personalised

Medicine. Int. J. Mol. Sci. 2018. https://doi.org/10.3390/ijms19020390.
251. Štambuk, T.; Klasi!c, M.; Zoldoš, V.; Lauc, G. N-Glycans as Functional Effectors of Genetic and Epigenetic Disease Risk. Mol. Aspects Med. 2020, 100891. https://doi.org/

10.1016/j.mam.2020.100891.
252. Hess, C.; et al. T Cell-Independent B Cell Activation Induces Immunosuppressive Sialylated IgG Antibodies. J. Clin. Invest. 2013, 123, 3788–3796.
253. Canellada, A.; Blois, S.; Gentile, T.; Margni Idehu, R. A. In Vitro Modulation of Protective Antibody Responses by Estrogen, Progesterone and Interleukin-6. Am. J. Reprod.

Immunol. 2002. https://doi.org/10.1034/j.1600-0897.2002.01141.x.
254. Gutiérrez, G.; Malan Borel, I.; Margni, R. A. The Placental Regulatory Factor Involved in the Asymmetric IgG Antibody Synthesis Responds to IL-6 Features. J. Reprod. Immunol.

2001. https://doi.org/10.1016/S0165-0378(00)00074-7.
255. Miranda, S.; Canellada, A.; Gentile, T.; Margni, R. Interleukin-6 and Dexamethasone Modulate In Vitro Asymmetric Antibody Synthesis and UDP-Glc Glycoprotein

Glycosyltransferase Activity. J. Reprod. Immunol. 2005. https://doi.org/10.1016/j.jri.2005.04.001.
256. Wang, J.; et al. Fc-Glycosylation of IgG1 Is Modulated by B-Cell Stimuli. Mol. Cell. Proteomics 2011, 10. M110 004655.
257. Liu, B.; et al. The Availability of Glucose to CHO Cells Affects the Intracellular Lipid-Linked Oligosaccharide Distribution, Site Occupancy and the N-Glycosylation Profile of a

Monoclonal Antibody. J. Biotechnol. 2014. https://doi.org/10.1016/j.jbiotec.2013.11.007.
258. Fan, Y.; et al. Amino Acid and Glucose Metabolism in Fed-Batch CHO Cell Culture Affects Antibody Production and Glycosylation. Biotechnol. Bioeng. 2015. https://doi.org/

10.1002/bit.25450.
259. Bartsch, Y. C.; et al. IgG Fc Sialylation is Regulated During the Germinal Center Reaction Upon Immunization With Different Adjuvants. J. Allergy Clin. Immunol. 2020, 146,

652–666.e11.
260. Guo, N.; et al. Repeated Immunization Induces the Increase in Fucose Content on Antigen-Specific IgG N-Linked Oligosaccharides. Clin. Biochem. 2005. https://doi.org/

10.1016/j.clinbiochem.2004.10.002.
261. Kao, D.; et al. IgG Subclass and Vaccination Stimulus Determine Changes in Antigen Specific Antibody Glycosylation In Mice. Eur. J. Immunol. 2017, 47, 2070–2079.
262. Reusch, D.; Tejada, M. L. Fc Glycans of Therapeutic Antibodies As Critical Quality Attributes. Glycobiology 2015, 25, 1325–1334.
263. Dekkers, G.; et al. Decoding the Human Immunoglobulin G-Glycan Repertoire Reveals A Spectrum of Fc-Receptor- and Complement-Mediated-Effector Activities. Front.

Immunol. 2017, 8, 877.
264. Li, T.; et al. Modulating IgG Effector Function by Fc Glycan Engineering. Proc. Natl. Acad. Sci. 2017, 114, 3485–3490.

34 Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases

http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1095
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1095
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1100
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1100
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1105
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1110
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1115
https://doi.org/10.1101/2020.05.18.099507
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1125
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1130
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1135
https://doi.org/10.1007/978-4-431-54240-7
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1145
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1150
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1150
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1155
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1155
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1160
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1165
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1165
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1170
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1170
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1175
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1175
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1180
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1185
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1190
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1190
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1195
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1200
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1200
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1205
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1205
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1210
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1215
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1215
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1220
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1220
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1225
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1225
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1230
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1230
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1235
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1235
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1240
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1245
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1250
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1250
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1250
https://doi.org/10.3390/ijms19020390
https://doi.org/10.1016/j.mam.2020.100891
https://doi.org/10.1016/j.mam.2020.100891
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1265
https://doi.org/10.1034/j.1600-0897.2002.01141.x
https://doi.org/10.1016/S0165-0378(00)00074-7
https://doi.org/10.1016/j.jri.2005.04.001
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1285
https://doi.org/10.1016/j.jbiotec.2013.11.007
https://doi.org/10.1002/bit.25450
https://doi.org/10.1002/bit.25450
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1300
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1300
https://doi.org/10.1016/j.clinbiochem.2004.10.002
https://doi.org/10.1016/j.clinbiochem.2004.10.002
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1310
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1315
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1320
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1320
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1325


265. Wada, R.; Matsui, M.; Kawasaki, N. Influence of N-Glycosylation on Effector Functions and Thermal Stability of Glycoengineered IgG1 Monoclonal Antibody With Homogeneous
Glycoforms. MAbs 2019, 11, 350–372.

266. Shields, R. L.; et al. Lack of Fucose on Human IgG1 N-Linked Oligosaccharide Improves Binding to Human Fcgamma RIII and Antibody-Dependent Cellular Toxicity. J. Biol.
Chem. 2002, 277, 26733–26740.

267. Shinkawa, T.; et al. The Absence of Fucose but Not the Presence of Galactose or Bisecting N-Acetylglucosamine of Human IgG1 Complex-Type Oligosaccharides Shows the
Critical Role of Enhancing Antibody-Dependent Cellular Cytotoxicity. J. Biol. Chem. 2003, 278, 3466–3473.

268. Ferrara, C.; Stuart, F.; Sondermann, P.; Brunker, P.; Umana, P. The Carbohydrate at FcgammaRIIIa Asn-162. An Element Required for High Affinity Binding to Non-Fucosylated
IgG Glycoforms. J. Biol. Chem. 2006, 281, 5032–5036.

269. Garber, K. No Added Sugar: Antibody Makers Find an Upside to ‘No Fucose’. Nat. Biotechnol. 2018, 36, 1025–1027.
270. Umana, P.; Jean-Mairet, J.; Moudry, R.; Amstutz, H.; Bailey, J. E. Engineered Glycoforms of an Antineuroblastoma IgG1 With Optimized Antibody-Dependent Cellular Cytotoxic

Activity. Nat. Biotechnol. 1999, 17, 176–180.
271. Davies, J.; et al. Expression of GnTIII in a Recombinant Anti-CD20 CHO Production Cell Line: Expression of Antibodies With Altered Glycoforms Leads to an Increase in ADCC

Through Higher Affinity for FC Gamma RIII. Biotechnol. Bioeng. 2001, 74, 288–294.
272. Lifely, M. R.; Hale, C.; Boyce, S.; Keen, M. J.; Phillips, J. Glycosylation and Biological Activity of CAMPATH-1H Expressed in Different Cell Lines and Grown Under Different

Culture Conditions. Glycobiology 1995. https://doi.org/10.1093/glycob/5.8.813.
273. Benedetti, E.; et al. Network Inference From Glycoproteomics Data Reveals New Reactions in the IgG Glycosylation Pathway. Nat. Commun. 2017, 8, 1483.
274. Schuster, M.; et al. Improved Effector Functions of a Therapeutic Monoclonal Lewis Y-Specific Antibody By Glycoform Engineering. Cancer Res. 2005, 65, 7934–7941.
275. Ferrara, C.; et al. Modulation of Therapeutic Antibody Effector Functions by Glycosylation Engineering: Influence of Golgi Enzyme Localization Domain and Co-Expression of

Heterologous Beta1, 4-N-Acetylglucosaminyltransferase III and Golgi Alpha-Mannosidase II. Biotechnol. Bioeng. 2006, 93, 851–861.
276. Banda, N. K.; et al. Initiation of the Alternative Pathway of Murine Complement by Immune Complexes is Dependent on N-Glycans in IgG Antibodies. Arthritis Rheum. 2008, 58,

3081–3089.
277. Ji, H.; et al. Arthritis Critically Dependent on Innate Immune System Players. Immunity 2002, 16, 157–168.
278. Arnold, J. N.; Dwek, R. A.; Rudd, P. M.; Sim, R. B. Mannan Binding Lectin and Its Interaction With Immunoglobulins in Health and in Disease. Immunol. Lett. 2006, 106,

103–110.
279. Karsten, C. M.; et al. Anti-Inflammatory Activity of IgG1 Mediated by Fc Galactosylation and Association of FcgammaRIIB and Dectin-1. Nat. Med. 2012, 18, 1401–1406.
280. Boyd, P. N.; Lines, A. C.; Patel, A. K. The Effect of the Removal of Sialic Acid, Galactose and Total Carbohydrate on the Functional Activity of Campath-1H. Mol. Immunol. 1995,

32, 1311–1318.
281. Hodoniczky, J.; Yuan, Z. Z.; James, D. C. Control of Recombinant Monoclonal Antibody Effector Functions by Fc N-Glycan Remodeling In Vitro. Biotechnol. Prog. 2005, 21,

1644–1652.
282. Kumpel, B. M.; Rademacher, T. W.; Rook, G. A.; Williams, P. J.; Wilson, I. B. Galactosylation of Human IgG Monoclonal Anti-D Produced by EBV- Transformed B-Lymphoblastoid

Cell Lines is Dependent on Culture Method and Affects Fc Receptor-Mediated Functional Activity. Hum. Antibodies Hybridomas 1994, 5, 143–151.
283. Kumpel, B. M.; Wang, Y.; Griffiths, H. L.; Hadley, A. G.; Rook, G. A. The Biological Activity of Human Monoclonal IgG Anti-D is Reduced by Beta-Galactosidase Treatment. Hum.

