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Multivalent carbohydrate-based ligands that can inhibit biomedically 

important protein–carbohydrate interactions have therapeutic potential. One 

of the important targets for therapeutic intervention is the binding processes 

mediated through the interactions of bacterial toxins with cell-surface 

receptors. Inhibition of these interactions has the potential to prevent the 

toxins from reaching their site of action, and thus, averting the subsequent 

toxin effects. Even though, multivalent inhibitors that engage in multiple 

weak interactions can enhance the overall binding interaction, it has been 

observed that tailoring of specific ligands based on the functional 

carbohydrate receptor can greatly improve the binding strength of inhibitors. 

In this thesis, we have engineered the CHO cell line to produce the 

recombinant mucin-type fusion protein with tailored glycosylation by 

expressing P-selectin glycoprotein ligand-1/mouse immunoglobulin G2b 

(PSGL-1/mIgG2b) together with glycosyltransferases that are known to 

mediate the biosynthesis of specific carbohydrate determinants. PSGL-

1/mIgG2b, which we have proposed as a versatile inhibitor of protein–

carbohydrate interactions, consist of the extracellular part of P-selectin 

glycoprotein ligand-1(PSGL-1) fused to the Fc part of mouse IgG2b. The 

high density expression of O-linked glycans in the mucin part of PSGL-

1/mIgG2b provides the scaffold for multivalent display of bioactive 

carbohydrate determinants, making it suitable as an inhibitor of carbohydrate-

binding bacterial toxins, microbial adhesins, viral surface proteins, and 

antibodies. 

In paper I and IV, genetically engineered CHO cells were used to produce 

PSGL-1/mIgG2b carrying the functional carbohydrate receptors of Shiga 

toxin 1 and 2 (Stx1 and Stx2) and C. difficile toxin A, respectively. The blood 

group P1 determinant generated in multiple copies on PSGL-1/mIgG2b by 

the expression of pigeon 4GalT and the core 2 enzyme (C26GnT1) bound 

with high avidity to both Stx1 and Stx2. In Paper IV, PSGL-1/mIgG2b 

expressing terminal Gal1,3Gal was shown to bind C. difficile toxin A and to 

inhibit its cytotoxic and hemagglutinating properties. 

In paper II and III, PSGL-1/mIgG2b was used as a probe to understand the 

O-glycan biosynthesis pathways in CHO cells. The expression of various O-

glycan core chain glycosyltransferases aided in defining their in vivo glycan 

specificities and their potential competition with the endogenous CHO 

glycosylation machinery. In paper II, small-scale transient transfections were 



 

employed to analyze the effects of O-glycan core enzymes, ST6GAL1 and 

CHST4 on the O-glycome repertoire of PSGL-1/mIgG2b. Using these data, 

in paper III, a panel of recombinant mucins carrying terminal 2,3- or 2,6-

linked sialic acid on defined O-glycan core saccharide chains was produced 

by generating stable CHO cell lines. Owing to the pathobiological 

significance of sialylated glycans, these recombinant mucins will be an 

important tool for determining the fine O-glycan binding specificity of sialic 

acid-specific microbial adhesins and lectins. 

In conclusion, we have recreated the enzymatic pathways involved in the 

biosynthesis of specific target carbohydrate determinants on defined O-

glycan chains in CHO cells. Using a mucin-type scaffold has allowed us to 

create high affinity, multivalent carbohydrate ligands and inhibitors of 

bacterial toxins. 
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SAMMANFATTNING PÅ SVENSKA 

Ett första steg i en infektion utgörs av bakteriers eller virus bindning till 

cellytan. Denna vidhäftning förmedlas ofta av att proteiner på smittämnet 

binder till sockermolekyler på cellytan. Detsamma gäller bakterietoxiner som 

vid många bakterieinfektioner är den faktor som orsakar vävnadsskadan. 

Arbetet i denna avhandling har kretsat kring att i så kallade cellfabriker 

producera (d.v.s. rekombinant produktion) mucinliknande glykoproteiner 

(sockerbärande proteiner) som skulle kunna användas för att hämma framför 

allt bakterietoxiners bindning till cellytan och därigenom minska deras 

skadeverkningar. De toxiner som studerats utgörs av de Shiga-liknande 

toxinerna, som bildas av vissa Escherichia coli stammar och som kan orsaka 

en njursjukdom vi kallar hemolytiskt uremiskt syndrom, och toxin A från 

Clostridium difficile, som bidrar till att orsaka en svår 

tjocktarmsinflammation. Genom att ge de rekombinant producerade 

mucinliknande glykoproteinerna speciella egenskaper, bland annat genom att 

de bär flera kopior av specifika socker, kan nya mer effektiva hämmare av 

bakterietoxiners effekt produceras. 

Som cellfabrik har använts en cellinje som heter CHO. Fördelen med denna 

är att dess förmåga att producera olika sockerstrukturer noga karaktäriserats. 

Genom att sedan föra in det genetiska materialet för de enzym 

(glykosyltransferaser) som bygger upp önskade sockerstrukturer, kan CHO 

cellen fås att göra ett mucinliknande protein (PSGL-1/mIgG2b) bärande just 

de sockerstrukturer som behövs för att hämma de bakterietoxiner vi studerat. 

I arbete I och IV har vi genetiskt modifierat CHO celler så de producerar 

PSGL-1/mIgG2b bärande de sockerstrukturer i flera kopior som hämmar 

Shigaliknande toxin 1 och 2 (Stx1 and Stx2) samt C. difficile toxin A. 

Sockerstrukturen som förmedlar bindning till de förstnämnda toxinerna 

utgörs av ett blodgruppsantigen känt som P1 och skapades i CHO celler 

genom att uttrycka två glykosyltransferaser, varav ett från duva. Ett mucin 

med sockerstrukturen Gal1,3Gal band C. difficile toxin A och hämmade 

dess toxiska effekter på celler och förmåga att klumpa ihop röda blodkroppar 

från kanin. 

I arbete II och III, användes PSGL-1/mIgG2b som ett verktyg för att bättre 

förstå hur olika enzymer påverkar bildningen av specifika sockerstrukturer 

när de uttrycks i CHO celler. En förutsättning för dessa studier är den 

sofistikerade masspektrometriska metodik som användes för att karaktärisera 

sockerstrukturerna. Denna kunskap användes sedan för att generera en hel 



 

uppsättning av cellfabriker (olika stabila cellinjer) som producerar vårt 

mucinliknande protein med olika, väl definierade sockerstrukturer på. Dessa 

proteiner förväntas bli mycket viktiga när det gäller att kartlägga andra 

bakteriers, virus och bakterietoxiners bindning till specifika sockerstrukturer. 

Sammanfattningsvis har detta avhandlingsarbete bidragit till att kartlägga de 

biosyntetiska reaktionsvägar som används för att bygga upp specifika 

sockerstrukturer i CHO celler. Genom att använda ett mucinliknande protein 

och uttrycka det i dessa CHO celler, har vi på detta protein i flera kopior 

lyckats återskapa de sockerstrukturer som behövs för att producera effektiva 

hämmare av bakterietoxin. Hämmare som kan tänkas få en terapeutisk 

betydelse. 
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ABBREVIATIONS 

Asn  Aspargine 

CDAD Clostridium difficile associated disease 

CHO  Chinese Hamster Ovary cells 

CROPs Combined repetitive oligopeptides 

C1 3GalT1 Core 1 1,3galactosyltransferase 

C2 6GnT1 Core 2 1,6-N-acetylglucosaminyltransferase 

C3 3GnT6 Core 3 1,3-N-acetylglucosaminyltransferase 6 

ELISA  Enzyme-linked immuno sorbent assay 

ER  Endoplasmic reticulum 

ETEC Enterotoxigenic E. coli 

extC1 3GnT3  Extended core 1 1,3-N-acetylglucosaminyltransferase 

FMT Fecal microbiota transplantation 

Fuc Fucose 

FUT1,H α1,2-fucosyltransferase-1 

FUT2, Se α1,2-fucosyltransferase-2 

Gal Galactose 

GalNAc N-acetylgalactosamine 

GalNAcT N-acetylgalactosyltransferase 

GalT Galactosyltransferase 

Gb3 Globotriaosylceramide 
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Glc Glucose 

GlcNAc N-acetylglucosamine 

HEK Human embryonic kidney cells 

Hex Hexose 

HUS Hemolytic uremic syndrome 

IA Immunoadsorption 

LacdiNAc N, N’-diacetyllactosamine 

LacNAc N-acetyllactoseamine 

LC Liquid chromatography 

LR Long repeats 

Man Mannose 

MAL-I Maackia amurensis lectin I 

MAL-II Maackia amurensis lectin II 

MS Mass spectrometry 

MUC Mucin 

NA Neuraminidase 

Neu5Ac N-acetylneuraminic acid 

Neu5Gc N-glycolylneuraminic acid 

OST Oligosaccharyltransferase 

P1 Gal1,4Gal1,4GlcNAc 

PAA Poly(acrylic acid)amide 
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Pk Galα1,4Galβ1,4Glc 

ppGalNAcT UDP-GalNAc-polypeptide-N-

acetylgalactosaminyltransferase 

PSGL-1/mIgG2b P-selectin glycoprotein ligand-1/mouse IgG2b 

RBD Receptor Binding Domain 

RNAi Interfering RNA 

SDS-PAGE Sodium dodecyl sulfate polyacrylamide gel electrophoresis 

Ser Serine 

Sia Sialic acid 

SNA Sambucus nigra bark lectin 

SPR Surface plasmon resonance 

SR Short repeats 

STEC Shiga toxigenic Escherichia coli 

Stx Shiga toxin 

Stx1 Shiga toxin 1 

Stx2 Shiga toxin 2 

TcdA Toxin A 

TcdB Toxin B 

Thr Threonine 

Type 1 Galβ1,3GlcNAc 

Type 2 Galβ1,4GlcNAc 

VNTR Variable number tandem repeats 
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1 INTRODUCTION 

Glycobiology, in its broadest sense, is the study of the role of carbohydrates 

in cellular life. Carbohydrate metabolism and chemistry was of prominent 

interest in the early 20
th
 century. During the mid-20

th
 century, the scientific 

interest in carbohydrates was limited as they were considered only as a 

source of energy or as structural materials, and they were believed to lack any 

other biological activities. However, the development of new technologies in 

the 1980’s provided opportunities to study the structure and function of 

glycans revealing their biological importance and paving the way to a new 

horizon of medical science - Glycobiology. 

1.1 Fundamentals of glycobiology 

The surface of every cell is decorated with a diverse array of glycans - known 

as the glycocalyx - that defines the molecular frontier of the whole organism. 

Glycans that are one of the four fundamental building blocks of life, play 

critical roles in many physiological and pathological cell functions because of 

their prominence, abundance and structural variations. Glycans are involved 

in many biological interactions that help in cell adhesion, trafficking and 

signaling (Figure 1). They are significant determinants of self/non-self and 

Figure 1. A schematic drawing illustrating protein-carbohydrate interactions at cell surface 

mediating cell-cell binding, cell-microbe (bacterial, viral and bacterial toxin) interactions and 

cell-antibody binding. Modified from (Holgersson,et al., 2005) 
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play key roles in host-pathogen interactions (Gustafsson & Holgersson 2006; 

Springer & Gagneux 2013). Glycans can be either found as free saccharides 

or in most cases attached to cell surface and extracellular proteins and lipids, 

then known as glycoconjugates. These glycoconjugates can be glycoproteins, 

glycolipids or proteoglycans. The enzymatic process that covalently attaches 

the glycans to non-carbohydrate moieties by glycosidic linkages is known as 

glycosylation (Lis & Sharon 1993). 

1.2 Protein glycosylation 

Glycosylation is one of the major types of post-translational modification that 

proteins can undergo and 50% of all human proteins are glycosylated 

(Kobata 2004). Modification of the protein through enzymatic glycosylation 

is determined by the structure of the protein backbone and the carbohydrate 

attachment site. It is also the most diverse modification due to the structural 

variation of the attaching carbohydrates, which not only differ in sequence 

and chain length, but also in anomeric configuration ( or ), position of 

linkages and branching sites (Dwek 1995). Further structural diversification 

may occur by covalent attachment of sulfate, phosphate, acetyl or methyl 

groups to the sugars. The central event in the biosynthesis of a glycoprotein is 

the formation of a sugar-amino acid bond that determines the nature of the 

carbohydrate units that are subsequently added, which in turn influences the 

biological activity of the protein. There are 13 different monosaccharides and 

eight amino acids that can make up sugar-peptide linkages leading to N- and 

O-glycosylation, C-mannosylation, phosphoglycation and glypitation (Spiro 

2002). Two of the most abundant forms of glycosylation occurring on 

proteins, which are either secreted or membrane-bound, are N- and O-linked 

glycosylation. N-linked glycans are usually attached via a N-

acetylglucosamine (GlcNAc) to Aspargine (Asn) and O-linked glycans can 

be variously attached to Ser or Thr via fucose, glucose, mannose, xylose and 

other sugars including N-acetylgalactosamine (GalNAc) which is found in 

the most frequent O-glycan, the mucin-type O-glycan (Lis & Sharon 1993). 

1.2.1 N-glycosylation 

N-glycans are classified into three types; high mannose (oligomannose), 

complex and hybrid type N-glycans (Figure 2). In eukaryotes, the 

glycosylation process is initiated by the synthesis of a core unit Man5-

GlcNAc2, built on a lipid anchor (dolichyl pyrophosphate) on the cytosolic 

side of the endoplasmic reticulum (ER) membrane. The lipid linked 

oligosaccharide is then re-oriented to the luminal side of the ER membrane, 

where it is extended to a Glc3-Man9-GlcNAc2 sequence. This precursor 
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structure of N-glycans, synthesized through the stepwise addition of 

monosaccharides by various glycosyltransferases in the ER, is conserved in 

all eukaryotic cells. Proteins that are translocated to the ER lumen and having 

the consensus sequence (N-X-S/T) serve as acceptors for an 

oligosaccharyltransferase (OST), the central enzyme in the pathway of N-

linked protein glycosylation. The acceptor substrate of N-glycosylation is an 

asparagine residue present within the consensus sequence N-X-S/T and it has 

been reported that OST shows a preference for N-X-T sites over N-X-S 

(tyrosine over serine). Proline is not tolerated in the second position. The 

transfer of the oligosaccharide to the acceptor polypeptides occurs en bloc 

resulting in the synthesis of homogeneous glycoproteins. After being 

covalently linked to proteins, the N-glycans are further modified in the late 

ER and Golgi producing diversity in the N-glycans. The processing is 

possibly determined by the function of the glycan structures and the 

compartment where they are localized, resulting in a species- or even cell 

type-specific diversity of N-linked glycans (Aebi 2013; Schwarz & Aebi 

2011).  

Figure 2. The major N-glycan types found in mammals 
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1.2.2 O-glycosylation 

O-glycans are synthesized in the ER and Golgi (or in the cytosol in case of 

O-GlcNAc glycans) by stepwise enzymatic transfer of monosaccharides. In 

contrast to the N-glycosylated sites, O-glycosylation sites do not reside in a 

known amino acid sequence. O-glycans are attached to the hydroxyl groups 

in serine and threonine residues and include O-linked GlcNAc, mannose, 

fucose, and GalNAc (Van den Steen et al. 1998). The most abundant form of 

O-linked glycosylation in higher eukaryotes is that formed by the addition of 

GalNAc to serine or threonine, also termed as mucin-type O-linked 

glycosylation. The other types are rare or restricted to certain species, tissues 

or proteins. O-linked GlcNAc is a reversible modification that competes with 

phosphorylation in the activation/deactivation of cytosolic and nuclear 

proteins, while O-linked fucose is seen in the epidermal growth factor 

domains of human blood coagulation factors VII and IX (Bjoern et al. 1991; 

Nishimura et al. 1992; Wells & Hart 2003). O-linked mannose is a 

characteristic of yeast proteins and O-linked xylose is seen mostly in 

proteoglycans (Roden et al. 1985; Herscovics & Orlean 1993). The mucin 

type O-linked GalNAc glycosylation has been found on almost all phyla of 

the animal kingdom and even in higher plants (Hang & Bertozzi 2005). 

Mucin-type O-glycosylation 

O-GalNAc glycosylation is designated as ‘mucin-type’ because mucins are 

heavily O-glycosylated proteins that carry clusters of GalNAc-based glycans 

in their repetitive Ser- and Thr-rich peptides. The initiating step of this 

glycosylation is the addition of the monosaccharide N-acetylgalactosamine 

(GalNAc) from UDP-GalNAc to the hydroxyl groups in serine and threonine 

residues; a reaction catalyzed by a large family of up to 20 different 

polypeptide GalNAc-transferases (ppGalNAc-Ts) (Bennett et al. 2012). 

These enzymes are differentially expressed over tissue and time and the 

diversity of ppGalNAc-Ts influences the density and site occupancy of the 

mucin-type O-glycosylation (Hang & Bertozzi 2005). Subsequently a 

stepwise enzymatic elongation by specific glycosyltransferases produces 

several core structures, which are further elongated or modified by 

acetylation, fucosylation, sialylation, sulfation, and polylactosamine-

extension. The Tn antigen is represented by the innermost GalNAc; a 

determinant enriched in different cancers (Springer 1997; Springer 1984; 

Desai 2000; Springer et al. 1975). The O-linked glycans in a glycoprotein 

comprise three main regions: the core region, which include the innermost 

two or three sugars of the glycan chain adjacent to the peptide, the backbone 

region formed by the uniform elongation that contributes to the length of the 

glycan chains, and the terminal region, which exhibits a high degree of 
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structural complexity and make up the biologically important carbohydrate 

determinants (Hanisch 2001). The structural variability of O-linked glycans 

of the mucin-type already starts at the level of their core structure. At least 

eight different types of core structures have been reported so far to occur in 

mammalian glycoproteins. All are based on the core--GalNAc residue, 

which can be substituted at C3, C6, or at both positions with additional 

monosaccharides. The biosynthetic pathways of core 1-4 and extended core 1 

O-glycans are shown in Figure 3. 

The most common is the core 1 or T antigen structure catalyzed by the core 1 

1,3galactosyltransferase (T-synthase or C1 3GalT1 or B3GALT1), which 

adds galactose in a 1,3-linkage to the GalNAc residue (Ju et al. 2002). To 

days’ date, only a single C1 3GalT1 has been reported and it is expressed 

ubiquitously. The core 2 structure is produced by the addition of an N-

acetylglucosamine (GlcNAc) in a β1,6 linkage to the GalNAc of the core 1 

structure by a 1,6-N-acetylglucosaminyltransferase (C2 GnTs or 

GCNT1)(Bierhuizen & Fukuda 1992) . There are three C2 GnTs in mammals, 

two of which catalyze the formation of the core 2 structure (C2 GnT1 and 

C2 GnT3 ) and one that can catalyze biosynthesis of either the core 2 or 

core 4 structure (C2 GnT2) (Schwientek et al. 2000; Yeh et al. 1999). 

When a GlcNAc instead of a Gal is transferred in a β1,3-linkage to the 

innermost GalNAc, a core 3 structure is formed. Core 3 is synthesized by the 

enzyme 1,3-N-acetylglucosaminyltransferase 6 (C3 GnT6 or B3GNT6) 

which competes with the C1 3GalT1 (Iwai et al. 2002). The core 3 structure 

may serve as a substrate for the core 4 enzyme reaction, where GlcNAc is 

Figure 3. Synthesis of O-glycan core structures, core 1 to core 4 and extended core 1 
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added in a β1,6-linkage to GalNAc similar to the synthesis of the core 2 

structure. The core 3 and core 4 exhibits a more restricted, organ-

characteristic expression compared to the most abundant core 1 and core 2 

core structures (Hanisch 2001). In addition to these core structures, core 5-8 

O-glycans also exist, but are rather rare. The core O-glycan structures are 

then further modified or extended by other Golgi-resident 

glycosyltransferases to produce complex O-linked glycans that are involved 

in a variety of biological processes (Van den Steen et al. 1998; Hang & 

Bertozzi 2005; Jensen et al. 2010; Tian & Ten Hagen 2009; Tran & Ten 

Hagen 2013). Both the C3 and C6 branch of the core GalNAc can principally 

serve as substitution sites for chain elongation, however, the C6-branch is 

generally preferred. The backbone region is often formed by addition of the 

repetitive disaccharide element Gal,4GlcNAc (lactosamine or type 2 chain) 

to the core structure. Other types of backbone structures that can occur in O-

linked glycans are listed in Table 1. Further elongation and termination have 

Table 1. Structural elements of mucin-type O-glycans. The major core 
structures with their common backbone extensions are listed. With respect to 
the peripheral structures, only a few examples are shown due to the great 
diversity of known structures at the non-reducing terminal of O-linked 
glycans. 

Peripheral Structures Backbones Cores 

Blood group 

O 
Fuc1,2Gal 

Type 1 chain- 

Gal1,3GlcNAc 

Core1 or 

T antigen 

Gal1,3GalNAc

Ser/Thr 

Blood group 

A 

GalNAc1,3 

(Fuc1,2)Gal 
Core 2 

Gal1,3(GlcNAc1,6)

GalNAcSer/Thr 

Blood group 

B 

Gal1,3 

(Fuc1,2)Gal 
Core 3 

GlcNAc1,3GalNAc

Ser/Thr 

Blood group 

Lewisa 

Gal1,3 

(Fuc1,4) 

GlcNAc 
Type 2 Chain- 

Gal1,4GlcNAc 

(neo-N-

acetyllactosamine) 

Core 4 
GlcNAc1,3(GlcNAc 

1,6)GalNAcSer/Thr 

Blood group 

Lewisb 

Fuc1,2Gal 

1,3(Fuc1,4)

GlcNAc 

Core 5 
GalNAc1,3GalNAc

Ser/Thr 

Blood group 

Lewisx 

Gal1,4 

(Fuc1,3) 

GlcNAc 

Core6 
GlcNAc1,6GalNAc

Ser/Thr 

Blood group 

Sialyl-

Lewisx 

Sia2,3Gal 

1,4(Fuc1,3) 

GlcNAc LacdiNAc - 

GalNAc1,4 

GlcNAc 

Core7 
GalNAc1,6GalNAc

Ser/Thr 

  Core 8 
Gal1,3GalNAc

Ser/Thr 

  
Extended 

Core 1 

GlcNAc1,3Gal1,3 

GalNAcSer/Thr 
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been shown to occur with the addition of other sugars such as galactose, N-

acetylglucosamine, fucose and sialic acid, creating extended linear or 

branched structures. These glycan structures can define various antigenic 

determinants, for example Lewis-type antigens and blood group determinants 

(Hanisch 2001). 

Functions of O-linked glycans 

O-linked glycosylation has a prominent effect on the protein structure in 

terms of secondary, tertiary (elongation of the protein backbone), and 

quaternary structure (Van den Steen et al. 1998). Proteins with O-linked 

glycosylation may adopt a ‘bottle brush’-like structure conferring an 

elongated structure to the peptide backbone. A typical example is the P-

selectin glycoprotein ligand-1 (PSGL-1). The presence of O-linked glycans 

on proteins in the cell membranes may extend them several hundred 

nanometers out from the cell surface, thus shielding the cell sterically from 

invading pathogens. O-linked glycans that are terminated with sialic acids 

also provide negative charge repulsion between cells, which could alter the 

biophysical properties of cellular interactions (Varki & Gagneux 2012). O-

glycans are also important for the stability of glycoproteins and confers 

protease and heat resistance to the mucins and mucin-type proteins (Van den 

Steen et al. 1998). They are also crucial elements in carbohydrate-protein 

interactions and play key roles in many important recognition events like 

selectin binding in leukocyte circulation, fertilizing spermatozoan-oocyte 

interactions, immunological recognition of antigens, glycoprotein clearance 

and signal transduction (Benoff 1997; Barthel et al. 2007; Varki 1993; Varki 

2008). O-linked glycans can also influence the activity of hormones and 

cytokines (Van den Steen et al. 1998; Chamorey et al. 2002). Mucins that are 

characterized by high-density O-glycan substitution can act as decoys for 

carbohydrate binding bacteria, their toxins and viruses, thus protecting the 

host from pathogen colonization and infection (Varki 1993). For example, 

cell surface mucin, mucin 1 (Muc1) act as releasable decoy molecules that 

display an array of targets for microbial adhesion and contribute to host 

defense against Campylobacter jejuni infection in the gastrointestinal tract 

(McAuley et al. 2007). In addition, alterations of O-linked glycosylation are 

also associated with cancer and other autoimmune diseases, which suggest 

that O-glycans may become important biomarkers of disease and malignancy 

(Jensen et al. 2010; Tran & Ten Hagen 2013; Varki 1993; Tarp & Clausen 

2008). 
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Mucins and mucin-type fusion proteins 

Mucins are glycoproteins rich in O-linked, mucin-type glycans. They have 

the characteristic mucin domains rich in proline/threonine/serine motifs (PTS 

domains) that are found in variable number tandem repeats (VNTR) and may 

be represented up to 10-100 times in the polypeptide chain (Hang & Bertozzi 

2005). The number of tandem repeats influences the mucin glycosylation and 

the length of the oligosaccharide. The multiple O-linked glycans confer an 

elongated structure to the peptide backbone which is reflected in a number of 

physicochemical properties of the mucins. It appears that prolines contribute 

to the extended formation of mucins and mucin-type protein, as the classic -

helix formation requires hydrogen bonds and the nitrogen of prolines lack 

hydrogen atoms (Cid et al. 1986). The formation of typical tertiary structures 

is precluded by the steric interactions between the peptide-linked GalNAc 

residue and adjacent amino acids in the peptide core (Live et al. 1996; Coltart 

et al. 2002). Moreover, the hydrophobic interactions that promote protein 

folding cannot overcome the strong hydrophilic interactions of the 

carbohydrates. Therefore the O-glycans induce the mucin peptide core to 

adopt a stiff random coil conformation that prevents folding into a globular 

structure (Hanisch 2001). The ability of mucins to form gels is attributed to 

its larger solution size that form intertangled networks at lower concentration. 