Antibodies Hybridomas 1995, 6, 82–88.
284. Houde, D.; Peng, Y.; Berkowitz, S. A.; Engen, J. R. Post-Translational Modifications Differentially Affect IgG1 Conformation and Receptor Binding. Mol. Cell. Proteomics 2010, 9,

1716–1728.
285. Subedi, G. P.; Barb, A. W. The Immunoglobulin G1 N-Glycan Composition Affects Binding to Each Low Affinity Fc g Receptor. MAbs 2016, 8, 1512–1524.
286. Wormald, M. R.; et al. Variations in Oligosaccharide-Protein Interactions in Immunoglobulin G Determine the Site-Specific Glycosylation Profiles and Modulate the Dynamic

Motion of the Fc Oligosaccharides. Biochemistry 1997, 36, 1370–1380.
287. Böhm, S.; Kao, D.; Nimmerjahn, F. Sweet and Sour: The Role of Glycosylation for the Anti-Inflammatory Activity of Immunoglobulin G. Curr. Top. Microbiol. Immunol. 2014.

https://doi.org/10.1007/978-3-319-07911-0-18.
288. Sondermann, P.; Pincetic, A.; Maamary, J.; Lammens, K.; Ravetch, J. V. General Mechanism for Modulating Immunoglobulin Effector Function. Proc. Natl. Acad. Sci. U. S. A.

2013, 110, 9868–9872.
289. Crispin, M.; Yu, X.; Bowden, T. A. Crystal Structure of Sialylated IgG Fc: Implications for the Mechanism of Intravenous Immunoglobulin Therapy. Proc. Natl. Acad. Sci. U. S. A.

2013. https://doi.org/10.1073/pnas.1310657110.
290. Scallon, B. J.; Tam, S. H.; McCarthy, S. G.; Cai, A. N.; Raju, T. S. Higher Levels of Sialylated Fc Glycans in Immunoglobulin G Molecules Can Adversely Impact Functionality. Mol.

Immunol. 2007, 44, 1524–1534.
291. Quast, I.; et al. Sialylation of IgG Fc Domain Impairs Complement-Dependent Cytotoxicity. J. Clin. Invest. 2015, 125, 4160–4170.
292. Raju, T. S. Terminal Sugars of Fc Glycans Influence Antibody Effector Functions of IgGs. Curr. Opin. Immunol. 2008, 20, 471–478.
293. Maverakis, E.; et al. Glycans in the Immune System and the Altered Glycan Theory of Autoimmunity: A Critical Review. J. Autoimmun. 2015, 57, 1–13.
294. Anthony, R. M.; et al. Recapitulation of IVIG Anti-Inflammatory Activity With a Recombinant IgG Fc. Science 2008, 320, 373–376.
295. Schwab, I.; Biburger, M.; Kronke, G.; Schett, G.; Nimmerjahn, F. IVIg-Mediated Amelioration of ITP in Mice is Dependent on Sialic Acid and SIGNR1. Eur. J. Immunol. 2012, 42,

826–830.
296. Washburn, N.; et al. Controlled Tetra-Fc Sialylation of IVIg Results in a Drug Candidate With Consistent Enhanced Anti-Inflammatory Activity. Proc. Natl. Acad. Sci. U. S. A. 2015.

https://doi.org/10.1073/pnas.1422481112.
297. Galeotti, C.; Kaveri, S. V.; Bayry, J. IVIG-Mediated Effector Functions in Autoimmune and Inflammatory Diseases. Int. Immunol. 2017. https://doi.org/10.1093/intimm/dxx039.
298. Anthony, R. M.; Kobayashi, T.; Wermeling, F.; Ravetch, J. V. Intravenous Gammaglobulin Suppresses Inflammation Through a Novel T(H)2 Pathway. Nature 2011, 475,

110–113.
299. Schwab, I.; et al. Broad Requirement for Terminal Sialic Acid Residues and FcgammaRIIB for the Preventive and Therapeutic Activity of Intravenous Immunoglobulins In Vivo. Eur.

J. Immunol. 2014, 44, 1444–1453.
300. Fiebiger, B. M.; Maamary, J.; Pincetic, A.; Ravetch, J. V. Protection in Antibody- and T Cell-Mediated Autoimmune Diseases by Antiinflammatory IgG Fcs Requires Type II FcRs.

Proc. Natl. Acad. Sci. U. S. A. 2015, 112, E2385–E2394.
301. Guhr, T.; et al. Enrichment of Sialylated IgG by Lectin Fractionation Does Not Enhance the Efficacy of Immunoglobulin G in a Murine Model of Immune Thrombocytopenia. PLoS

One 2011, 6, e21246.
302. Leontyev, D.; et al. Sialylation-Independent Mechanism Involved in the Amelioration of Murine Immune Thrombocytopenia Using Intravenous Gammaglobulin. Transfusion 2012,

52, 1799–1805.
303. Campbell, I. K.; et al. Therapeutic Effect of IVIG on Inflammatory Arthritis in Mice Is Dependent on the Fc Portion and Independent of Sialylation or Basophils. J. Immunol. 2014,

192, 5031–5038.
304. Temming, A. R.; et al. Human DC-SIGN and CD23 Do Not Interact With Human IgG. Sci. Rep. 2019, 1–10. https://doi.org/10.1038/s41598-019-46484-2.
305. Schneider, D.; et al. Lectins From Opportunistic Bacteria Interact With Acquired Variable-Region Glycans of Surface Immunoglobulin in Follicular Lymphoma. Blood 2015.

https://doi.org/10.1182/blood-2014-11-609404.
306. Wallick, S. C.; Kabat, E. A.; Morrison, S. L. Glycosylation of a VH Residue of a Monoclonal Antibody Against a(1!6) Dextran Increases Its Affinity for Antigen. J. Exp. Med.

1988. https://doi.org/10.1084/jem.168.3.1099.

Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases 35

http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1330
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1330
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1335
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1335
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1340
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1340
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1345
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1345
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1350
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1355
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1355
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1360
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1360
https://doi.org/10.1093/glycob/5.8.813
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1370
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1375
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1380
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1380
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1385
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1385
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1390
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1395
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1395
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1400
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1405
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1405
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1410
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1410
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1415
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1415
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1420
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1420
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1425
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1425
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1430
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1430
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1435
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1435
https://doi.org/10.1007/978-3-319-07911-0-18
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1445
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1445
https://doi.org/10.1073/pnas.1310657110
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1455
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1455
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1460
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1465
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1470
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1475
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1480
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1480
https://doi.org/10.1073/pnas.1422481112
https://doi.org/10.1093/intimm/dxx039
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1495
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1495
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1500
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1500
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1505
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1505
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1510
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1510
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1515
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1515
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1520
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1520
https://doi.org/10.1038/s41598-019-46484-2
https://doi.org/10.1182/blood-2014-11-609404
https://doi.org/10.1084/jem.168.3.1099


307. Tachibana, H.; Kim, J. Y.; Shirahata, S. Building High Affinity Human Antibodies by Altering the Glycosylation on the Light Chain Variable Region in
N-Acetylglucosamine-Supplemented Hybridoma Cultures. Cytotechnology 1997. https://doi.org/10.1023/a:1007980032042.

308. Leibiger, H.; Stner, D. W.; Stigler, R.-D.; Marx, U. Variable Domain-Linked Oligosaccharides of a Human Monoclonal IgG: Structure and Influence on Antigen Binding. Biochem. J.
1999, 338, 529–538.

309. Khurana, S.; Raghunathan, V.; Salunke, D. M. The Variable Domain Glycosylation in a Monoclonal Antibody Specific to GnRH Modulates Antigen Binding. Biochem. Biophys. Res.
Commun. 1997. https://doi.org/10.1006/bbrc.1997.5929.

310. Man Sung Co.; et al. Genetically Engineered Deglycosylation of the Variable Domain Increases the Affinity of an Anti-CD33 Monoclonal Antibody. Mol. Immunol. 1993. https://
doi.org/10.1016/0161-5890(93)90097-U.

311. Fujimura, Y.; Tachibana, H.; Eto, N.; Yamada, K. Antigen Binding of An Ovomucoid-Specific Antibody is Affected by a Carbohydrate Chain Located on the Light Chain Variable
Region. Biosci. Biotechnol. Biochem. 2000. https://doi.org/10.1271/bbb.64.2298.

312. Van De Bovenkamp, F. S.; et al. Adaptive Antibody Diversification Through N-Linked Glycosylation of the Immunoglobulin Variable Region. Proc. Natl. Acad. Sci. U. S. A. 2018,
115, 1901–1906.

313. Jacquemin, M.; et al. Variable Region Heavy Chain Glycosylation Determines the Anticoagulant Activity of a Factor VIII Antibody. J. Thromb. Haemost. 2006. https://doi.org/
10.1111/j.1538-7836.2006.01900.x.

314. Courtois, F.; Agrawal, N. J.; Lauer, T. M.; Trout, B. L. Rational Design of Therapeutic mAbs Against Aggregation Through Protein Engineering and Incorporation of Glycosylation
Motifs Applied to Bevacizumab. MAbs 2016. https://doi.org/10.1080/19420862.2015.1112477.