The carbohydrate constitute more than half of the total weight of these 

heavily glycosylated glycoproteins (Davies et al. 2012). O-glycans that 

extend out from the mucin protein core are intimately associated with the 

external environment. The mucins found as components of mucus gel layers 

at mucosal surfaces throughout the body play roles in protection as part of the 

defensive barrier on an organ and tissue specific basis. The inner, adherent 

mucus adjacent to the epithelial cells provides a bacteria-free environment, 

while the outer layer harbors bacterial populations (Hang & Bertozzi 2005; 

Varki 1993; Hilkens et al. 1992; Hansson 2012; Johansson et al. 2013). 

1.3 Protein-carbohydrate interactions 

The “glycocode” encoded in the cell-surface glycans and exogenous soluble 

glycans in the extracellular matrix are interpreted by a plethora of lectins and 

other glycan-binding receptors, which translate them into cellular activity. 

These interactions play a crucial role in human health and diseases such as 

growth regulation, tumor cell adhesion, cell migration and host-pathogen 

recognition. Carbohydrates interact with protein partners belonging to a 

number of protein families including enzymes like glycosyltransferases, 

antibodies, lectins and transporters. Lectins are ubiquitous glycan-binding 

proteins that can recognize and bind specific carbohydrate structures. Unlike 
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antibodies and enzymes, they are non-immune origin and lack catalytic 

activity. Various examples of lectin-carbohydrate interactions and its 

biological role have been extensively reviewed (Varki 1993). Despite the 

importance of these interactions, an individual protein-carbohydrate binding 

is typically quite weak and not very specific. Nature obtains strong and 

specific recognition through multiple protein-carbohydrate interactions, a 

phenomenon known as multivalency. 

1.3.1 Importance of multivalency 

Multivalency is the key principle in nature for achieving strong and 

reversible interactions that are important in recognition, adhesion and 

signaling processes (Reynolds & Pérez 2011; Reynolds & Pérez 2011; 

Fasting et al. 2012; Mammen et al. 1998). This high affinity binding is 

achieved by the simultaneous binding of multiple ligands on one biological 

entity, to multiple receptors on the other. It permits not only the high affinity 

of the interaction between proteins and glycans, but also causes biologic 

activity, such as agglutination. Several examples of multivalent interactions 

occur in nature like adhesion of the influenza virus to the surface of a 

bronchial epithelial cell and adherence of P-fimbrial filaments of the 

uropathogenic E. coli to multiple copies of the Pk antigen (Mammen et al. 

1998). The high avidity of these multivalent interactions is attributed to two 

distinct mechanisms namely steric stabilization and entropically enhanced 

binding. The first factor is related to the decrease in the disassociation koff value 

(kd) instead of increase in association kon value (ka). During a multivalent 

interaction, if one bond is disassociated, due to the decreased off rates, the 

remaining bonds keep the unbound ligand and receptor in close proximity 

which facilitates re-binding (Reynolds & Pérez 2011; Dam et al. 2002). 

Similarly, in case of inhibitors that interfere with protein-carbohydrate 

interactions, the large backbone structure can sterically hinder the receptor 

from reaching its ligand as well as shield a large part of the existent receptors 

without even binding to them. An example of this kind of steric hindrance is 

the mucins in the gastrointestinal tract that protect the cells from invading 

pathogens. In case of the second mechanism, instead of unfavorable entropy 

in monovalent interactions due to the conformational restrain of the 

carbohydrate ligand, in multivalent interactions the entropy cost upon binding 

of the first ligand is smaller than the monovalent interaction. This is because 

the restriction of carbohydrate flexibility has already been induced by the 

backbone carrier. Therefore, the enthalpy gain resulting from the multivalent 

interaction is not compensated for by entropy cost, resulting in an increased 

change in the free energy (∆G) and hence a higher affinity (Fasting et al. 

2012; Mammen et al. 1998; Holgersson et al. 2005). 
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1.3.2 Inhibition of protein-carbohydrate interaction 

Protein-carbohydrate interactions mediate the first contact between the 

microbe, bacterial toxin, antibody or cell and the host, thus being involved in 

several medical conditions like inflammation, cancer, and infectious diseases. 

Interference with these recognition events by functional mimics of 

carbohydrates could thus be used to alter signal transmission, or to prevent 

the onset of diseases. Nature also uses this approach; soluble glycans, such as 

human milk oligosaccharides and mucins, capture and aid in removal of 

microbes (Newburg 2000; Andersson et al. 1986). Therefore, the 

development of inhibitors for biologically important interactions has attracted 

much attention over recent years. This class of glycan-based therapeutics 

offers a suitable alternative to antibiotics or antivirals by acting as 

competitive inhibitors for the cellular receptor, thereby arresting and 

eliminating the microbe. Glycan-based therapeutics is advantageous as 

microbes may be less prone to develop resistance to this class of molecules, 

because in many cases glycan-binding plays an essential part in its 

pathogenic strategy. The glycan-based drugs may also suffer less from 

phenotypic and genotypic drifts than vaccine and monoclonal antibody-based 

therapies (Seeberger & Werz 2007; Kulkarni et al. 2010). 

1.4 Designing a glycan-based inhibitor  

Important factors to be considered for the development of a potent inhibitor 

that can compete with nature to inhibit unwanted protein–carbohydrate 

interactions are: the primary structure of the recognizing glycan, its 

presentation and density on the ligand backbone, and the nature of the ligand. 

The primary structure of the glycan remains the most important factor in 

determining pathogen/host interactions. Within a pathogen family, the 

binding preferences of different variants can be different with the internal 

glycans exerting their influence in the recognition process (Kulkarni et al. 

2010). Therefore, for the design of an effective ligand it is important to 

engineer the entire glycan sequence including the internal glycan chains 

recognized by the pathogen or its released toxins. 

Another important factor that should be considered during the design of an 

inhibitor is the multivalent nature of the pathogen receptors. The molecules 

that mediate adherence of bacteria and viruses to their target cells are present 

in multiple copies (Mammen et al. 1998). In order to competitively inhibit 

these multivalent interactions, the concept of a multivalent inhibitor was 

developed that could inhibit the adherence of pathogen to the cell surface. 

Due to the complexity of protein–carbohydrate interactions, monovalent 
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inhibitors are usually ineffective even if the binding activity of the inhibitor 

has been structurally optimized. A variety of molecules can be used as a 

backbone for the multivalent presentation of the ligand, for example the use 

of polyacrylamide polymers (PAA), dendrimers, nanoparticles, liposomes, 

neoglycoconjugates and glycoproteins (Kulkarni et al. 2010; Imberty et al. 

2008; Bovin 1998). 

Recognition of the glycan can also be influenced by how it is displayed on 

the ligand backbone. Glycans adopt several thermodynamically stable 

conformations, and the ability of a glycan to adopt the conformation needed 

for receptor recognition can be influenced by adjacent residues that orient the 

binding determinants in the appropriate conformation (Das et al. 2001; Xu et 

al. 2009). In case of the natural ligands, the existence of inner core chains 

influences the presentation of the specific determinant (Lofling & Holgersson 

2009). Attaching glycans to a solid surface can limit the number of 

conformations, and it has been well established that glycans-on-a-surface 

exhibit different binding affinities towards the same protein than free 

glycans-in-solution (Lundquist & Toone 2002; Corbell et al. 2000). 

The antigenicity of the carrier of the carbohydrate determinants is also an 

important factor, for example the early blood group A and B trisaccharide 

columns used to remove anti A and B blood group antibodies were not 

successful due to the brittle and bio-incompatible nature of silica (Bensinger 

et al. 1981; Blomberg et al. 1993). Furthermore, a polyclonal anti-

carbohydrate antibody response may appear as if it recognizes the particular 

carbohydrate determinant in a core chain-independent manner, but may in 

fact consist of several different antibody specificities recognizing the 

determinant in a core chain-dependent manner. Therefore, an inhibitor 

carrying a specific carbohydrate ligand on several different inner core 

saccharide chains can be more efficient in blocking all potential antibody 

specificities (Holgersson et al. 2005). 

1.4.1 Recombinant mucin-type fusion protein 
(PSGL-1/mIgG2b): A versatile inhibitor 

One of the ways to create powerful inhibitors of protein–carbohydrate 

interactions is to rely on natural ligands that could be engineered to carry the 

desired carbohydrate epitope for each interaction. Many of the natural ligands 

are based on mucin-type proteins (MUC1, MUC5B, MUC5AC, PSGL-1, 

CD43, etc.). PSGL-1 is a mucin-type glycoprotein and is the high-affinity 

receptor for P-selectin, which is expressed on activated endothelial cells and 

platelets (Moore et al. 1995). The interaction between PSGL-1 and its 
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receptor P-selectin facilitates tethering and rolling of leukocytes along the 

vascular endothelium at sites of inflammation. PSGL-1 is a membrane-bound 

protein with an extracellular domain rich in serines, threonines and prolines. 

It has a highly extended structure with an extracellular domain about 50 nm 

long that allows it to protrude from the cell surface, and its high O-glycan 

chain substitution makes it ideal for attracting carbohydrate binding receptors 

(Li et al. 1996; Spertini et al. 1996; Moore 1998). 

We have developed a mucin-type fusion protein by genetically fusing the 

extracellular part of PSGL-1 to the Fc part of mouse IgG2b (Figure 4). The 

frequent O-glycosylation of the mucin part of PSGL-1/mIgG2b supports a 

multivalent display of the carbohydrate determinant. PSGL-1/mIgG2b is 

mainly expressed as a dimer when produced in glyco-engineered cell lines, 

has an approximate molecular weight of 250 – 350 kDa depending on the 

glycosylation, and has the capacity to carry 106 O-glycans and 6 N-glycans 

per molecule (Gustafsson & Holgersson 2006; Liu et al. 2003; Löfling et al. 

2002; Lindberg et al. 2013). Thus, the large size and the elongated shape of 

this protein makes it suitable as an inhibitor of carbohydrate-binding bacterial 

adhesins, toxins, antibodies, and viral surface proteins. 

Theoretically, mucin-based, glycan-multivalent ligands can also be used in 

diagnostics and aid in distinguishing between closely related microbes or 

toxins differing only in carbohydrate binding specificity. For example, the 

avian and human influenza virus that preferentially bind 2,3- and 2,6-

Figure 4. The extracellular part of PSGL-1 was genetically fused to the Fc portion of mouse 

IgG2b to form a recombinant mucin-type fusion protein, PSGL-1/mIgG2b (modified from 

Varki A et al, Essentials of Glycobiology, edition 2, 2009 and Liu et al. 2003. 



Reeja Maria Cherian 

16 

linked sialic acids, respectively. Different mucin-based glycoforms can also 

help in elucidating the specific binding motifs of certain glycan-binding 

proteins. In addition, the glyco-engineering of several different inner O-

glycan chains on PSGL-1/mIgG2b can influence the conformation of the 

outer carbohydrate determinant, thereby providing the diversity for 

determining the specificity of various glycosyltransferases and carbohydrate-

binding proteins (Lofling & Holgersson 2009; Liu et al. 2003; Lindberg et al. 

2013). 

In this thesis PSGL-1/mIgG2b was used as a multivalent carrier of specific 

carbohydrate ligands of bacterial toxins; Shiga-like toxins and C. difficile 

toxin A (Paper I and IV). In paper II and III, PSGL-1/mIgG2b was used as a 

reporter protein to assess the core chain specificity of sialyl- and 

sulfotransferases involved in the biosynthesis of bioactive carbohydrate 

determinants by generating stable and transient Chinese Hamster ovary 

(CHO-K1) transfectants. 

Multifunctionality of PSGL-1/mIgG2b; Practical applications 

The practical applications of recombinant mucin immunoglobulin fusion 

proteins have been widely studied in our laboratory using several strategies. 

One of the preliminary applications was as a superior adsorber that can be 

used in a pre-transplant extracorporeal immunoadsorption device to remove 

anti-pig antibodies responsible for the complement-mediated destruction of 

pig endothelial cells. The mucin-type fusion protein was expressed in COS 

cells together with the porcine 1,3 galactosyltransferase to generate a 

Gal1,3Gal-substituted PSGL-1/mIgG2b (Liu et al. 1997). In a similar way 

we have also generated an efficient adsorber of ABO antibodies by 

expressing blood group determinants at high density on our fusion protein 

produced in CHO cells. In comparison to a commercial blood group A 

trisaccharide covalently linked to macroporous glass beads, the fusion protein 

was an efficient adsorber of anti-blood group A antibodies in human blood 

group O serum (Löfling et al. 2002). Owing to the clinical utility of blood 

group A and B substituted PSGL-1/mIgG2b as substrates in enzyme-linked 

immunosorbent assays or as affinity matrices in immunoadsorption columns, 

a repertoire of stable CHO-K1 cells secreting mucin-type fusion proteins 

carrying blood group A or B determinants on defined O-glycan core 

saccharide chains has been generated (Lindberg et al. 2013). Many 

biologically important carbohydrate determinants have been successfully 

expressed multivalently on the fusion protein, like sialyl-Lewis x (SLe
x
), 

sialyl-Lewis A (SLe
a
), Lewis A (Le

a
), and Lewis B (Le

b
) (Lofling & 

Holgersson 2009; Löfling et al. 2008; Holgersson & Löfling 2006).  
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The efficacy by which this mucin-based potential inhibitor can interfere with 

protein-carbohydrate interactions has been investigated in many of our 

studies. The hemagglutinin of the H5N1 avian influenza strain was shown to 

bind with high avidity to PSGL-1/mIgG2b carrying mostly sialylated core 1 

and sialylated lactosamine (Gaunitz et al. 2014). In this thesis, the data of 

Paper I shows that Shiga-like toxin binds to PSGL-1/mIgG2b carrying 

multiple copies of the blood group P1 determinant, making it a potential 

inhibitor of this bacterial toxin. In paper IV the ability of the fusion protein 

carrying Gal1,3Gal determinants to neutralize the cytopathic, cytotoxic and 

hemagglutination properties of C. difficile toxin A is demonstrated. 

PSGL-1/mIgG2b has also been used as a reporter protein for studies on 

protein glycosylation. We have directed the expression of this mucin-type 

immunoglobulin fusion protein in various mammalian host cell lines like 

CHO-K1, HEK-293, COS-7m6 as well as in insect (Sf9 and HI-5) and yeast 

(Pichia pastoris) cells. Novel O-glycans with phosphocholine and sulfate 

substitutions were identified in insect cell lines (Gaunitz et al. 2013). 

Similarly, PSGL-1/mIgG2b expressed in Pichia pastoris carried O-glycans 

mainly comprised of α-linked mannoses that bound mannose-specific 

receptors with high apparent affinity and can be a potent targeting molecule 

for these receptors in vivo (Gustafsson et al. 2011; Ahlén et al. 2012). 

Transient expression of PSGL-1/mIgG2b with selected glycosyltransferases 

can provide important information about the specificity of expressed 

glycosyltransferases (paper II). It can also be used to predict the biosynthetic 

pathways of O-glycans, define the core chain specificities of various 

glycosyltransferases and the potential competition between them (Lofling & 

Holgersson 2009; Holgersson & Löfling 2006). PSGL-1/mIgG2b carrying a 

repertoire of O-glycan core structures (core 1-4 and extended core 1) and 

harbouring terminal α2,3- and α2,6-linked sialic acid was generated in glyco-

engineered CHO-K1 cells (paper IV). These fusion proteins can be important 

reagents for determining the fine O-glycan binding specificity of sialic acid-

specific microbial adhesins and mammalian lectins. 

1.5 Importance of glycosylation in 
recombinant therapeutic proteins 

Glycoproteins account for more than two thirds of the available therapeutic 

proteins in the market today. Glycosylation has a huge impact on the 

biological activity of glycoproteins and should be carefully controlled during 

manufacturing to achieve optimized therapeutic efficacy. The carbohydrate 

moiety influences the thermal stability, solubility, bioavailability, clearance 
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and pharmacokinetics of the therapeutic glycoprotein (Sola & Griebenow 

2009; Li & d'Anjou 2009). Glycosylation can also improve the Fc effector 

function of recombinant antibodies, leading to increased ADCC (antibody 

dependent cellular cytotoxicity) activity (Jefferis 2009). Terminal capping by 

sialic acid of glycoproteins can prevent their degradation by masking the 

exposed galactose and N-acetylglucosamine residues that are recognized by 

the asialoglycoprotein receptors, thus conferring longer in vivo circulatory 

half-life (Morell et al. 1971). Therefore, in order to increase drug efficacy, 

decrease immunogenicity and increase the circulatory half-life of 

recombinant biopharmaceuticals, engineering of the host cell glycosylation 

phenotype is required (Sinclair & Elliott 2005; Elliott et al. 2003; Solá & 

Griebenow 2010). 

1.5.1  Glyco-engineering 

Glyco-engineering offers great potential for the generation of glycoprotein 

therapeutics with reduced side effects and enhanced activity. Many efforts 

have been made in recent years to establish in vivo and in vitro glyco-

engineering technologies for efficient production of homogeneous 

therapeutic glycoproteins (Sinclair & Elliott 2005). Dependent on the species, 

cell type and physiological status of the production host, the glycosylation 

pattern on recombinant glycoproteins can differ significantly (Dicker & 

Strasser 2015). Different expression systems like mammalian cells, insect 

cells, yeast and plants have been utilized for the industrial production of 

biopharmaceutical products. However, mammalian cell culture is currently 

the dominant system for the production of biopharmaceuticals because of its 

capacity for proper assembly, folding and post-translational modifications 

such as glycosylation of proteins (Lim et al. 2010). Among the mammalian 

cells, including mouse myeloma cells, mouse fibroblast cells, human 

embryonic kidney 293 cells, baby hamster kidney cells, CHO cells are the 

most widely employed mammalian cell line (Griffin et al. 2007). 

We have utilized many glyco-engineered cell lines for tailoring specific 

glycan sequences on PSGL-1/mIgG2b. Suitable host cell lines are transfected 

with plasmids encoding glycosyltransferases, which support the rational 

design of glycans carried in a multivalent fashion on PSGL-1/mIgG2b. The 

production of PSGL-1/mIgG2b with tailored glycosylation has been a 

successful strategy in our laboratory. The carbohydrate structures expressed 

on the fusion protein will vary depending on the host cell repertoire of 

endogenous glycosyltransferases and the glycosyltransferases expressed as a 

result of glycosyltransferase cDNA transfection. In the studies presented 
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here, we have employed CHO-K1 for the production of tailored PSGL-

1/mIgG2b. 

1.5.2 CHO-K1 

Cell lines derived from Chinese hamster ovary (CHO) cells are widely used 

for the production of recombinant protein therapeutics such as monoclonal 

antibodies, hormones, cytokines, and blood products (Birch & Racher 2006; 

Jayapal et al. 2007; Omasa et al. 2010; Zhu 2012). The foremost clinically 

approved recombinant protein produced in CHO cells was tissue 

plasminogen activator (Kaufman et al. 1985). The glycosylation phenotype of 

CHO-K1 cells is well characterized and they often produce glycoforms 

similar to those produced in humans. One exception is that they do not 

produce the bisecting GlcNAc branch of N-glycans, which is found on 10% 

of human IgG glycoforms and is catalyzed by the ALG13 gene 

(Vishwanathan et al. 2015; Xu et al. 2011). The presence of bisecting 

GlcNAc enhances the antibody dependent cellular cytotoxicity (ADCC) of 

recombinant IgG, which is a desirable feature for some therapeutic antibodies 

(Kaufman et al. 1985; Umaña et al. 1999). CHO cells do not express 

ST6Gal1 and ST6Gal2, and are thereby unable to transfer sialic acid in an 

2,6-linkage. This is in contrast to human cells, which contain glycans 

carrying a mixture of 2,3- and 2,6-linked sialic acids. They also lack 

CHST7 and CHST13 activity; enzymes involved in sulfation. With regard to 

fucosylation, CHO-K1 express fucosyltransferase 8 (FUT8) that add 1,6-

linked fucose to the core pentasaccharide of N-linked glycans, and the 

protein-O-fucosyl transferases POFUT1 and POFUT2. They also exhibit 

considerably lower levels of Neu5Gc sialylation compared to murine cell 

lines due to lack of CMAH activity (Xu et al. 2011). Further, CHO cells 

appear to have insufficient enzymatic machinery to produce glycan structures 

with terminal Gal1,3Gal (Gal) determinants (Xu et al. 2011). The O-

glycosylation capacity of CHO-K1 cells is limited unless genetically 

engineered. Proteins expressed in CHO-K1 cells have revealed that simple 

mono- and disialylated core 1 O-glycans dominate the O-glycan repertoire 

(Olson et al. 2005). 

Bio-engineering of CHO-K1 

Several strategies have been employed to increase the productivity of 

recombinant proteins in host cells including manipulation of culture media by 

developing serum-free or chemically defined media and optimization of 

process control methods, such as the fed-batch processes (Lim et al. 2010). 

Cellular engineering is another alternate means for creating more robust 

bioprocesses and higher production. Many approaches to alter metabolic 
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pathways in CHO-KI cells have been taken, including silencing or over-

expressing individual genes in a metabolic pathway and modifying the 

expression of entire groups of genes using microRNAs. Strategies for gene 

silencing include interfering RNA (RNAi) and gene targeting, often 

employing a variety of nucleases such as zinc finger nucleases, homing 

endonucleases (or meganucleases), and transcription activator-like effector 

nucleases (Datta et al. 2013). Most of these approaches have engineered cells 

to reduce lactate production, resist apoptosis and to improve glycosylation. 

Some of the examples of CHO cell bioengineering are listed in Table 2. 

Table 2. Cell engineering strategies employed in CHO-K1 cells to increase 
the productivity of recombinant proteins. 

Engineering Mechanism of action Effects Reference 

Cell 

Metabolism 

Over expression of Pyruvate 

carboxylase – enhanced 

conversion of pyruvate to 

oxaloacetate 

Reduced glucose 

consumption and production 

of the metabolic waste, 

lactate (Cockett et al. 

1990; Fogolín 

et al. 2004) Over expression of Glutamine 

synthase-enable conversion of 

glutamate to glutamine 

Eliminate need for 

glutamine and reduced 

lactate and ammonia 

accumulation 

Cell cycle 

Expression of P27KIP1 (effector 

gene that induces cell cycle arrest) 

coupled to recombinant gene of 

interest. 

G1 phase arrest and 

increased productivity of 

recombinant protein 

(Fussenegger et 

al. 1997) 

Protein 

Secretion 

Over expression of ER chaperones 

like BiP and ERp57  

Facilitates folding and 

assembly of proteins in ER 

and catalyses the formation 

of disulfide bonds 

respectively leading to 

improved protein secretion 

  (Hwang et al. 

2003; Borth et 

al. 2005)                                                                                                                 

Apoptosis 

Resistance 

Over expression of anti-apoptotic 

genes like Bcl-xl and EIB-19K 

Increased apoptosis 

resistance under nutrient and 

serum deprived conditions, 

increased cell viability and 

higher protein yields 

(Figueroa Jr. et 

al. 2007; 

Chiang & Sisk 

2005) 

Glycosyation 

Over expression of ST6Gal that 

transfers sialic acid to galactose in 

an 2,6 linkage 

Introduces the presence of  

human like 2,6 linked 

sialic acid  

(Bragonzi et al. 

2000; Monaco 

et al. 1996; 

Minch et al. 

1995)                    
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Antisense knock down of CMP- 

sialic acid hydroxylase that 

converts NeuAc to NeuGc 

Decreased proportion of 

NeuGc residues, which are 

potentially immunogenic in 

humans. 

(Wong et al. 

2006) 

Over expression of CMP-sialic 

acid transporter that transport it 

from cytosol to golgi 

Increased recombinant 

protein sialylation that 

improve the circulatory half 

life 

(Umaña et al. 

1999) 

Over expression of GnTIII That 

generate bisecting GlcNAc 

Increased proportion of 

bisecting GlcNAc, resulting 

in recombinant antibodies 

with enhanced  

ADCC 

(Imai-Nishiya 

et al. 2007; 

Kanda et al. 

2006) 

siRNA knockdown of Fut8 

resulting in 1,6 linked fucose 

Antibodies with 

defucosylated structures and 

enhanced ADCC 

(Imai-Nishiya 

et al. 2007; 

Kanda et al. 

2006) 

 

1.6 Bacterial toxins 

Many pathogenic bacteria produce toxins that play key roles in many 

infectious diseases. They can range from peptides to complex high molecular 

weight proteins and lipopolysaccharides. However, the majority of the toxins 

that play significant roles in the pathogenesis of diseases are proteins and 

have enzymatic activity. In some cases, the toxin itself is directly accountable 

for the majority of the symptoms of the disease, for example tetanus, anthrax 

and diphtheria. In others, the toxin is one of the virulent factors that play a 

contributory role to the disease process (Henkel et al. 2010; Montecucco et 

al. 1994). 

Protein toxins can be classified into various groups based on their overall 

structure and mode of action. The toxin can act at the plasma membrane 

level, where they interfere with the signaling pathway or alter the membrane 

permeability. For example the C. perfringens -toxin is a phospholipase C 

which hydrolyses membrane phospholipids (Titball et al. 1999). Others are 

intracellularly acting toxins where they enzymatically modify a specific 

cytosolic target. The latter kind of toxins generally have an AB toxin  

structure, where the B-subunit binds to a cell surface receptor and promotes 

translocation of the enzymatically active A-subunit into the cell (Clark et al. 

2007; Menestrina et al. 1994). Cell intoxication in this case, is a four-step 

process composed of binding, internalization, membrane translocation and 

enzymatic modification of a cytosolic target. The receptor binding domain of 
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the B-subunit mostly recognizes specific oligosaccharides displayed on the 

surface of the host cells (Menestrina et al. 1994). The toxins are also 

delivered into the target cell with the aid of type III secretion systems that 

direct the formation of a molecular syringe which injects toxins from the 

bacterium into the host cell cytosol, such as described in Yersinia pestis, 

Salmonella enterica and Pseudomonas aeruginosa (Hauser 2009). Toxicity is 

usually attributable to the consequent proliferation of T-cells and the 

overproduction of cytokines. 

1.6.1 Structure of bacterial toxins 

Bacterial toxins that enter their target cells by binding to specific 

oligosaccharides on the cell membrane can have different structural 

organizations (Montecucco et al. 1994; Clark et al. 2007). One group of 

toxins which includes Shiga toxins, cholera toxin and pertussis toxin are 

characterized by an oligomeric B subunit composed of a pentameric disc-

shaped protomer with a central cavity (Sixma et al. 1993; Sixma et al. 1991). 