315. Retamozo, S.; Brito-Zerón, P.; Bosch, X.; Stone, J. H.; Ramos-Casals, M. Cryoglobulinemic Disease. Oncology 2013, 27 (11), 1098–1105.
316. Middaugh, C. R.; Litman, G. W. Atypical Glycosylation of an IgG Monoclonal Cryoimmunoglobulin. J. Biol. Chem. 1987, 262 (8), 3671–3673.
317. Käsermann, F.; et al. Analysis and Functional Consequences of Increased Fab-Sialylation of Intravenous Immunoglobulin (IVIG) After Lectin Fractionation. PLoS One 2012, 7,

37243.
318. Wiedeman, A. E.; et al. Contrasting Mechanisms of Interferon-a Inhibition By Intravenous Immunoglobulin After Induction by Immune Complexes Versus Toll-Like Receptor

Agonists. Arthritis Rheum. 2013, 65, 2713–2723.
319. Massoud, A. H.; et al. Dendritic cell Immunoreceptor: A Novel Receptor for Intravenous Immunoglobulin Mediates Induction of Regulatory T Cells. J. Allergy Clin. Immunol. 2014,

133, 853–863.e5.
320. Séïté, J.; Cornec, D.; Renaudineau, Y.; Youinou, P.; Mageed, R. A. IVIg Modulates BCR Signaling Through CD22 and Promotes Apoptosis in Mature Human B Lymphocytes IVIg

Modulates BCR Signaling Through CD22 and Promotes Apoptosis in Mature Human B Lymphocytes. Blood 2014, 116, 1698–1704.
321. Séïté, J. F.; Goutsmedt, C.; Youinou, P.; Pers, J. O.; Hillion, S. Intravenous Immunoglobulin Induces a Functional Silencing Program Similar to Anergy in Human B Cells. J. Allergy

Clin. Immunol. 2014. https://doi.org/10.1016/j.jaci.2013.08.042.
322. Trinath, J.; et al. Intravenous Immunoglobulin Expands Regulatory T Cells Via Induction of Cyclooxygenase-2-Dependent Prostaglandin E2 in Human Dendritic Cells. Blood 2013.

https://doi.org/10.1182/blood-2012-11-468264.
323. Schwab, I.; Nimmerjahn, F. Role of Sialylation in the Anti-Inflammatory Activity of Intravenous Immunoglobulin—F(ab’)(2) Versus Fc Sialylation. Clin. Exp. Immunol. 2014,

178 (Supplement), 97–99.
324. Tsuchiya, N.; et al. Detection of Glycosylation Abnormality in Rheumatoid IgG Using N-Acetylglucosamine-Specific Psathyrella Velutina Lectin. J. Immunol. 1993, 151,

1137–1146.
325. Keusch, J.; Levy, Y.; Shoenfeld, Y.; Youinou, P. Analysis of Different Glycosylation States in IgG Subclasses. Clin. Chim. Acta 1996, 252, 147–158.
326. Yamada, E.; Tsukamoto, Y.; Sasaki, R.; Yagyu, K.; Takahashi, N. Structural Changes of Immunoglobulin G Oligosaccharides With Age in Healthy Human Serum. Glycoconj. J.

1997, 14, 401–405.
327. Shikata, K.; et al. Structural Changes in the Oligosaccharide Moiety of Human IgG With Aging. Glycoconj. J. 1998, 15, 683–689.
328. de Haan, N.; Reiding, K. R.; Driessen, G.; Van Der Burg, M.; Wuhrer, M. Changes in Healthy Human IgG Fc-Glycosylation After Birth and During Early Childhood. J. Proteome Res.

2016, 15, 1853–1861.
329. Ruhaak, L. R.; et al. Decreased Levels of Bisecting GLcNAc Glycoforms of IgG Are Associated With Human Longevity. PLoS One 2010, 5, 1–8.
330. Chen, G.; et al. Human IgG Fc-Glycosylation Profiling Reveals Associations With Age, Sex, Female Sex Hormones and Thyroid Cancer. J. Proteomics 2012, 75, 2824–2834.
331. Plomp, R.; et al. Subclass-Specific IgG Glycosylation is Associated With Markers of Inflammation and Metabolic Health. Sci. Rep. 2017, 7 (1), 12325.
332. Pezer, M.; et al. Effects of Allergic Diseases and Age on the Composition of Serum IgG Glycome in Children. Sci. Rep. 2016, 6, 33198.
333. Pucic, M.; et al. Changes in Plasma and IgG N-Glycome During Childhood and Adolescence. Glycobiology 2012, 22, 975–982.
334. Dall’Olio, F.; et al. N-Glycomic Biomarkers of Biological Aging and Longevity: A Link With Inflammaging. Ageing Res. Rev. 2013, 12, 685–698.
335. Franceschi, C.; et al. Inflammaging and Anti-Inflammaging: A Systemic Perspective on Aging and Longevity Emerged From Studies in Humans. Mech. Ageing Dev. 2007, 128,

92–105.
336. Pinti, M.; et al. Aging of the Immune System—Focus on Inflammation and Vaccination. Eur. J. Immunol. 2016, 46, 2286–2301.
337. De Martinis, M.; Franceschi, C.; Monti, D.; Ginaldi, L. Inflamm-Ageing and Lifelong Antigenic Load as Major Determinants of Ageing Rate and Longevity. FEBS Lett. 2005, 579,

2035–2039.
338. Monti, D.; Ostan, R.; Borelli, V.; Castellani, G.; Franceschi, C. Inflammaging and Human Longevity in the Omics Era. Mech. Ageing Dev. 2017, 165, 129–138.
339. Franceschi, C.; et al. Inflamm-Aging. An Evolutionary Perspective on Immunosenescence. Ann. N. Y. Acad. Sci. 2000, 908, 244–254.
340. Arai, Y.; et al. Inflammation, but Not Telomere Length, Predicts Successful Ageing at Extreme Old Age: A Longitudinal Study of Semi-Supercentenarians. EBioMedicine 2015, 2,

1549–1558.
341. Franceschi, C. Inflammaging as a Major Characteristic of Old People: Can It Be Prevented or Cured?Nutr. Rev. 2007, 65 (12 Pt 2), S173–S176.
342. Bondt, A.; Selman, M. H.; Deelder, A. M.; Hazes, J. M.; Willemsen, S. P.; Wuhrer, M.; Dolhain, R. J. Association Between Galactosylation of Immunoglobulin G and Improvement

of Rheumatoid Arthritis During Pregnancy is Independent of Sialylation. J. Proteome Res. 2013, 12, 4522–4531.
343. Bondt, A.; et al. Immunoglobulin G (IgG) Fab Glycosylation Analysis Using a New Mass Spectrometric High-Throughput Profiling Method Reveals Pregnancy-associated Changes.

Mol. Cell. Proteomics 2014, 13, 3029–3039.
344. Bondt, A.; et al. ACPA IgG Galactosylation Associates With Disease Activity in Pregnant Patients With Rheumatoid Arthritis. Ann. Rheum. Dis. 2018, 77 (8), 1130–1136. https://

doi.org/10.1136/annrheumdis-2018-212946.
345. Juri!c, J. et al. in press. N-Glycosylation of Immunoglobulin G in the Menstrual Cycle. Manuscr. Prep
346. Juri!c, J.; et al. Effects of Estradiol on Biological Age Measured Using the Glycan Age Index. Aging (Albany NY) 2020. https://doi.org/10.18632/aging.104060.
347. Tomana, M.; Schrohenloher, R. E.; Koopman, W. J.; Alarcon, G. S.; Paul, W. A. Abnormal Glycosylation of Serum IgG From Patients With Chronic Inflammatory Diseases. Arthritis

Rheum. 1988, 31, 333–338.
348. Parekh, R. B.; et al. Galactosylation of IgG Associated Oligosaccharides: Reduction in Patients With Adult and Juvenile Onset Rheumatoid Arthritis and Relation to Disease

Activity. Lancet 1988, 1, 966–969.
349. Axford, J. S.; et al. Changes in Normal Glycosylation Mechanisms in Autoimmune Rheumatic Disease. J. Clin. Invest. 1992, 89, 1021–1031.
350. van Zeben, D.; et al. Early Agalactosylation of IgG Is Associated With a More Progressive Disease Course in Patients With Rheumatoid Arthritis: Results of a Follow-Up Study. Br.

J. Rheumatol. 1994, 33, 36–43.
351. Tomana, M.; Schrohenloher, R. E.; Bennett, P. H.; del Puente, A.; Koopman, W. J. Occurence of Deficient Galactosylation of Serum IgG Prior to Onset of Rheumatoid Arthritis.

Rheumatol. Int. 1994, 13, 217–220.

36 Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases

https://doi.org/10.1023/a:1007980032042
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1545
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1545
https://doi.org/10.1006/bbrc.1997.5929
https://doi.org/10.1016/0161-5890(93)90097-U
https://doi.org/10.1016/0161-5890(93)90097-U
https://doi.org/10.1271/bbb.64.2298
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1565
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1565
https://doi.org/10.1111/j.1538-7836.2006.01900.x
https://doi.org/10.1111/j.1538-7836.2006.01900.x
https://doi.org/10.1080/19420862.2015.1112477
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1580
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1585
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1590
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1590
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1595
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1595
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1595
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1600
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1600
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1605
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1605
https://doi.org/10.1016/j.jaci.2013.08.042
https://doi.org/10.1182/blood-2012-11-468264
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1620
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1620
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1625
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1625
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1630
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1635
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1635
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1640
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1645
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1645
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1650
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1655
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1660
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1665
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1670
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1675
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1680
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1680
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1685
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1690
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1690
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1695
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1700
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1705
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1705
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1710
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1715
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1715
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1720
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1720
https://doi.org/10.1136/annrheumdis-2018-212946
https://doi.org/10.1136/annrheumdis-2018-212946
https://doi.org/10.18632/aging.104060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1740
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1740
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1745
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1745
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1750
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1755
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1755
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1760
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1760


352. Bodman-Smith, K.; et al. Agalactosyl IgG [Gal(o)]—An Analysis of Its Clinical Utility in the Long-Term Follow-Up of Patients With Rheumatoid Arthritis. Br. J. Rheumatol. 1996,
35, 1063–1066.

353. Gudelj, I.; et al. Low Galactosylation of IgG Associates With Higher Risk for Future Diagnosis of Rheumatoid Arthritis During 10 Years of Follow-Up. Biochim. Biophys. Acta - Mol.
Basis Dis. 2018, 1864, 2034–2039.

354. Rombouts, Y.; et al. Anti-Citrullinated Protein Antibodies Acquire a Pro-In Fl Ammatory Fc Glycosylation Phenotype Prior to the Onset of Rheumatoid Arthritis. Ann. Rheum. Dis.
2015, 74, 234–241. https://doi.org/10.1136/annrheumdis-2013-203565.

355. Rombouts, Y.; et al. Anti-Citrullinated Protein Antibodies Acquire a Pro-Inflammatory Fc Glycosylation Phenotype Prior to the Onset of Rheumatoid Arthritis. Ann. Rheum. Dis.
2013. https://doi.org/10.1136/annrheumdis-2013-203565.

356. Bodman, K. B.; et al. Lymphocytes From Patients With Rheumatoid Arthritis Produce Agalactosylated IgG In Vitro. Clin. Exp. Immunol. 1992, 88, 420–423.
357. Sénard, T.; et al. IgG N-Glycosylation Analysis for Patient Stratification in Early Arthritis. Manuscr. Prep. 2021.
358. Ercan, A.; et al. Aberrant IgG Galactosylation Precedes Disease Onset, Correlates With Disease Activity, and is Prevalent in Autoantibodies in Rheumatoid Arthritis. Arthritis

Rheum. 2010, 62, 2239–2248.
359. Rombouts, Y.; et al. Extensive Glycosylation of ACPA-IgG Variable Domains Modulates Binding to Citrullinated Antigens in Rheumatoid Arthritis. Ann. Rheum. Dis. 2016, 75,

578–585.
360. Hafkenscheid, L.; et al. Structural Analysis of Variable Domain Glycosylation of Anti-Citrullinated Protein Antibodies in Rheumatoid Arthritis Reveals the Presence of Highly

Sialylated Glycans. Mol. Cell. Proteomics 2017, 16, 278–287.
361. Kissel, T.; et al. On the Presence of HLA-SE Alleles and ACPA-IgG Variable Domain Glycosylation in the Phase Preceding the Development of Rheumatoid Arthritis. Ann. Rheum.

Dis. 2019, 78, 1616–1620.
362. Hafkenscheid, L.; et al. N-Linked Glycans in the Variable Domain of IgG Anti–Citrullinated Protein Antibodies Predict the Development of Rheumatoid Arthritis. Arthritis

Rheumatol. 2019, 71, 1626–1633.
363. Kapur, R.; et al. Low anti-RhD IgG-Fc-Fucosylation in Pregnancy: A New Variable Predicting Severity in Haemolytic Disease of the Fetus and Newborn. Br. J. Haematol. 2014,

166, 936–945.
364. Kapur, R.; et al. A Prominent Lack of IgG1-Fc Fucosylation of Platelet Alloantibodies in Pregnancy. Blood 2014, 123, 471–480.
365. Sonneveld, M. E.; et al. Glycosylation Pattern of Anti-Platelet IgG is Stable During Pregnancy and Predicts Clinical Outcome in Alloimmune Thrombocytopenia. Br. J. Haematol.

2016, 174, 310–320.
366. Sonneveld, M. E.; et al. Antigen Specificity Determines Anti-Red Blood Cell IgG-Fc Alloantibody Glycosylation and Thereby Severity of Haemolytic Disease of the Fetus and

Newborn. Br. J. Haematol. 2017, 176, 651–660.
367. Wuhrer, M.; et al. Regulated Glycosylation Patterns of IgG During Alloimmune Responses Against Human Platelet Antigens. J. Proteome Res. 2009, 8, 450–456.
368. Chou, C. T. Binding of Rheumatoid and Lupus Synovial Fluids and Sera-Derived Human IgG Rheumatoid Factor to Degalactosylated IgG. Arch. Med. Res. 2002, 33, 541–544.
369. Aurer, I.; et al. Aberrant Glycosylation of IgG Heavy Chain in Multiple Myeloma. Coll. Antropol. 2007, 31, 247–251.
370. Fleming, S. C.; Smith, S.; Knowles, D.; Skillen, A.; Self, C. H. Increased Sialylation of Oligosaccharides on IgG Paraproteins—A Potential New Tumour Marker in Multiple

Myeloma. J. Clin. Pathol. 1998, 51, 825–830.
371. Bones, J.; et al. Glycomic and Glycoproteomic Analysis of Serum From Patients With Stomach Cancer Reveals Potential Markers Arising From Host Defense Response

Mechanisms. J. Proteome Res. 2011, 10, 1246–1265.
372. Arnold, J. N.; Saldova, R.; Abd Hamid, U. M.; Rudd, P. M. Evaluation of the Serum N-Linked Glycome for the Diagnosis of Cancer and Chronic Inflammation. Proteomics 2008, 8,

3284–3293.
373. Markiewski, M. M.; et al. Modulation of the Antitumor Immune Response by Complement. Nat. Immunol. 2008, 9, 1225–1235.
374. Zhu, D.; et al. Acquisition of Potential N-Glycosylation Sites in the Immunoglobulin Variable Region by Somatic Mutation is a Distinctive Feature of Follicular Lymphoma. Blood

2002, 99, 2562–2568.
375. Coelho, V.; et al. Glycosylation of Surface Ig Creates A Functional Bridge Between Human Follicular Lymphoma and Microenvironmental Lectins. Proc. Natl. Acad. Sci. U. S. A.

2010, 107, 18587–18592.
376. McCann, K. J.; et al. Remarkable Selective Glycosylation of the Immunoglobulin Variable Region in Follicular Lymphoma. Mol. Immunol. 2008. https://doi.org/10.1016/j.

molimm.2007.10.009.
377. Zhu, D.; Ottensmeier, C. H.; Du, M. Q.; McCarthy, H.; Stevenson, F. K. Incidence of Potential Glycosylation Sites in Immunoglobulin Variable Regions Distinguishes Between

Subsets of Burkitt’s Lymphoma and Mucosa-Associated Lymphoid Tissue Lymphoma. Br. J. Haematol. 2003, 120, 217–222.
378. Amin, R.; et al. DC-SIGN-Expressing Macrophages Trigger Activation of Mannosylated IgM B-Cell Receptor in Follicular Lymphoma. Blood 2015. https://doi.org/10.1182/blood-

2015-04-640912.
379. Parekh, R.; et al. A Comparative Analysis of Disease-Associated Changes in the Galactosylation of Serum IgG. J. Autoimmun. 1989, 2, 101–114.
380. Pilkington, C.; Yeung, E.; Isenberg, D.; Lefvert, A. K.; Rook, G. A. Agalactosyl IgG and Antibody Specificity in Rheumatoid Arthritis, Tuberculosis, Systemic Lupus Erythematosus

and Myasthenia Gravis. Autoimmunity 1995, 22, 107–111.
381. Pilkington, C.; Basaran, M.; Barlan, I.; Costello, A. M.; Rook, G. A. Raised Levels of Agalactosyl IgG in Childhood Tuberculosis. Trans. R. Soc. Trop. Med. Hyg. 1996, 90,

167–168.
382. Ackerman, M. E.; et al. Natural Variation in Fc Glycosylation of HIV-Specific Antibodies Impacts Antiviral Activity. J. Clin. Invest. 2013, 123, 2183–2192.
383. Moore, J. S.; et al. Increased Levels of Galactose-Deficient IgG in Sera of HIV-1-Infected Individuals. AIDS 2005, 19, 381–389.
384. Mehta, A. S.; et al. Increased Levels of Galactose-Deficient Anti-Gal Immunoglobulin G in the Sera of Hepatitis C Virus-Infected Individuals With Fibrosis and Cirrhosis. J. Virol.