Even though the individual binding domain has a low affinity binding site for 

the receptor glycans, high affinity cell associations are accomplished by the 

pentavalent binding. The catalytic domain, that has little protein–protein 

contacts with B, is linked via a linker peptide that penetrates into the central 

hole of the B oligomer (Merritt et al. 1994). In these toxins, it is not easy to 

identify the membrane translocating domain (Figure 5A). Another group of 

toxins including diphtheria toxin, difficile toxin and tetanus and botulinum 

neurotoxins are organized in three domains: catalytic domain translocating 

domain and the receptor binding domain (Montecucco & Schiavo 1993). The 

Figure 5. Two different structures of bacterial toxins with intracellular targets. These toxins 

contain a catalytic A subunit linked to a B subunit, responsible for cell binding and 

penetration. (A) is the space filling 3D model of shiga holotoxin with five B subunits forming a  

pentameric ring. The A subunit is linked via the C-terminal helix and four sheets. Source; 

PDB accession number1DM0. (B)3D construction of difficile toxin A comprising the catalytic 

A subunit (red) and the B subunit containing autoprotease (blue), delivery (yellow) and 

binding (green) domains. 
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B subunit is comprised of the carboxy-terminal receptor binding domain and 

an amino-terminal domain involved in membrane translocation. The A 

subunit is linked to the B subunit via a peptide loop and an inter-chain 

disulfide bond (Figure 5B). Inhibition of the binding of the receptor binding 

domain to its cognate host receptor has the potential to prevent the 

translocation of the A subunit and thus preventing its enzymatic activity 

(Montecucco et al. 1994). Thus, interference with the binding of the toxin is a 

promising therapeutic strategy. 

1.6.2 Multivalent inhibitors of bacterial toxins 

Inhibitors of bacterial toxins can be designed to target different stages in the 

intoxication process, such as preventing the binding of the toxin to cell 

membrane receptors, preventing its translocation across the cell membrane, 

blocking its interaction with the intracellular target molecule and also by 

inhibiting its catalytic activity (Montecucco et al. 1994). According to many 

studies, interference with the first protein-carbohydrate interaction on the 

host cell surface is the most promising and feasible strategy that would 

prevent entry of the toxin into the cell (Zopf & Roth 1996). In addition, 

microbes are unlikely to develop resistance to such agents as the glycan 

recognition is tied to the biology of the toxin and is less susceptible to 

variation (Paton et al. 2010). 

A number of studies have employed synthetic oligosaccharides 

corresponding to a specific receptor determinant in order to competitively 

inhibit toxin binding. However, such free oligosaccharides have low affinities 

for the protein toxins and in case of toxins released by enteric pathogens like 

Vibrio cholerae, Shiga toxigenic Escherichia coli (STEC), enterotoxigenic E. 

coli (ETEC), Clostridium difficile etc, the digestive enzymes present in the 

small intestine may cleave these free oligosaccharides making them 

ineffective (Paton et al. 2010). Therefore, effective toxin inhibitors are 

usually comprised of specific glycan epitopes displayed multivalently on 

scaffolds. The major multivalent bacterial toxin inhibitors include 

glycopolymers, glycodendrimers and tailored glycoclusters (Branson & 

Turnbull 2013). 

 Polymers are used to organize multiple copies of the toxin ligand, and 

their relative ease of synthesis and variability of structure and length are 

beneficial for its use as a scaffold. For example, a polylysine scaffold 

carrying GM1 oligosaccharides was a more effective inhibitor of 

Cholera toxin than soluble GM1 oligosaccharides (Schengrund & 

Ringler 1989). The studies of polymer-based bacterial toxin inhibitors 
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have shown that inhibitors with higher density of ligands can decrease 

the overall binding due to steric hindrance of unbound ligands. 

Therefore, spacing of the ligand corresponding to the binding site 

dimensions can improve the effectiveness of the ligands (Polizzotti & 

Kiick 2006; Polizzotti et al. 2007). 

 Glycodendrimers are characterized as highly branched ‘dendrons’ or 

‘wedges’ that originate from a central multifunctional core unit and 

terminate in many reactive groups around their peripheries, which 

constitute the sites to which the bioactive saccharides are usually 

attached (Turnbull & Stoddart 2002; Chabre & Roy 2010). Most of the 

studies have used PAMAM or polypropylene imines as cores for 

dendrimers. Potential bacterial toxin inhibitors based on 

glycodendrimers have been synthesized for Cholera toxin, Vero toxin 

from E. coli, Shiga toxin etc (Thompson & Schengrund 1998; 

Thompson & Schengrund 1997). 

 Templated assembly is another strategy for inducing protein 

dimerization whereby two pentameric serum amyloid P component 

proteins (SAP) were fused by simple divalent proline derivatives to form 

a face to face dimer. SAP harbors a pentameric structure similar to 

certain bacterial toxins and their binding sites are suitably spaced for a 

divalent ligand to bridge the binding sites in both proteins (Pepys et al. 

2002). An inhibitor for Cholera toxin was constructed using this strategy 

(Liu et al. 2005). 

1.7 Shiga toxins 

Shiga and Shiga-like toxins produced by Shigella dysenteriae and 

enterohaemorrhagic Escherichia coli (EHEC) strains, respectively can cause 

serious complications during infection. Infection by these organisms has been 

associated with the ingestion of contaminated food and water or contact with 

infected humans or animals (Tarr et al. 2005; Bergan et al. 2012). The 

infection causes dysentery and haemorrhagic colitis, which may further lead 

to the life-threatening disease, hemolytic uremic syndrome (HUS), which is 

characterized by thrombocytopenia, hemolytic anemia, acute renal failure and 

various degrees of complications in central nervous system (Melton-Celsa et 

al. 2012; Nathanson et al. 2010; Petruzziello-Pellegrini & Marsden 2012). 

These infections have become an increasing threat to human health, 

especially in children and elderly (Melton-Celsa et al. 2012). 
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1.7.1 Toxin structure and mode of action 

Shiga-like toxins are divided into two groups (Stx-1 and Stx-2) on the basis 

of the degree of sequence identity shared with Stx. Stx-1 have a higher 

sequence identity compared to Stx-2 (Jackson et al. 1987). These toxins 

consist of an enzymatically active A fragment and five B subunits 

responsible for binding to cellular receptors. Both subunits are released into 

the bacterial periplasm, where they assemble non-covalently into the 

holotoxin. The molecular weight of the intact toxin is about 70 kDa. The B 

subunits form a pentameric ring with a central pore in which the C-terminus 

of the A fragment is anchored. The A fragment contains A1 and A2 subunits 

that are joined by an internal disulfide bond. The A1 fragment inactivates the 

60S ribosomal subunit by removing one adenine from the 28S RNA, which 

inhibits protein synthesis (Fraser et al. 1994; Stein et al. 1992; Garred et al. 

1997). 

1.7.2 Cellular receptors 

The receptor for most of the Shiga toxins is the neutral glycosphingolipid 

globotriaosylceramide (Gb3; also known as CD77 or the Pk blood group 

antigen) (Lindberg et al. 1987; Lingwood 1993). One variant toxin, Stx2e 

also binds to Gb4, which contains an additional terminal β1,3-linked N-

acetylgalactosamine residue (DeGrandis et al. 1989). The crystal structure of 

the Stx1 B subunit complexed with a trisaccharide receptor analogue of Gb3 

has revealed the existence of three trisaccharide-binding sites per B subunit 

monomer, which accounts for a strong multivalent binding to the cell surface 

with up to fifteen bound Gb3 molecules (Ling et al. 1998) (Figure 6). 

In humans, Gb3 (Pk) expression is mostly observed in the kidney epithelium 

and endothelium, microvascular endothelial cells in intestinal lamina propria, 

platelets, and in subsets of B lymphocytes (Bergan et al. 2012). It is also 

Figure 6. A 3D model of the Stx1 B pentamer complexed with the Gb3 analogue (PK-MCO). 

Each B subunit can bind up to three ligands, accounting for 15 binding sites. Source Protein 

data bank, accession number 1BOS 



Reeja Maria Cherian 

26 

expressed in a subset of cells in the peripheral and central nervous system 

(Ren et al. 1999). However, kidneys are the major organs affected in 

diarrhea-associated hemolytic uremic syndrome. Human kidneys contain a 

series of Gb3 subspecies which vary in ceramide hydrocarbon chain length 

(C16–C24) and their degree of hydroxylation. All these factors and the 

membrane environment, including cholesterol levels were found to be 

essential for the toxin recognition process (Trachtman et al. 2012). 

In mammals, studies suggest that both Pk and P1 determinants are 

synthesized by the same α4GalT/Gb3 synthase that adds a galactose to 

lactosylceramide and paragloboside, respectively (Iwamura et al. 2003; 

Thuresson et al. 2011). But lactosylceramide is considered to be the favored 

acceptor as Pk can be synthesized even at low enzyme levels (Figure 7) 

(Thuresson et al. 2011). Unlike human α4GalT (Gb3 synthase or A4GALT) 

which acts on glycosylceramides, pigeons have an α4GalT which is capable 

of transferring a Gal residue to β galactosides on glycoproteins (Suzuki & 

Yamamoto 2010). This enzyme was employed in Paper 1, for the engineering 

of P1 blood group determinants on our recombinant mucin type fusion 

protein. 

Figure 7. Schematic representation of the biosynthesis of antigens of the human P blood group 

system. Recent evidence suggests that the enzyme adding 1,4Gal in the Pk and P1 structures 

is the same 1,4GalT glycosyltransferase and that it can act on different substrates. Gb3Cer 

(Pk antigen) is the native receptor of Shiga toxins. 
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1.7.3 Shiga toxin inhibitors 

Many multivalent inhibitors have been developed to prevent the binding of 

Shiga toxin to its host cell surface receptors. Some of them are discussed in 

this section. Polyacrylamide-based glycopolymers with varying degrees of 

Gb3 trisaccharide substitution have been used to neutralize Stx-1 (Dohi et al. 

1999). One of the inhibitors was SYNSORB Pk, an orally delivered 

compound composed of an inert silicon-based matrix, Chromosorb-P, to 

which the trisaccharide was covalently linked. This failed to demonstrate any 

significant reduction of the severity of HUS (Takeda et al. 1999). Another 

versatile inhibitor was the STARFISH; an oligovalent, water-soluble 

inhibitor with two carbohydrate ligands arranged at the end of each arm of a 

pentavalent glucose core (Kitov et al. 2000). It was found that following 

subcutaneous administration of toxin and inhibitor, Starfish protected mice 

from the toxic effects of Stx-1 but not Stx-2 (Mulvey et al. 2003). 

Improvement in STARFISH, led to the development of another derivative 

termed DAISY that had slightly longer linker spacing between the 

oligosaccharide groups. It could partially protect mice from a challenge with 

both Stx-1 and Stx-2 (Mulvey et al. 2003). Super Twig was another 

multivalent inhibitor based on a glycodendrimer structure composed of 

carbosilane. It contains six Pk trisaccharides and protected the mice from 

purified toxins, Stx-1 and Stx-2 (Nishikawa et al. 2002). Promising results 

were obtained in studies using monoclonal antibodies specific for both Stx1 

and Stx2 (Mukherjee et al. 2002a; Mukherjee et al. 2002b). However, to date 

no licensed drug against Shiga toxin is approved. In Paper I we have 

demonstrated the high avidity binding of Stx-1 and Stx-2 to PSGL-1/mIgG2b 

carrying multiple copies of the blood group P1 epitope. 

1.8 Clostridium difficile toxins 

Clostridium difficile is an anaerobic, spore-forming, gram-positive bacillus 

that is a common cause of hospital-acquired and antibiotic-associated 

diarrhea (Depestel & Aronoff 2013). The microbiotas of patients who receive 

antibiotics or chemotherapeutics become disrupted, compromising their 

colonization resistance and thereby making them susceptible to C. difficile 

infection (Hoffman 1994; Goldman et al. 1994). C. difficile is mostly 

acquired from an exogenous source, either from an infected individual or 

indirectly from a contaminated environment. C. difficile, evades the immune 

response, multiplies in the colon and produces toxins A and B. The organism 

is isolated mainly from fecal specimens obtained from neonates and the 

elderly. Even though it is often asymptomatic in neonates, in the elderly it is 

often associated with symptoms of diseases ranging from mild diarrhea to 
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serious diarrhea, with or without pseudomembranous colitis (Poutanen & 

Simor 2004). It can also cause life-threatening complications such as toxic 

megacolon, perforation and peritonitis. C. difficile infection, which are 

collectively known as C. difficile associated disease (CDAD) can be recurrent 

due to repeated recurrences of the manifestation (Pruitt & Lacy 2012; Poxton 

et al. 2001; Bartlett 2006). 

1.8.1 Pathogenesis and virulence factors 

When an individual is exposed to C. difficile spores, spores germinate and 

vegetative forms multiply resulting in colonization of the organism through 

the surface proteins (Vedantam et al. 2012). C. difficile can adhere to the 

mucus layer covering the enterocytes and penetrate the mucus layer with the 

aid of C. difficile surface layer proteins. Then they adhere to the enterocytes 

by means of its multiple adhesins. This results in the first phase of the 

pathogenic process and the virulence factors implicated in this step are; 

flagella composed of flagellin-Fli C and the flagellar cap protein-Fli D, 

associated with cell and mucus attachment (Tasteyre et al. 2001), proteolytic 

enzymes such as the cysteine protease, Cwp84 (Janoir et al. 2007), a cell-

surface protein with adhesive properties (Cwp 66) (Waligora et al. 2001), a 

fibronectin-binding protein, Fbp68 (Hennequin et al. 2003) and a para-

crystalline surface-layer decorated with cell wall proteins that mediates 

interaction with epithelial cells (Calabi et al. 2002). The second phase of the 

pathogenic process is the production of toxins. C. difficile produces three 

secreted protein toxins: TcdA, TcdB, and the binary toxin CDTab. The role 

in pathogenesis is unclear for CDTab which is an actin-specific ADP-

ribosyltransferase produced in only few strains. (Perelle et al. 1997). Toxin A 

(TcdA) and toxin B (TcdB) are the main virulence factors which damage the 

human colonic mucosa (Pruitt & Lacy 2012). 

1.8.2 Roles of C. difficile TcdA and TcdB 

TcdA and TcdB are homologous AB toxins of 308 and 270 kDa respectively, 

with 49% identity and 63% similarity. They can inactivate the Rho/Ras 

superfamily of GTPases by glucosylation (Voth & Ballard 2005). These 

GTPases regulate a number of vital cellular processes including cell division, 

migration, cell-cell adhesion, cytokinesis, secretion, and maintenance of the 

cytoskeleton. In cell cultures, toxin treatment causes a retraction of cell 

processes and rounding of the cell body due to the disassembly of 

filamentous F-actin (Pruitt & Lacy 2012; Von Eichel-Streiber et al. 1996). 

TcdB is 100-10,000 times more potent in terms of cell rounding, also known 

as its cytopathic effect (Tucker et al. 1990). The action of toxins also leads to 
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cell death, referred to as cytotoxicity, through a number of different 

mechanisms including p53-dependent and p53-independent apoptosis, 

caspase-dependent and -independent apoptosis, as well as necrosis (Gerhard 

et al. 2008; Nottrott et al. 2007). TcdA is referred to as an enterotoxin that 

causes hemorrhage and fluid secretion in the intestines of rodents and causes 

extensive damage to the epithelial lining of the intestine, whereas TcdB 

causes minimal or no intestinal pathology. Therefore, the two toxins have 

distinctive properties both in animals and on cells. In case of CDAD, the 

toxins cause disruption of the barrier function by opening the tight junctions 

of the colonic epithelium through the inactivation of the Rho GTPases that 

regulate tight junction complexes. This increases the colonic permeability 

resulting in watery diarrhea, which is a typical feature of CDAD (Lyerly et 

al. 1988; Lyerly et al. 1985; Lyerly et al. 1982). 

1.8.3 Structure of the toxins 

The functional domains of the toxins include an N-terminal glucosyl 

transferase domain which holds the cytotoxic activity of the toxin, a cysteine 

auto protease domain, a hydrophobic pore-forming domain that is responsible 

for the translocation of the toxin into the cytosol, and a receptor-binding 

domain (RBD) (Schirmer & Aktories 2004; Just et al, 2000; Aktories & Just 

1995). The RBD consists of highly repetitive structures termed as combined 

repetitive oligopeptides (CROPs) that are made up of 19–24 amino acid short 

repeats (SRs) and 31 amino acid long repeats (LRs), which together form the 

binding motif that interacts with glycans on the surface of the host cells. 

TcdA CROPs contain 32 SRs and 7 interspersed LRs, whereas it is 

considerably shorter in TcdB with 19 SRs and 4 LRs (von Eichel-Streiber & 

Sauerborn 1990). 

1.8.4 Receptor binding 

Various oligosaccharides have been shown to bind TcdA, of which 

Gal1,3Gal1,4GlcNAc is the most extensively studied binding motif 

(Krivan et al. 1986). However, this trisaccharide sequence is not found on 

human cells, where the native ligand has not been definitely identified. 

Human I, Lewis X and Lewis Y antigens as well as a human 

glycosphingolipid that carries a common type 2 chain (Gal4GlcNAc) can 

bind to TcdA (Tucker & Wilkins 1991; Teneberg et al. 1996). Two proteins, 

rabbit sucrose-isomaltase and human gp96, have been shown to serve as 

receptors for TcdA. The TcdA binding to sucrose-isomaltase was inhibited 

by galactosidase treatment, but the identity of the sugar on this ligand is 

unknown (Pothoulakis et al. 1996; Na et al. 2008). The co-crystal structure of 
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the larger fragment (f2) of the TcdA CROPs complexed with a 

Gal1,3Gal1,4GlcNAc derivative has revealed carbohydrate receptor 

binding junctions that are formed between the LRs and SRs of TcdA (Figure 

8). The model suggests seven binding sites for TcdA and four sites for TcdB 

implying a multivalent binding along an extended binding domain (Ho et al. 

2005; Greco et al. 2006). 

1.8.5 Treatment options 

An early resolution of the diarrheal symptoms in CDAD may be 

accomplished by withdrawing or changing the antibiotic therapy that 

triggered the disease. Oral metronidazole, vancomycin, or fidaxomicin 

treatment is the antibiotic recommendations for curing CDAD (Leffler & 

Lamont 2009; Johnson 2009). Active and passive vaccination methods are 

being studied in various animal models and are now in phase 3 clinical trials. 

Parenteral administration of a C. difficile toxoid vaccine might protect high-

risk individuals against CDAD by virtue of an antibody response (Kotloff et 

al. 2001). Another innovative treatment involves the reconstitution of a 

protective intestinal flora via the application of vital bacteria. Probiotics like 

Lactobacilli species or Saccharomyces boulardii can be used to replace the 

pathogenic C. difficile flora (Verna & Lucak 2010). Fecal microbiota 

transplantation (FMT) is another strategy that has been increasingly utilized 

as a treatment for patients with recurrent CDAD in order to restore all the 

organisms that include the normal colonic flora by importing the colonic 

microbiome of a healthy person (Kelly et al. 2012). However, till now, a 

satisfactory treatment option for CDAD is still in question. In paper IV, we 

have shown that our recombinant mucin-type fusion protein, PSGL-

1/mIgG2b, carrying Gal1,3Gal determinants can neutralize TcdA. 

Figure 8. 3D model of the C-terminal fragment of C. difficile toxin A (TcdA-f2) bound to a 

synthetic derivative of the Gal1,3Gal receptor. The structure reveals seven putative binding 

sites for the entire receptor binding domain of TcdA. Source: Protein data bank, accession 

number 2G7C. 
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2 AIMS 

The overall aim of this thesis was to produce recombinant mucin-type fusion 

protein (PSGL-1/mIgG2b) with tailored bacterial toxin or viral receptors. 

Specific aims: 

I. Produce a multivalent potential inhibitor of Shiga toxins by glyco-

engineering CHO cells to express PSGL-1/mIgG2b carrying the 

blood group P1 determinant. 

II. Analyze the O-glycan core chain biosynthesis and to characterize the 

core chain specificity of human ST6Gal I and CHST4 in CHO cells 

by transient expression of the glycosyltransferases. 

III. Generate stable glyco-engineered Chinese hamster ovary (CHO) 

cells that secrete PSGL-1/mIgG2b carrying terminal 2,3- or 2,6-

linked sialic acid on defined O-glycan core saccharide chains. 

IV. Assess the ability of PSGL-1/mIgG2b carrying Gal1,3Gal 

determinants to neutralize TcdA-mediated hemagglutination of rabbit 

erythrocytes, and the cytopathic and cytotoxic properties of TcdA. 
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3 METHODOLOGICAL 
CONSIDERATIONS 

The detailed description on the materials and methods utilized in this thesis is 

provided in the respective papers. Here, a brief discussion of the 

methodology is provided.  

3.1 Cell culturing 

For the generation of stable CHO-K1 cell lines, multiple cDNAs were 

transfected into adherently growing CHO-K1 cells cultured in the presence of 

serum. The high-producing single cell clones were then sequentially adapted 

to serum-free medium for large scale production of the fusion protein. 

Sequential adaptation to serum-free medium decreases the risk of gene 

expression being lost (Doyle & Griffiths 1998). Furthermore, besides being a 

potential source of infectious agents, serum supplementation makes the 

purification and further downstream processing more difficult. In terms of 

glycosylation, serum-free cultures were reported to result in a higher level of 

terminal sialylation and proximal fucosylation (Gawlitzek et al. 1995). 

For large scale culturing of stable transfectants, the cells were maintained in a 

single cell suspension culture in shaker flasks rotated at 100 rpm in 37°C 

with 5% CO2. However, the levels of glucose, glutamine and pH were not 

monitored and therefore it was difficult to reach the high cell densities 

obtained in Wave bioreactors and other industrial systems (Clincke et al. 

2013). The glycosylation of recombinant protein can be affected by the 

culturing conditions (Li et al. 2010; Hossler et al. 2009). Therefore, the cell 

culture conditions as well as other parameters (oxygen concentration, 

accumulation of ammonia) influencing the productivity and glycosylation of 

PSGL-1/mIgG2b must be optimized for any commercial purposes. 

3.2 Stable and transient transfection 

In this thesis we have generated a repertoire of stable (Paper I, III and IV) 

and transient (Paper II) CHO-K1 cell transfectants for the production of a 

recombinant fusion protein, PSGL-1/mIgG2b, with tailored O-glycan 

substitution. The backbone of CDM8 vectors carrying the cDNA of PSGL-

1/mIgG2b and different glycosyltransferase cDNAs has either the EF1or 

CMV-IE promoter driving the expression of the transgene. All transfections 

were done with the Lipofectamine 2000 reagent (Invitrogen). Even though, 
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transient transfection experiments have gained popularity over the past few 

years due to the ease in analyzing the expression of the transgene, for large-

scale production stable transfection is preferred. In paper II, we employed 

small-scale transient transfections to analyze the fine in vivo specificity of 

various glycosyltransferases and their impact on the O-glycome repertoire of 

CHO-K1 cells. In this case, transient transfections were advantageous as we 

could obtain small amounts of protein in less time and it was possible to 

analyze a large number of clones in order to investigate the glycosylation 

capacity of the transfected glycosyltransferases. In contrast to the episomal 

transcription of the plasmid taking place following transient transfections, the 

selection of stable transfectants relies on the presence of a selection marker 

that is used for selective growth of cells that have integrated the plasmid into 

their genomes. As the process of chromosomal integration is a random event, 

it can sometimes result in gene silencing, result in different levels of fusion 

protein expression or varied glycosylation of the fusion protein in the 

generated clones due to integration-dependent “position effects” (Dalton & 

Barton 2014). Therefore, the highest-producing cell clone expressing the 

desired carbohydrate determinant must be selected for the production of the 

secreted fusion protein. 

3.3 Purification and quantification of PSGL-
1/mIgG2b 

The purification of the mucin-type protein is described in detail in the 

respective papers. Large-scale purifications were done by affinity 

chromatography using protein A columns followed by gel filtration, and 

small-scale purification was done on goat anti-mouse IgG (whole molecule) 

agarose beads. The purification of PSGL-1/mIgG2b on the protein A column 

appears to be glycosylation-dependent because some glycoforms of the 

fusion protein bind poorly this affinity matrix (unpublished observation). A 

second size-dependent purification step, gel filtration, is used to remove 

proteins co-purified with PSGL-1/mIgG2b on the affinity chromatography 

column. 

The concentration of PSGL-1/mIgG2b produced by different cell lines was 

determined using a sandwich enzyme-linked immunosorbent assay (ELISA). 

The coating antibody for capturing the fusion protein was an affinity-

purified, polyclonal goat anti-mouse IgG(Fc) antibody and for detection, an 

HRP-conjugated form of the same antibody was employed. A dilution series 

of IgG2b antibody with known concentration was used to derive the 

concentration of the fusion protein based on its optical density. However, it 
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should be considered that there are many factors that can influence the ability 

of these antibodies to recognize the fusion protein. The mIgG2b Fc part 

linked to PSGL-1 can have different conformation as compared to the Fc 

portion of the intact antibody. The altered glycosylation of the Fc portion can 

also influence the recognition (Gustafsson et al. 2011). In certain cases, the 

longer and branched O-glycans produced in glyco-engineered CHO-K1 cell 

lines may sterically hinder the detecting antibodies from reaching the Fc 

portion of the fusion protein. Therefore, the concentration of the PSGL-

1/mIgG2b as determined by the ELISA is only used as guidance and is not 

taken as the definite concentration. 

3.4 Characterization of PSGL-1/mIgG2b and 
its carbohydrate determinants using 
Western blotting 

Antibodies recognizing the PSGL-1 and Fc parts as well as terminal 

carbohydrate determinants on the mucin-type fusion protein were employed 

in Western blot experiments in all the papers in order to confirm expression. 

In paper I and IV, anti-P1 and anti-Gal1,3Gal were used to detect the 

presence of blood group P1 and Gal1,3Gal terminal determinants, 

respectively. In paper II and III, lectins specific for defined carbohydrate 

determinants were used. Lectin recognition of a particular carbohydrate 

determinant depends on its presentation; type of linkage to the penultimate 

sugar residue, the core chain carrying the determinant, and sometimes the 

protein backbone on which the glycan is situated (Ambrosi et al. 2005). For 

example, the MAL-1 lectin requires the type 2 chain for optimal binding and 

can recognize this chain even if terminated with an 2,3-linked sialic acid. 