2008, 82, 1259–1270.
385. Petrovi!c, T.; et al. Composition of the Immunoglobulin G Glycome Associates With the Severity of COVID-19. Glycobiology 2020. https://doi.org/10.1093/glycob/cwaa102.
386. Chakraborty, S.; et al. Proinflammatory IgG Fc Structures in Patients With Severe COVID-19. Nat. Immunol. 2020. https://doi.org/10.1038/s41590-020-00828-7.
387. Hoepel, W.; et al. Anti-SARS-CoV-2 IgG From Severely ill COVID-19 Patients Promotes Macrophage Hyper-Inflammatory Responses. bioRxiv 2020. https://doi.org/

10.1101/2020.07.13.190140.
388. Mahan, A. E.; et al. Antigen-Specific Antibody Glycosylation Is Regulated via Vaccination. PLoS Pathog. 2016, 12, e1005456.
389. Joseph, P. G.; Pare, G.; Anand, S. S. Exploring Gene-Environment Relationships in Cardiovascular Disease. Can. J. Cardiol. 2013. https://doi.org/10.1016/j.cjca.2012.10.009.
390. Wang, Y.; et al. The Association Between Glycosylation of Immunoglobulin G and Hypertension. Med. (United States) 2016, 95, 1–11.
391. Gao, Q.; et al. Immunoglobulin G N-Glycans as Potential Postgenomic Biomarkers for Hypertension in the Kazakh Population. OMICS 2017, 21, 380–389.
392. Barrios, C.; et al. Glycosylation Profile of IgG in Moderate Kidney Dysfunction. J. Am. Soc. Nephrol. 2016, 27, 933–941.
393. Hamczyk, M. R.; Nevado, R. M.; Barettino, A.; Fuster, V.; Andrés, V. Biological Versus Chronological Aging: JACC Focus Seminar. J. Am. Coll. Cardiol. 2020. https://doi.org/

10.1016/j.jacc.2019.11.062.
394. Papenberg, G.; Lindenberger, U.; Bäckman, L. Aging-Related Magnification of Genetic Effects on Cognitive and Brain Integrity. Trends Cogn. Sci. 2015. https://doi.org/10.1016/

j.tics.2015.06.008.
395. Peters, M. J.; et al. The Transcriptional Landscape of Age in Human Peripheral Blood. Nat. Commun. 2015. https://doi.org/10.1038/ncomms9570.
396. Jylhävä, J.; Pedersen, N. L.; Hägg, S. Biological Age Predictors. EBioMedicine 2017. https://doi.org/10.1016/j.ebiom.2017.03.046.
397. Roser, M.; Ortiz-Ospina, E.; Ritchie, H. Life Expectancy Has Improved Globally; . Available at: https://ourworldindata.org/life-expectancy#life-expectancy-has-improved-globally.

(Accessed: 8th July 2020).

Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases 37

http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1765
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1765
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1770
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1770
https://doi.org/10.1136/annrheumdis-2013-203565
https://doi.org/10.1136/annrheumdis-2013-203565
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1785
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1790
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1795
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1795
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1800
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1800
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1805
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1805
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1810
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1810
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1815
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1815
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1820
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1820
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1825
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1830
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1830
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1835
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1835
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1840
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1845
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1850
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1855
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1855
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1860
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1860
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1865
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1865
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1870
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1875
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1875
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1880
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1880
https://doi.org/10.1016/j.molimm.2007.10.009
https://doi.org/10.1016/j.molimm.2007.10.009
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1890
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1890
https://doi.org/10.1182/blood-2015-04-640912
https://doi.org/10.1182/blood-2015-04-640912
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1900
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1905
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1905
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1910
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1910
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1915
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1920
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1925
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1925
https://doi.org/10.1093/glycob/cwaa102
https://doi.org/10.1038/s41590-020-00828-7
https://doi.org/10.1101/2020.07.13.190140
https://doi.org/10.1101/2020.07.13.190140
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1945
https://doi.org/10.1016/j.cjca.2012.10.009
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1955
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1960
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf1965
https://doi.org/10.1016/j.jacc.2019.11.062
https://doi.org/10.1016/j.jacc.2019.11.062
https://doi.org/10.1016/j.tics.2015.06.008
https://doi.org/10.1016/j.tics.2015.06.008
https://doi.org/10.1038/ncomms9570
https://doi.org/10.1016/j.ebiom.2017.03.046
https://ourworldindata.org/life-expectancy%23life-expectancy-has-improved-globally


398. Butler, R. N.; et al. Biomarkers of Aging: From Primitive Organisms to Humans. J. Gerontol. 2004. https://doi.org/10.1093/gerona/59.6.B560.
399. Johnson, T. E. Recent Results: Biomarkers of Aging. Exp. Gerontol. 2006, 41, 1243–1246.
400. Justice, J. N.; Kritchevsky, S. B. Putting Epigenetic Biomarkers to the Test for Clinical Trials. Elife 2020. https://doi.org/10.7554/eLife.58592.
401. Muller, J. H. The Remaking of Chromosomes. Collect. Net 1938.
402. McClintock, B. The Behavior in Successive Nuclear Divisions of a Chromosome Broken at Meiosis. Proc. Natl. Acad. Sci. 1939. https://doi.org/10.1073/pnas.25.8.405.
403. Olovnikov, A. M. A Theory of Marginotomy. J. Theor. Biol. 1973. https://doi.org/10.1016/0022-5193(73)90198-7.
404. Watson, J. D. Origin of Concatemeric T7 DNA. Nat. New Biol. 1972. https://doi.org/10.1038/newbio239197a0.
405. Oeseburg, H.; De Boer, R. A.; Van Gilst, W. H.; Van Der Harst, P. Telomere Biology in Healthy Aging and Disease. Pflugers Arch. Eur. J. Physiol. 2010. https://doi.org/10.1007/

s00424-009-0728-1.
406. Blackburn, E. H.; Epel, E. S.; Lin, J. Human Telomere Biology: A Contributory and Interactive Factor in Aging, Disease Risks, and Protection. Science 2015. https://doi.org/

10.1126/science.aab3389.
407. Hammadah, M.; et al. Telomere Shortening, Regenerative Capacity, and Cardiovascular Outcomes. Circ. Res. 2017. https://doi.org/10.1161/CIRCRESAHA.116.309421.
408. Rehkopf, D. H.; et al. Leukocyte Telomere Length in Relation to 17 Biomarkers of Cardiovascular Disease Risk: A Cross-Sectional Study of US Adults. PLoS Med. 2016. https://

doi.org/10.1371/journal.pmed.1002188.
409. Kimura, M.; et al. Telomere Length and Mortality: A Study of Leukocytes in Elderly Danish Twins. Am. J. Epidemiol. 2008. https://doi.org/10.1093/aje/kwm380.
410. Haycock, P. C.; et al. Leucocyte Telomere Length and Risk of Cardiovascular Disease: Systematic Review and Meta- Analysis. BMJ 2014. https://doi.org/10.1136/bmj.g4227.
411. Rode, L.; Nordestgaard, B. G.; Bojesen, S. E. Peripheral Blood Leukocyte Telomere Length and Mortality Among 64 637 Individuals From the General Population. J. Natl. Cancer

Inst. 2015. https://doi.org/10.1093/jnci/djv074.
412. Bernardes de Jesus, B.; et al. Telomerase Gene Therapy in Adult and Old Mice Delays Aging and Increases Longevity Without Increasing Cancer. EMBO Mol. Med. 2012. https://

doi.org/10.1002/emmm.201200245.
413. Srinivas, N.; Rachakonda, S.; Kumar, R. Telomeres and Telomere Length: A General Overview. Cancer 2020. https://doi.org/10.3390/cancers12030558.
414. Haycock, P. C.; et al. Association Between Telomere Length and Risk of Cancer and Non-Neoplastic Diseases a Mendelian Randomization Study. JAMA Oncol. 2017. https://doi.

org/10.1001/jamaoncol.2016.5945.
415. Valdes, A. M.; et al. Obesity, Cigarette Smoking, and Telomere Length in Women. Lancet 2005, 366, 662–664.
416. Robertson, T.; et al. Is Socioeconomic Status Associated With Biological Aging as Measured by Telomere Length?Epidemiol. Rev. 2013. https://doi.org/10.1093/epirev/mxs001.
417. Weischer, M.; Bojesen, S. E.; Nordestgaard, B. G. Telomere Shortening Unrelated to Smoking, Body Weight, Physical Activity, and Alcohol Intake: 4,576 General Population

Individuals with Repeat Measurements 10 Years Apart. PLoS Genet. 2014. https://doi.org/10.1371/journal.pgen.1004191.
418. Gardner, M. P.; et al. Telomere Length and Physical Performance at Older Ages: An Individual Participant Meta-Analysis. PLoS One 2013. https://doi.org/10.1371/journal.

pone.0069526.
419. Mather, K. A.; Jorm, A. F.; Parslow, R. A.; Christensen, H. Is Telomere Length a Biomarker of Aging? A Review. J. Gerontol. 2011. https://doi.org/10.1093/gerona/glq180.
420. Berdyshev, G. D.; Korotaev, G. K.; Boiarskikh, G. V.; Vaniushin, B. F. Nucleotide Composition of DNA and RNA From Somatic Tissues of Humpback and Its Changes During

Spawning. Biokhimiia 1967, 32, 988–993.
421. Bell, J. T.; et al. Epigenome-Wide Scans Identify Differentially Methylated Regions for Age and Age-Related Phenotypes in a Healthy Ageing Population. PLoS Genet. 2012, 8,

e1002629.
422. Koch, C. M.; Wagner, W. Epigenetic-Aging-Signature to Determine Age in Different Tissues. Aging (Albany. NY) 2011. https://doi.org/10.18632/aging.100395.
423. Horvath, S.; et al. Aging Effects on DNA Methylation Modules in Human Brain and Blood Tissue. Genome Biol. 2012. https://doi.org/10.1186/gb-2012-13-10-r97.
424. Hillary, R. F.; et al. Epigenetic Measures of Ageing Predict the Prevalence and Incidence of Leading Causes of Death and Disease Burden. Clin. Epigenetics 2020. https://doi.org/