The MAL-2 lectin on the other hand requires 2,3-linked sialic acid for 

binding, but the binding affinity for 2,3-linked sialic is core chain 

dependent with relatively lower affinity for core 2 and 4 chain structures 

despite abundant 2,3 sialylation. These observations are clearly 

demonstrated in paper II and paper IV. 

3.5 LC-MS analysis of O-linked glycans 

In order to determine the composition, sequence and linkage information of 

O-glycans released from PSGL-1/mIgG2b, we have used liquid 

chromatography - mass spectrometry. In contrast to N-linked glycans which 

can be released from the protein backbone following enzymatic cleavage 

with PNGase-F, O-linked glycans are chemically released using strong alkali 
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under reducing conditions in the so called elimination reaction (Carlson 

1968). This can be done in solution or following immobilization of the 

glycoprotein on PVDF membranes (Schulz et al. 2002; Karlsson et al. 2004). 

The analysis is performed on a LTQ ion-trap mass spectrometer which is 

coupled to a porous graphitized column that can separate glycans based on 

size and isomeric structure. The separated glycans are analyzed in the 

negative ion mode and the MS
n 
spectra are manually interpreted for structural 

assignment. With the help of UniCarb-DB, a reasonably quick MS2 spectral 

intensity comparison for annotating the structure can be done (Hayes et al. 

2011). In this thesis, we have employed LC-MS to characterize the O-glycans 

released from our recombinant mucin-type fusion protein (PSGL-1/mIgG2b) 

produced in the glyco-engineered transient and stable CHO-K1 cell lines. In 

paper I and paper IV, the blood group P1 determinant and the Gal1,3Gal 

carbohydrate determinant on a core 2 O-glycan core structure were identified 

and in paper II and paper III, LC-MS was used to detect the major O-glycan 

core structures (core 1-4 and extended core 1). This technique was also used 

to differentiate the type 1 (Galβ1,3GlcNAc) or type 2 (Galβ1,4GlcNAc) outer 

chains and terminal 2,6-or 2,3- sialic acid substitution. The LC-MS 

analysis requires small amounts of starting material and is proved to be 

robust and sensitive in this thesis. 

3.6 The Biacore biosensor - surface 
plasmon resonance 

SPR is a label-free technology, capable of measuring real-time quantitative 

binding affinities and kinetics of interactions between molecules. We have 

employed this technique in paper I to measure the interaction between the 

mucin-type fusion protein and Shiga like toxins. In the Biacore instrument, 

one of the binding components, the ligand (Shiga toxin) is immobilized on a 

sensor chip surface and the other component, analyte (PSGL-1/mIgG2b 

carrying blood group P1 determinants) in solution is flowed over the sensor 

surface at different concentrations in a number of different injection cycles. 

The binding interaction is detected using an optical method that measures 

small changes in refractive index at the sensor surface. The change in angle 

of reflected light is proportional to the mass of the analyte at the surface. This 

change is translated to a response signal and is plotted in a graph called 

sensorgram with binding levels depicted as response units (RU) (Jason-

Moller et al. 2006). 

The sensorgram generated from an SPR experiment shows the main stages of 

the injection cycle. The curve depicting the binding process starts with a 
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baseline which represents no response shift. Due to the analyte-ligand 

complex formation, a positive slope (associate phase) is generated and as 

more and more analyte is bound, an equilibrium is reached where the curve 

reaches the steady state. When analyte is no longer injected the analyte ligand 

complexes starts to decay causing the disassociation of the analyte from the 

surface resulting in the disassociation phase. In order to reuse the ligand 

surface for an additional injection cycle, all bound analyte must be removed 

by a regeneration buffer that restores the base line (Rich & Myszka 2000). 

The affinity and kinetics of the ligand-analyte interaction were calculated 

according to a 1:1 binding model. More details on the determination of 

kinetic constants are provided in paper I and also in other references 

(Drescher et al. 2009; Karlsson et al. 1994). 

3.7 Laser scanning confocal microscopy 

The laser scanning microscope scans objects point by point by a finely 

focused laser beam. The principle for this distinct kind of microscopy was 

developed by Marvin Minsky in 1953 and towards the end of 1980s 

development of lasers for confocal microscopy became readily available 

(Rino et al, 2009). The key feature of confocal microscopy is its ability to 

increase the contrast of images and produce blur-free images and thereby 

improving their quality. Unlike a conventional fluorescence microscope, the 

confocal microscopy system has 

 Point light source for illumination 

 Point light focus within the specimen 

 Pinhole at the image detecting plane 

 Minimal blurring and sharper image due to the rejection of 

out-of-focal plane signal 

 Higher contrast due to increase in signal-to-noise ratio 

achieved by minimizing interference from lateral stray light 

 Improved resolution due to optical sectioning 

 Higher Z resolution make confocal pictures more crisp and 

clear 

In this thesis, the ability of our recombinant mucin type fusion protein 

carrying Gal1,3Gal Cl. difficile toxin A receptors to inhibit the toxin 

induced cytopathicity in CHO cells was analyzed using confocal microscopy. 

Bacterial toxins like Cl. difficile toxin, have a complex effect on cultured 

cells, especially on the morphology of cells (Fiorentini & Thelestam 1991). 

We used confocal microscopy to visualize these signs of a cytopathic effect 

like retraction and rounding of intoxicated CHO cells and polarization of the 
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nucleus to cell wall. Confocal imaging can resolve the complex three 

dimensional cell structures, for example the cytoskeletal fibers in the 

cytoplasm. It also gives greatly enhanced images of biological structures and 

more wealth of details compared to conventional fluorescence microscopy. 

This technique made it possible for us to visualize the difficile toxin A effects 

on CHO cells and also the impact of our recombinant mucin type fusion 

protein on the damaging effects of the toxin. 
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4 RESULTS AND DISCUSSION 

4.1 Producing PSGL-1/mIgG2b with tailored 
glycosylation 

This thesis focuses on the production of recombinant mucin-type fusion 

proteins (PSGL-1/mIgG2b) carrying specific carbohydrate determinants. 

PSGL-1/mIgG2b, developed by combining the extracellular part of PSGL-1 

and the Fc portion of mouse IgG2b, has 6 potential N- and 106 potential O-

glycosylation sites. This enables the multivalent presentation of specific 

carbohydrate determinants on the mucin-type scaffold. The glycosylation 

pattern of this fusion protein depends on the host cell used for its production 

and can be further modified by glyco-engineering the host cell. In all the 

papers, we have used CHO-K1 host cells for the production of PSGL-

1/mIgG2b. Besides expressing the P-selectin glycoprotein ligand-1/mouse 

immunoglobulin G2b cDNA (PSGL-1/mIgG2b), plasmids encoding specific 

glycoysltransferases are expressed in CHO-K1 cells to tailor the desired 

carbohydrate determinant (Figure 9). 

In paper I and IV, the functional carbohydrate receptors of Shiga toxin 1 and 

2 (Stx1 and Stx2) and C. difficile toxin A were tailored by expressing pigeon 

4GalT and porcine 3GalT respectively. The biological significance of 

these recombinant mucin type proteins carrying the bacterial toxin receptor 

Figure 9. Production of recombinant mucin-type fusion protein PSGL-1/mIgG2b with tailored 

carbohydrate determinants. The glycosylation of the mucin-type protein is dependent on the 

endogeneous glycosylation machinery of the host cell line and the transfected 

glycosyltransferase cDNAs. 
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mimetics was evaluated by determining its binding strength (paper I) and also 

by assessing its ability to neutralize the biological properties of toxin like 

hemagglutination, cytopathic effects and cytotoxicity (paper IV). The O-

glycan biosynthesis pathways in CHO cells was extensively studied by 

transiently (paper II) and stably (paper III) expressing the O-glycan core 

chain glycosyltransferases (C2 GnT1, C3 GnT6, extended C1 GnT3). 

The core chain specificity of human ST6GAL1 and CHST4 was assessed in 

paper II by transient expression and the potential competition between the 

endogenous and the expressed glycosyltransferases was also studied. In paper 

III, we have generated a repertoire of PSGL-1/mIgG2b with terminal 2,3- or 

2,6-linked sialic acid on defined O-glycan core 1-4 and extended core 1 

structures carrying either type 1 (Galβ3GlcNAc) or type 2 (Galβ4GlcNAc) 

outer chains in order to study the core chain-dependent binding activity of 

carbohydrate-binding proteins. The information about the different stable and 

transient CHO-K1 cell lines generated in this thesis is given in Table 3. Even 

though the cells are engineered to support the biosynthesis of certain defined 

O-glycan target structures, the cells will produce an array of different O-

glycan structures including alternative target structures and various non-

sialylated precursor saccharides. Competition between endogenous and 

exogenously expressed glycosyltransferases for the same precursor chain 

may explain O-glycan heterogeneity. 

Table 3. CHO transfections performed with designations of cell clones or 
bulk-selected cell populations and their respective target structures. CHO-K1 
cells with their endogenous glycosylation machinery and the transfected P-
selectin glycoprotein ligand-1/mouse IgG2b Fc and glycosyltransferase 
cDNAs generate the desired carbohydrate determinant. In the name 
designation, C stands for CHO-K1, P for PSGL-1/mIgG2b, followed by the 
expected O-glycan core structures and (B) denotes bulk-selected cell 
populations. 

Type of 

Transfection 

Transfected 

glycosyl 

transferase 

cDNAs  

Clone 

Designations 
Tailored Carbohydrate determinant 

Stable 
C2 GnT1 

+ 4GalT 
C-PP1 

NeuAcGal1,3(Gal1,4Gal1,4 

GlcNAc1,6)GalNAc  

Stable 
C2 GnT1 

+ 3GalT 
C-PGC2 

NeuAcGal1,3(Gal1,3Gal1,4 

GlcNAc1,6)GalNAc 

Stable C2 GnT1  CP-C2 
NeuAcGal1,3(NeuAcGal1,4 

GlcNAc1,6) GalNAc 

Stable 

C3 GnT6 

+ GalT5 

 

CP-C3-T1 NeuAc Gal1,3GlcNAc1,3GalNAc  
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Stable 

C3 GnT6 

+              

C2 GnT1 

+ GalT5 

CP-C4-T1 
NeuAcGal1,3GlcNAc1,3 

(NeuAcGal1,3GlcNAc1,6)GalNAc  

Bulk -Stable C3 GnT6 CP-C3(B) NeuAc Gal1,4GlcNAc1,3GalNAc 

Bulk -Stable 

C2 GnT1 

+ 

C3 GnT6  

CP-C4(B) 
NeuAcGal1,4GlcNAc1,3 

(NeuAcGal1,4GlcNAc1,6) GalNAc 

Stable 
Ext C1 

GnT3  
CP-extC1 

NeuAcGal1,4GlcNAc1,3Gal1,3Gal

NAc 

Bulk -Stable 
C2 GnT1 

+ ST6Gal1 

CP-C2- 

ST6(B) 

NeuAcGal1,3 

(NeuAcGal1,4GlcNAc1,6)GalNAc 

Bulk -Stable 

C3 GnT6 

+ GalT5+ 

ST6Gal1 

CP-C3-T1- 

ST6(B) 
NeuAcGal1,3GlcNAc1,3GalNAc 

Bulk -Stable 

C3 GnT6 

+  

C2 GnT1 

+ GalT5 

+ ST6Gal1 

CP-C4-T1- 

ST6(B) 

NeuAcGal1,3GlcNAc1,3 

(NeuAcGal1,3GlcNAc1,6)GalNAc 

Bulk -Stable 
B3GNT6 + 

ST6Gal1 

CP-C3- 

ST6(B) 
NeuAcGal1,4GlcNAc1,3GalNAc 

Bulk -Stable 

C3 GnT6 

+  

C2 GnT1  

+ ST6Gal1 

CP-C4- 

ST6(B) 

NeuAcGal1,4GlcNAc1,3 

(NeuAcGal1,4GlcNAc1,6)GalNAc 

Bulk -Stable 

Ext C1 

GnT3 + 

ST6Gal1 

CP-extC1- 

ST6(B) 

NeuAcGal1,4GlcNAc1,3Gal1,3 

GalNAc 

Transient 
C2 GnT1  

+ CHST4 
 

NeuAcGal1,3 

(NeuAcGal1,4(6S)GlcNAc1,6) 

GalNAc 

Transient 
C3 GnT6 

+ CHST4 
 

NeuAcGal1,4(6S)GlcNAc1,3 

GalNAc 

Transient 

Ext C1 

GnT3 + 

CHST4 

 
NeuAcGal1,4(6S)GlcNAc1,3 

Gal1,3GalNAc 

4.2 Characterization of PSGL-1/mIgG2b 
carrying tailored glycosylation  

PSGL-1/mIgG2b purified by protein A affinity chromatography and gel 

filtration or by the use of anti-mouse IgG agarose beads is a protein of 250-

350 kDa under non-reducing conditions and 100-180 kDa under reducing 

conditions as assessed by SDS-PAGE (Figure 10). The expected molecular 

weight of a non-glycosylated PSGL-1/mIgG2b dimer is about 117 kDa, 
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which is much less than the apparent molecular weight of the native fusion 

protein indicating abundant glycosylation. Full length fusion protein 

detection and size estimation were confirmed by staining with anti-IgG (Fc) 

(Figure 10A) and anti-CD162 (which recognizes PSGL-1, Figure 10B). The 

presence of complex glycans for example, core 2, core 4 and extended core 1 

structures, on the fusion protein was suggested by an increase in size of 

PSGL-1/mIgG2b in the Western blot analysis. 