10.1186/s13148-020-00905-6.
425. Horvath, S.; Raj, K. DNA Methylation-Based Biomarkers and the Epigenetic Clock Theory of Ageing. Nat. Rev. Genet. 2018. https://doi.org/10.1038/s41576-018-0004-3.
426. Hannum, G.; et al. Genome-Wide Methylation Profiles Reveal Quantitative Views of Human Aging Rates. Mol. Cell 2013, 49, 359–367.
427. Horvath, S. DNA Methylation Age of Human Tissues and Cell Types. Genome Biol. 2013. https://doi.org/10.1186/gb-2013-14-10-r115.
428. Levine, M. E.; Lu, A. T.; Bennett, D. A.; Horvath, S. Epigenetic Age of the Pre-Frontal Cortex is Associated With Neuritic Plaques, Amyloid Load, and Alzheimer’s Disease Related

Cognitive Functioning. Aging (Albany. NY) 2015. https://doi.org/10.18632/aging.100864.
429. Marioni, R. E.; et al. DNA Methylation Age of Blood Predicts All-Cause Mortality in Later Life. Genome Biol. 2015. https://doi.org/10.1186/s13059-015-0584-6.
430. Horvath, S.; Ritz, B. R. Increased Epigenetic Age and Granulocyte Counts in the Blood of Parkinson’s Disease Patients. Aging (Albany. NY) 2015. https://doi.org/10.18632/

aging.100859.
431. Marioni, R. E.; et al. The Epigenetic Clock is Correlated With Physical and Cognitive Fitness in the Lothian Birth Cohort 1936. Int. J. Epidemiol. 2015. https://doi.org/10.1093/ije/

dyu277.
432. Horvath, S.; et al. Obesity Accelerates Epigenetic Aging of Human Liver. Proc. Natl. Acad. Sci. U. S. A. 2014, 111, 15538–15543.
433. Horvath, S.; et al. Accelerated Epigenetic Aging in Down Syndrome. Aging Cell 2015. https://doi.org/10.1111/acel.12325.
434. Horvath, S.; Levine, A. J. HIV-1 Infection Accelerates Age According to the Epigenetic Clock. J Infect Dis 2015. https://doi.org/10.1093/infdis/jiv277.
435. Chen, B. H.; et al. DNA Methylation-Based Measures of Biological Age: Meta-Analysis Predicting Time to Death. Aging (Albany. NY) 2016. https://doi.org/10.18632/

aging.101020.
436. Christiansen, L.; et al. DNA Methylation Age is Associated With Mortality in a Longitudinal Danish Twin Study. Aging Cell 2016. https://doi.org/10.1111/acel.12421.
437. Horvath, S.; et al. Decreased Epigenetic Age of PBMCs From Italian Semi-Supercentenarians and Their Offspring. Aging (Albany. NY) 2015. https://doi.org/10.18632/

aging.100861.
438. Weidner, C. I.; et al. Aging of Blood Can Be Tracked by DNA Methylation Changes at Just Three CpG Sites. Genome Biol. 2014. https://doi.org/10.1186/gb-2014-15-2-r24.
439. Bacos, K.; et al. Blood-Based Biomarkers of Age-Associated Epigenetic Changes in Human Islets Associate With Insulin Secretion and Diabetes. Nat. Commun. 2016. https://

doi.org/10.1038/ncomms11089.
440. Nelson, P. G.; Promislow, D. E. L.; Masel, J. Biomarkers for Aging Identified in Cross-Sectional Studies Tend to Be Non-Causative. J. Gerontol. 2020. https://doi.org/10.1093/

gerona/glz174.
441. Marioni, R. E.; et al. Tracking the Epigenetic Clock Across the Human Life Course: A Meta-Analysis of Longitudinal Cohort Data. J. Gerontol. 2019. https://doi.org/10.1093/

gerona/gly060.
442. Russell, A. C.; et al. Why Not Use the Immunoglobulin G N-Glycans as Predictor Variables in Disease Biomarker-Phenotype Association Studies? A Multivariate Analysis. Omi.

A J. Integr. Biol. 2019, 23, 1–3.
443. Le Couteur, D. G.; Simpson, S. J.; de Cabo, R. Are Glycans the Holy Grail for Biomarkers of Aging? (Comment on: Glycans Are a Novel Biomarker of Chronological and Biological

Age by Kristic et al.). J. Gerontol. A Biol. Sci. Med. Sci. 2013. https://doi.org/10.1093/gerona/glt202.
444. Cole, J. H.; Marioni, R. E.; Harris, S. E.; Deary, I. J. Brain Age and Other Bodily ‘Ages’: Implications for Neuropsychiatry. Mol. Psychiatry 2019. https://doi.org/10.1038/s41380-

018-0098-1.
445. Hudetz, D.; et al. The Effect of Intra-articular Injection of Autologous Microfragmented Fat Tissue on Proteoglycan Synthesis in Patients With Knee Osteoarthritis. Genes (Basel)

2017, 8 (10), 270.
446. Costa, J.; et al. Exploring Cerebrospinal Fluid IgG N-Glycosylation as Potential Biomarker for Amyotrophic Lateral Sclerosis. Mol. Neurobiol. 2019. https://doi.org/10.1007/

s12035-019-1482-9.

38 Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases

https://doi.org/10.1093/gerona/59.6.B560
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2000
https://doi.org/10.7554/eLife.58592
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2010
https://doi.org/10.1073/pnas.25.8.405
https://doi.org/10.1016/0022-5193(73)90198-7
https://doi.org/10.1038/newbio239197a0
https://doi.org/10.1007/s00424-009-0728-1
https://doi.org/10.1007/s00424-009-0728-1
https://doi.org/10.1126/science.aab3389
https://doi.org/10.1126/science.aab3389
https://doi.org/10.1161/CIRCRESAHA.116.309421
https://doi.org/10.1371/journal.pmed.1002188
https://doi.org/10.1371/journal.pmed.1002188
https://doi.org/10.1093/aje/kwm380
https://doi.org/10.1136/bmj.g4227
https://doi.org/10.1093/jnci/djv074
https://doi.org/10.1002/emmm.201200245
https://doi.org/10.1002/emmm.201200245
https://doi.org/10.3390/cancers12030558
https://doi.org/10.1001/jamaoncol.2016.5945
https://doi.org/10.1001/jamaoncol.2016.5945
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2080
https://doi.org/10.1093/epirev/mxs001
https://doi.org/10.1371/journal.pgen.1004191
https://doi.org/10.1371/journal.pone.0069526
https://doi.org/10.1371/journal.pone.0069526
https://doi.org/10.1093/gerona/glq180
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2105
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2105
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2110
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2110
https://doi.org/10.18632/aging.100395
https://doi.org/10.1186/gb-2012-13-10-r97
https://doi.org/10.1186/s13148-020-00905-6
https://doi.org/10.1186/s13148-020-00905-6
https://doi.org/10.1038/s41576-018-0004-3
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2135
https://doi.org/10.1186/gb-2013-14-10-r115
https://doi.org/10.18632/aging.100864
https://doi.org/10.1186/s13059-015-0584-6
https://doi.org/10.18632/aging.100859
https://doi.org/10.18632/aging.100859
https://doi.org/10.1093/ije/dyu277
https://doi.org/10.1093/ije/dyu277
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2165
https://doi.org/10.1111/acel.12325
https://doi.org/10.1093/infdis/jiv277
https://doi.org/10.18632/aging.101020
https://doi.org/10.18632/aging.101020
https://doi.org/10.1111/acel.12421
https://doi.org/10.18632/aging.100861
https://doi.org/10.18632/aging.100861
https://doi.org/10.1186/gb-2014-15-2-r24
https://doi.org/10.1038/ncomms11089
https://doi.org/10.1038/ncomms11089
https://doi.org/10.1093/gerona/glz174
https://doi.org/10.1093/gerona/glz174
https://doi.org/10.1093/gerona/gly060
https://doi.org/10.1093/gerona/gly060
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2215
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2215
https://doi.org/10.1093/gerona/glt202
https://doi.org/10.1038/s41380-018-0098-1
https://doi.org/10.1038/s41380-018-0098-1
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2230
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2230
https://doi.org/10.1007/s12035-019-1482-9
https://doi.org/10.1007/s12035-019-1482-9


447. Keser, T.; Pavic, T.; Lauc, G.; Gornik, O. Comparison of 2-Aminobenzamide, Procainamide and RapiFluor-MS as Derivatizing Agents for High-Throughput HILIC-UPLC-FLR-MS
N-Glycan Analysis. Front. Chem. 2018. https://doi.org/10.3389/fchem.2018.00324.

448. Vilaj, M.; Lauc, G.; Trbojevi!c-Akma"ci!c, I. Evaluation of Different PNGase F Enzymes in Immunoglobulin G and Total Plasma N-Glycans Analysis. Glycobiology 2020. https://doi.
org/10.1093/glycob/cwaa047.

449. Schwedler, C.; et al. Sialic Acid Methylation Refines Capillary Electrophoresis Laser-Induced Fluorescence Analyses of Immunoglobulin G N-Glycans of Ovarian Cancer Patients.
Electrophoresis 2014, 35, 1025–1031.

450. Van Der Burgt, Y. E. M.; et al. Structural Analysis of Monoclonal Antibodies by Ultrahigh Resolution MALDI In-Source Decay FT-ICR Mass Spectrometry. Anal. Chem. 2019.
https://doi.org/10.1021/acs.analchem.8b04515.

451. de Haan, N.; Reiding, K. R.; Wuhrer, M. Sialic Acid Derivatization for the Rapid Subclass-and Sialic Acid Linkage-Specific MALDI-TOF-MS Analysis of IgG Fc-Glycopeptides. In
Methods in Molecular Biology, Humana Press Inc., 2017; vol. 1503; pp 49–62

452. Szekrényes, Á.; et al. High-Throughput Analysis of Therapeutic and Diagnostic Monoclonal Antibodies by Multicapillary SDS Gel Electrophoresis in Conjunction With Covalent
Fluorescent Labeling. Anal. Bioanal. Chem. 2012. https://doi.org/10.1007/s00216-012-6213-2.

453. Szigeti, M.; Guttman, A. High-Throughput N-Glycan Analysis With Rapid Magnetic Bead-Based Sample Preparation. In Methods in Molecular Biology, Humana Press Inc., 2017;
vol. 1503; pp 265–272

454. De Haan, N.; et al. Linkage-Specific Sialic Acid Derivatization for MALDI-TOF-MS Profiling of IgG Glycopeptides. Anal. Chem. 2015. https://doi.org/10.1021/acs.
analchem.5b02426.

455. Reusch, D.; et al. High-Throughput Glycosylation Analysis of Therapeutic Immunoglobulin G by Capillary Gel Electrophoresis Using a DNA Analyzer. MAbs 2013, 6, 185–196.
published online.

456. Doherty, M.; et al. An Automated Robotic Platform for Rapid Profiling Oligosaccharide Analysis of Monoclonal Antibodies Directly From Cell Culture. Anal. Biochem. 2013, 442,
10–18.

457. Fang, Y.; Chu, T. H.; Ackerman, M. E.; Griswold, K. E. Going Native: Direct High Throughput Screening of Secreted Full-Length IgG Antibodies Against Cell Membrane Proteins.
MAbs 2017. https://doi.org/10.1080/19420862.2017.1381812.

458. Simunovic, J.; et al. Comprehensive N-Glycosylation Analysis of Immunoglobulin G From Dried Blood Spots. Glycobiology 2019, 29, 817–821.
459. Jansen, B. C.; et al. LaCyTools: A Targeted Liquid Chromatography-Mass Spectrometry Data Processing Package for Relative Quantitation of Glycopeptides. J. Proteome Res.

2016, 15, 2198–2210.
460. Agakova, A.; Vuckovic, F.; Klaric, L.; Lauc, G.; Agakov, F. Automated Integration of a UPLC Glycomic Profile. Methods Mol. Biol. 2017, 1503, 217–233.
461. Uh, H. W.; et al. Choosing Proper Normalization Is Essential for Discovery of Sparse Glycan Biomarkers. Mol. Omi. 2020, 16, 231–242.
462. Zaytseva, O. O.; et al. Fc-Linked IgG N-Glycosylation in FcgR Knock-Out Mice. Front. Cell Dev. Biol. 2020, 8, 1–9.
463. de Haan, N.; et al. The N-Glycosylation of Mouse Immunoglobulin G (IgG)-Fragment Crystallizable Differs Between IgG Subclasses and Strains. Front. Immunol. 2017, 8, 608.
464. Epp, A.; et al. Sialylation of IgG Antibodies Inhibits IgG-Mediated Allergic Reactions. J. Allergy Clin. Immunol. 2017. https://doi.org/10.1016/j.jaci.2017.06.021.
465. Petry, J.; et al. Enriched Blood IgG Sialylation Attenuates IgG-Mediated and IgG-Controlled-IgE-Mediated Allergic Reactions. J. Allergy Clin. Immunol. 2020. https://doi.org/

10.1016/j.jaci.2020.05.056.
466. Krišti!c, J.; et al. Profiling and Genetic Control of the Murine Immunoglobulin G Glycome. Nat. Chem. Biol. 2018. https://doi.org/10.1038/s41589-018-0034-3.
467. Zaytseva, O. O.; et al. MIgGGly (Mouse IgG Glycosylation Analysis)—A High-Throughput Method for Studying Fc-Linked IgG N-Glycosylation in Mice With nanoUPLC-ESI-MS. Sci.

Rep. 2018. https://doi.org/10.1038/s41598-018-31844-1.
468. Patenaude, A.-M.; Erhardt, J.; Rapp, E.; Lauc, G.; Pezer, M. N-Glycosylation Analysis of Mouse Immunoglobulin G Isolated From Dried Blood Spots. Electrophoresis 2021.

submitted.
469. Boesch, A. W.; et al. Biophysical and Functional Characterization of Rhesus Macaque IgG Subclasses. Front. Immunol. 2016. https://doi.org/10.3389/fimmu.2016.00589.
470. Qian, Y.; et al. Quantitative Analysis of Serum IgG Galactosylation Assists Differential Diagnosis of Ovarian Cancer. J. Proteome Res. 2013, 12, 4046–4055.
471. Kawaguchi-Sakita, N.; et al. Serum Immunoglobulin G Fc Region N-Glycosylation Profiling by Matrix-Assisted Laser Desorption/Ionization Mass Spectrometry Can Distinguish

Breast Cancer Patients From Cancer-Free Controls. Biochem. Biophys. Res. Commun. 2016, 469, 1140–1145.
472. Váradi, C.; et al. Combination of IgG N-Glycomics and Corresponding Transcriptomics Data to Identify Anti-TNF-a Treatment Responders in Inflammatory Diseases.

Electrophoresis 2015. https://doi.org/10.1002/elps.201400575.
473. Kanoh, Y.; et al. Changes in Serum IgG Oligosaccharide Chains With Prostate Cancer Progression. Anticancer Res 2004, 24, 3135–3139.
474. Kanoh, Y.; Ohara, T.; Tadano, T.; Kanoh, M.; Akahoshi, T. Changes to N-Linked Oligosaccharide Chains of Human Serum Immunoglobulin G and Matrix Metalloproteinase-2 With

Cancer Progression. Anticancer Res. 2008, 28, 715–720.
475. Collins, E. S.; et al. Glycosylation Status of Serum in Inflammatory Arthritis in Response to Anti-TNF Treatment. Rheumatol. (United Kingdom) 2013. https://doi.org/10.1093/

rheumatology/ket189.
476. Ogata, S.; et al. Treatment Response in Kawasaki Disease Is Associated With Sialylation Levels of Endogenous but Not Therapeutic Intravenous Immunoglobulin G. PLoS One

2013, 8, e81448.
477. Lundstrom, S. L.; et al. IgG Fc Galactosylation Predicts Response to Methotrexate in Early Rheumatoid Arthritis. Arthritis Res. Ther. 2017, 19, 182.
478. Ercan, A.; et al. Hypogalactosylation of Serum N-Glycans Fails to Predict Clinical Response to Methotrexate and TNF Inhibition in Rheumatoid Arthritis. Arthritis Res. Ther. 2012.

https://doi.org/10.1186/ar3756.
479. Callewaert, N.; et al. Noninvasive Diagnosis of Liver Cirrhosis Using DNA Sequencer-Based Total Serum Protein Glycomics. Nat. Med. 2004, 10, 429–434.
480. Vanderschaeghe, D.; et al. High-Throughput Profiling of the Serum N-Glycome on Capillary Electrophoresis Microfluidics Systems: Toward Clinical Implementation of

GlycoHepatoTest. Anal. Chem. 2010, 82, 7408–7415.
481. Vanderschaeghe, D.; et al. GlycoFibroTest Is a Highly Performant Liver Fibrosis Biomarker Derived From DNA Sequencer-Based Serum Protein Glycomics. Mol. Cell. Proteomics

2009. https://doi.org/10.1074/mcp.M800470-MCP200.
482. Helena Biosciences, L. Helena Biosciences: Glyco Liver Profile. Available at: https://www.helena-biosciences.com/en/clinical-electrophoresis/v8-nexus/tests/glyco-liver-profile/.

(Accessed: 15th September 2020)
483. Barnhart, B. C.; Quigley, M. Role of Fc-FcgR Interactions in the Antitumor Activity of Therapeutic Antibodies. Immunol. Cell Biol. 2017. https://doi.org/10.1038/icb.2016.121.
484. Robak, T. GA-101, a Third-Generation, Humanized and Glyco-Engineered anti-CD20 mAb for the Treatment of B-Cell Lymphoid Malignancies. Curr. Opin. Investig. Drugs 2009.
485. Dalle, S.; et al. Preclinical Studies on the Mechanism of Action and the Anti-Lymphoma Activity of the Novel Anti-CD20 Antibody GA101. Mol. Cancer Ther. 2011. https://doi.org/

10.1158/1535-7163.MCT-10-0385.
486. Kern, D. J.; et al. GA101 Induces NK-Cell Activation and Antibody-Dependent Cellular Cytotoxicity More Effectively Than Rituximab When Complement Is Present. Leuk.

Lymphoma 2013. https://doi.org/10.3109/10428194.2013.781169.
487. Golay, J.; et al. Glycoengineered CD20 Antibody Obinutuzumab Activates Neutrophils and Mediates Phagocytosis Through CD16B More Efficiently Than Rituximab. Blood 2013.

https://doi.org/10.1182/blood-2013-05-504043.
488. Gasdaska, J. R.; Sherwood, S.; Regan, J. T.; Dickey, L. F. An Afucosylated Anti-CD20 Monoclonal Antibody With Greater Antibody-Dependent Cellular Cytotoxicity and B-Cell

Depletion and Lower Complement-Dependent Cytotoxicity Than Rituximab. Mol. Immunol. 2012. https://doi.org/10.1016/j.molimm.2012.01.001.
489. Le, N. P. L.; Bowden, T. A.; Struwe, W. B.; Crispin, M. Immune Recruitment or Suppression by Glycan Engineering of Endogenous and Therapeutic Antibodies. Biochim. Biophys.

Acta - Gen. Subj. 2016, 1860, 1655–1668.
490. Mori, K.; et al. Engineering Chinese Hamster Ovary Cells to Maximize Effector Function of Produced Antibodies Using FUT8 siRNA. Biotechnol. Bioeng. 2004, 88, 901–908.

Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases 39

https://doi.org/10.3389/fchem.2018.00324
https://doi.org/10.1093/glycob/cwaa047
https://doi.org/10.1093/glycob/cwaa047
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2250
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2250
https://doi.org/10.1021/acs.analchem.8b04515
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2260
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2260
https://doi.org/10.1007/s00216-012-6213-2
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2270
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2270
https://doi.org/10.1021/acs.analchem.5b02426
https://doi.org/10.1021/acs.analchem.5b02426
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2280
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2280
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2285
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2285
https://doi.org/10.1080/19420862.2017.1381812
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2295
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2300
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2300
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2305
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2310
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2315
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2315
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2320
https://doi.org/10.1016/j.jaci.2017.06.021
https://doi.org/10.1016/j.jaci.2020.05.056
https://doi.org/10.1016/j.jaci.2020.05.056
https://doi.org/10.1038/s41589-018-0034-3
https://doi.org/10.1038/s41598-018-31844-1
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2345
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2345
https://doi.org/10.3389/fimmu.2016.00589
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2355
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2360
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2360
https://doi.org/10.1002/elps.201400575
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2370
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2375
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2375
https://doi.org/10.1093/rheumatology/ket189
https://doi.org/10.1093/rheumatology/ket189
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2385
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2385
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2390
https://doi.org/10.1186/ar3756
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2400
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2405
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2405
https://doi.org/10.1074/mcp.M800470-MCP200
https://www.helena-biosciences.com/en/clinical-electrophoresis/v8-nexus/tests/glyco-liver-profile/
https://doi.org/10.1038/icb.2016.121
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2420
https://doi.org/10.1158/1535-7163.MCT-10-0385
https://doi.org/10.1158/1535-7163.MCT-10-0385
https://doi.org/10.3109/10428194.2013.781169
https://doi.org/10.1182/blood-2013-05-504043
https://doi.org/10.1016/j.molimm.2012.01.001
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2445
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2445
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2450


491. Yamane-Ohnuki, N.; et al. Establishment of FUT8 Knockout Chinese Hamster Ovary Cells: An Ideal Host Cell Line for Producing Completely Defucosylated Antibodies With
Enhanced Antibody-Dependent Cellular Cytotoxicity. Biotechnol. Bioeng. 2004, 87, 614–622.

492. Mimura, Y.; et al. Glycosylation Engineering of Therapeutic IgG Antibodies: Challenges for the Safety, Functionality and Efficacy. Protein Cell 2018. https://doi.org/10.1007/
s13238-017-0433-3.

493. Van Landuyt, L.; Lonigro, C.; Meuris, L.; Callewaert, N. Customized Protein Glycosylation to Improve Biopharmaceutical Function and Targeting. Curr. Opin. Biotechnol. 2019.
https://doi.org/10.1016/j.copbio.2018.11.017.

494. Beck, A.; et al. Trends in Glycosylation, Glycoanalysis and Glycoengineering of Therapeutic Antibodies and Fc-Fusion Proteins. Curr. Pharm. Biotechnol. 2008. https://doi.org/
10.2174/138920108786786411.

495. Arroyo, S.; et al. Hyper-Sialylated IgG M254, an Innovative Therapeutic Candidate, Evaluated in Healthy Volunteers and in Patients with Immune Thrombocytopenia Purpura:
Safety, Tolerability, Pharmacokinetics, and Pharmacodynamics. Blood 2019. https://doi.org/10.1182/blood-2019-125993.

496. Yiang, Q. Chemoenzymatic Glycan Remodeling of IVIG for Improved Anti-inflammatory Activity; . Available at: https://grantome.com/grant/NIH/R44-GM123823-02A1.
(Accessed: 11th October 2020).

497. Boesch, A. W.; Alter, G.; Ackerman, M. E. Prospects for Engineering HIV-Specific Antibodies for Enhanced Effector Function and Half-Life. Curr. Opin. HIV AIDS 2015. https://doi.
org/10.1097/COH.0000000000000149.

498. Winkler, A.; Berger, M.; Ehlers, M. Anti-rhesus D Prophylaxis in Pregnant Women Is Based on Sialylated IgG Antibodies. F1000Res 2013, 2, 169.
499. Mihai, S.; et al. In Vivo Enzymatic Modulation of IgG Antibodies Prevents Immune Complex-Dependent Skin Injury. Exp. Dermatol. 2017, 26, 691–696.
500. Nandakumar, K. S.; et al. Endoglycosidase Treatment Abrogates IgG Arthritogenicity: Importance of IgG Glycosylation in Arthritis. Eur. J. Immunol. 2007, 37, 2973–2982.
501. Pagan, J. D.; Kitaoka, M.; Anthony, R. M. Engineered Sialylation of Pathogenic Antibodies In Vivo Attenuates Autoimmune Disease. Cell 2018. https://doi.org/10.1016/j.

cell.2017.11.041.
502. Espy, C.; et al. Sialylation Levels of Anti-proteinase 3 Antibodies Are Associated With the Activity of Granulomatosis With Polyangiitis (Wegener’s). Arthritis Rheum. 2011, 63,

2105–2115.
503. Vestrheim, A. C.; et al. A Pilot Study Showing Differences in Glycosylation Patterns of IgG Subclasses Induced by Pneumococcal, Meningococcal, and Two Types of Influenza

Vaccines. Immun Inflamm Dis 2014, 2, 76–91.
504. Bond, A.; et al. A Detailed Lectin Analysis of IgG Glycosylation, Demonstrating Disease Specific Changes in Terminal Galactose and N-Acetylglucosamine. J. Autoimmun. 1997,

10, 77–85.
505. Matsumoto, A.; Shikata, K.; Takeuchi, F.; Kojima, N.; Mizuochi, T. Autoantibody Activity of IgG Rheumatoid Factor Increases With Decreasing Levels of Galactosylation and

Sialylation. J. Biochem. 2000, 128, 621–628.
506. Magorivska, I.; et al. Sialylation of anti-histone immunoglobulin G autoantibodies determines their capabilities to participate in the clearance of late apoptotic cells. Clin. Exp.

Immunol. 2016, 184, 110–117.
507. Kemna, M. J.; et al. Galactosylation and Sialylation Levels of IgG Predict Relapse in Patients With PR3-ANCA Associated Vasculitis. EBioMedicine 2017, 17, 108–118.
508. Wuhrer, M.; et al. Skewed Fc Glycosylation Profiles of Anti-Proteinase 3 Immunoglobulin G1 Autoantibodies From Granulomatosis With Polyangiitis Patients Show Low Levels of

Bisection, Galactosylation, and Sialylation. J. Proteome Res. 2015, 14, 1657–1665.
509. Sonneveld, M. E.; et al. Patients With IgG1-Anti-Red Blood Cell Autoantibodies Show Aberrant Fc-Glycosylation. Sci. Rep. 2017, 7, 8187.
510. Gercel-Taylor, C.; Bazzett, L. B.; Taylor, D. D. Presence of Aberrant Tumor-Reactive Immunoglobulins in the Circulation of Patients With Ovarian Cancer. Gynecol. Oncol. 2001,

81, 71–76.
511. Chakraborty, S.; et al. Symptomatic SARS-CoV-2 Infections Display Specific IgG Fc Structures. medRxiv 2020. https://doi.org/10.1101/2020.05.15.20103341.
512. Irvine, E. B.; Alter, G. Understanding the Role of Antibody Glycosylation Through the Lens of Severe Viral and Bacterial Diseases. Glycobiology 2020, 30, 241–253.
513. Wang, T. T.; et al. Anti-HA Glycoforms Drive B Cell Affinity Selection and Determine Influenza Vaccine Efficacy. Cell 2015, 162, 160–169.

40 Systems Glycobiology: Immunoglobulin G Glycans as Biomarkers and Functional Effectors in Aging and Diseases

http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2455
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2455
https://doi.org/10.1007/s13238-017-0433-3
https://doi.org/10.1007/s13238-017-0433-3
https://doi.org/10.1016/j.copbio.2018.11.017
https://doi.org/10.2174/&spi1;138920108786786411
https://doi.org/10.2174/&spi1;138920108786786411
https://doi.org/10.1182/blood-2019-125993
https://grantome.com/grant/NIH/R44-GM123823-02A1
https://doi.org/10.1097/COH.0000000000000149
https://doi.org/10.1097/COH.0000000000000149
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2490
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2495
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2500
https://doi.org/10.1016/j.cell.2017.11.041
https://doi.org/10.1016/j.cell.2017.11.041
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2510
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2510
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2515
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2515
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2520
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2520
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2525
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2525
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2530
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2530
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2535
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2540
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2540
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2545
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2550
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2550
https://doi.org/10.1101/&spi1;2020.05.15.20103341
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2560
http://refhub.elsevier.com/B978-0-12-819475-1.00086-9/rf2565