The presence of the glyco-engineered glycan structure on the mucin type 

scaffold was confirmed by staining with specific antibodies against the 

carbohydrate determinant. The expression of blood group P1 and Gal1,3Gal 

determinants on PSGL-1/mIgG2b purified from C-PP1 (paper1) and C-PGC2 

(paper IV) was verified using anti-P1 and anti-Gal1,3Gal antibodies. In 

paper II and III, three biotinylated lectins, MAL-1, MAL-2 (both from 

Maackia amurensis) and SNA (Sambucus nigra bark lectin) were used to 

detect Gal1,4GlcNAc (type 2) with or without 2,3-linked sialic acid, 

glycan structures with terminal 2,3-linked sialic acid and 2,6-linked sialic 

acid, respectively. 

4.3 Shiga-like toxin binds with high avidity 
to multivalent O-linked blood group P1 
determinants on mucin-type fusion 
proteins (Paper I) 

The binding of Shiga-like toxin 1 (Stx1) and Shiga-like toxin 2 (Stx2) to 

PSGL-1/mIgG2b carrying multiple copies of the blood group P1 determinant 

Figure 10. SDS-PAGE and Western blot analysis of purified PSGL-1/mIgG2b carrying  

2,3-sialylated O-glycan core structures. For Western blot analyses, 0.2 μg of protein were 

loaded and analyzed on SDS-PAGE under reducing (A) or non-reducing (B) conditions.After 

blotting, membranes were probed with anti-mIgG Fc (A) and anti-PSGL-1 (B). This figure is 

reproduced from paper III 
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was investigated with Western blotting and the biosensor Biacore. Chinese 

hamster ovary K-1 (CHO-K1) cells were stably transfected with linearized 

plasmids encoding the PSGL-1/mIgG2b fusion protein, the core 2 β1,6-N-

acetylglucosaminyltransferase (GCNT1 or C2GnT-1) and the pigeon α1,4-

galactosyltransferase (A4GALT or α4GalT). The α4GalT glycosyltransferase 

cDNA was cloned from pigeon liver. The sequential action of the 

endogenous glycosyltransferases in CHO-K1 (C1 3GalT, GalT and 

ST3GAL1 or 4) and the stably expressed glycosyltransferases (GCNT1 and 

A4GALT) generates the blood group P1 determinant on a core 2 O-glycan 

core structure - SiaGal1,3 (Gal1,4GalGlcNAc)GalNAcol. 

The MS/MS data generated from LC-MS suggested that one of the major 

ions in the composite spectrum, m/z 1202.4 represented a core 2 structure 

terminated by sialic acid on one of the branches and a hexose (Hex) on the 

other, i.e. a tentative Galα4Galβ4GlcNAcβ6(NeuAcα3Galβ3)GalNAcol O-

glycan. The other major ions were m/z 1040.3 and m/z 1331.3/665.32−, 

which represent tentative N-acetyllactosamine on core 2 with one or both 

chains terminated with sialic acid. These structures confirm the successful 

transfection of the C2GnT-1 (core 2 enzyme) cDNA, which together with 

an endogenous β1,4-galactosyltransferase (β4GalT) support the biosynthesis 

of a single type 2 N-aceyllactosamine unit. 

4.3.1 PSGL-1/mIgG2b carrying the blood group P1 
determinant binds Stx1 and Stx2 

The interaction of C-PP1-produced PSGL-1/mIgG2b and Shiga-like toxins 

was evaluated by Western blotting and SPR assay. The binding of Shiga-like 

toxins (Stx1 and Stx2) to PSGL-1/mIgG2b carrying P1 determinants was 

compared to the binding to Pk and P1 neo-glycoconjugates. In Western 

blotting, strong binding of Stx1 to Pk-HSA and C-PP1 was observed, while 

only weak binding was observed to P1-BSA. The much strong binding of C-

PP1 can be owed to the multivalent expression of the P1 epitope on the 

mucin scaffold. However, Stx2 did not bind to any of the glycoconjugates in 

Western blotting. The interaction of the Shiga-like toxins with the mucin type 

fusion protein and Pk-HSA was further investigated by the Biacore assay. In 

this system, Stx1 or Stx2 was immobilized on a CM5 dextran chip and Pk-

HSA or C-PP1 were flowed over the surface and the binding was measured 

in real time on a Biacore 2000 instrument and plotted in a graph or 

sensorgram (Figure 11). The masses of C-PP1 produced PSGL-1/mIgG2b 

and Pk-HSA were 300 kDa and 73.5 kDa, respectively, and this is considered 

important as the response signal is directly proportional to the mass of the 

injected analyte. The dissociation equilibrium constant (KD value) was 

estimated by plotting the response at the end of the injections (550–600 s) 
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against the analyte concentration using a simple 1:1 model fit available in the 

Scrubber 2 software. Both Pk-HSA and C-PP1 KD values to Stx1 were in the 

low nanomolar range (39 nM and 16 nM, respectively). The shape of the 

binding- and dissociation curves and the low KD values lead us to suggest 

that the binding of Pk albumin and C-PP1 to Stx1 is multivalent. 

In case of Stx2, the binding was considerably lower in comparison to Stx1. 

The binding curves had another shape and did not reach equilibrium. The KD 

of C-PP1 binding to Stx2 was 25 times weaker (379 nM) compared to Stx1, 

while the KD value of Pk-HSA binding to Stx2 was 3 times weaker (101 nM) 

than binding to Stx1. Comparing the kinetic constants of all the analyte-

ligand pairs, it becomes apparent that the main difference in the KD values 

could be explained by the slow association (ka) of Stx2 compared to Stx1, as 

the dissociation (kd) values were similar. It should be noted that different KD 

values have been reported for Stx1 and Stx2 depending on the analysis 

method used (Kitov et al. 2000; Mulvey et al. 2003; Gallegos et al. 2012; 

Flagler et al. 2010). In this Biacore assay, C-PP1 produced PSGL-1/mIgG2b, 

Pk-HSA and Stx1 have multiple-binding sites that are not accounted for in 

Figure 11. Biacore sensorgrams showing the binding of C-PP1 produced PSGL-1/mIgG2b 

and Pk-albumin to immobilized Stx1 (A and B) and Stx-2 (C and D). Curves are overlaid with 

the simulated disassociation curves based on a 1:1 binding model (orange). This figure is 

reproduced from paper I. 
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the employed 1:1 binding model. However, there is no binding model that 

includes as many possible binding sites as we have in our analyte-ligand 

combinations. Further, the exact valency of the analytes and immobilized 

ligand is not known in our system. The calculated values are, therefore, 

estimations of avidity and most suitable for comparisons between C-PP1 

PSGL-1/mIgG2b and Pk-HSA. However, through this study we could show 

that, C-PP1 is a good binding partner of Stx1 but binds with lower affinity to 

Stx2. 

A toxin inhibitor that can act in an early onset of the disease, could 

potentially prevent the toxin from entering the blood stream and subsequent 

systemic effects (Karmali et al. 1983). However, this may be difficult to 

accomplish considering the large surface area to be covered, accessibility 

problems and route of administration. A Shiga toxin inhibitor that is designed 

to prevent the toxin action in the vascular system by inhibiting the toxin 

binding to kidney microvascular endothelial cells may be more efficient in 

terms of preventing HUS. In animal models of STEC infections, oral 

treatment with linear acrylamide polymers substituted with highly clustered 

Gb3 trisaccharides bound to both Stx1 and Stx2 and decreased the disease 

symptoms (Watanabe et al. 2006). However, in case of a monovalent 

inhibitor of Shiga toxin, Synsorb-Pk, notably failed in clinical trials (Takeda 

et al. 1999). Other possible applications of PSGL-1/mIgG2b expressing the 

P1 epitope include the inhibition of P-fimbriated uropathogenic E coli, 

Pseudomonas aeruginosa (PA-I lectin), and Staphylococcus aureus 

(enterotoxin B) as the P1 determinant is utilized as the receptor for these 

microbes and toxins (Bock et al. 1985; Gilboa-Garber et al. 1994; Tikkanen 

et al. 1995; Tikkanen et al. 1996; Chatterjee et al. 1995). 

4.4 Recombinant mucin-type fusion 
proteins with Gal1,3Gal substitution as 
C. difficile toxin A inhibitors (Paper IV) 

In this paper, we investigated the capability of PSGL-1/mIgG2b carrying 

Gal1,3Gal1,4GlcNAc determinants to bind and inhibit Clostridium 

difficile toxin A (TcdA). This recombinant mucin-like fusion protein was 

produced by a glyco-engineered stable CHO-K1 cell line, designated as C-

PGC2 (Liu et al. 2005). PSGL-1/mIgG2b carrying the Gal1,3Gal 

carbohydrate determinant was characterized by SDS-PAGE and Western blot 

analyses using anti-IgG(Fc), anti-CD162 and anti-Gal1,3Gal antibodies. 

LC-MS analysis was also used to characterize the by -elimination released, 

non-derivatized O-glycans of C-PGC2-produced PSGL-1/mIgG2b. A 
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comparison between the O-glycans released from PSGL-1/mIgG2b produced 

in C-PGC2 and C-PP1, which carry terminal Gal1,4Gal sequences, was 

done using LC-MS in order to differentiate O-glycans with Gal1,4Gal and 

Gal1,3Gal terminals, respectively. It was noted that the base peaks 

containing terminal 1,4Gal had a shorter retention time than those 

terminated in 1,3Gal. Both the O-glycans were sensitive to -galactosidase 

treatment, indicating the presence of terminal Gal on O-glycans at m/z 911 

and 1202. In the MS3 spectra, Gal1,3Gal terminated O-glycans yielded high 

intensity 
0,2

A-H2O (m/z 263) ions, but lacked 
0,2

A (m/z 281) and 
2,4

A (m/z 

221) fragmentation ions of the penultimate Gal residue. These cross-ring 

cleavages can be used as diagnostic ions to distinguish Gal3Gal from 

Gal4Gal.  

4.4.1 C-PGC2 - a novel cell-based model for TcdA 
cytotoxicity 

The cytopathic effects of TcdA on wild type CHO-K1 and glyco-engineered 

C-PGC2 cells expressing the Gal1,3Gal C. difficile toxin A receptor were 

compared in this study. It was evident from the cytopathic assay (cell 

rounding assay) that the expression of the Gal1,3Gal determinant increased 

the TcdA sensitivity of CHO-K1 cells (Figure 12). The cytopathic effects of 

TcdA on C-PP1 cells resembled those seen on wild type CHO-KI cells. This 

confirms that the increased TcdA sensitivity of C-PGC2 cells is due to the 

expression of the Gal3Gal toxin receptor on their cell surface. The 

Figure 12. Sensitivity of C-PGC2, CHO-K1 and C-PP1 cells to the cytopathic effect of 3.3 

nM C. difficile toxin A. At the times indicated, cells were counted and the cytopathic effect 

was estimated by calculating the number of rounded cells as a percentage of the total 

number of cells. 
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CPGC2 cell line which was 20-fold more sensitive to TcdA compared to the 

wild-type CHO-K1 is proposed as a novel cell-based model for TcdA 

cytotoxicity and neutralization assays. 

4.4.2 Inhibition of TcdA mediated 
hemagglutination of rabbit erythrocytes 

The binding of C-PGC2 -produced PSGL-1/mIgG2b to TcdA of C. difficile 

was initially confirmed by Western blotting. TcdA exhibits many patho-

biological functions and one of them is its interaction with 

Gal3Gal1,4GlcNAc sequences on rabbit erythrocyte membranes, leading 

to crosslinking and subsequent hemagglutination (Clark et al. 1987). The 

ability of the fusion protein to neutralize TcdA-mediated hemagglutination of 

rabbit erythrocytes was evaluated by a hemagglutination inhibition assay. 

PSGL-1/mIgG2b substituted with Gal3Gal determinants could completely 

inhibit hemagglutination at a concentration of 500 nM, making it a high 

efficiency inhibitor of the hemagglutination property of TcdA. 

Hemagglutination and enterotoxicity mediated by TcdA seem to be solely 

dependent on the interaction of the CROPs region that serves as the receptor 

binding domain of TcdA (Fiorentini & Thelestam 1991). The complete 

neutralization of the hemagglutination of rabbit erythrocytes mediated by 

TcdA suggests that the Gal3Gal4GlcNAc determinant is the main 

receptor for TcdA CROPs. 

4.4.3 Inhibition of TcdA mediated cytopathicity 
and cytotoxicity 

However, this was not the case for the cytopathic and cytotoxicity 

neutralization assays where PSGL-1/mIgG2b carrying the 

Gal3Gal4GlcNAc determinant could only partially neutralize the 

Figure 13. Gal1,3Gal-substituted PSGL-1/mIgG2b neutralizes the cytopathic effect of C. 

difficile toxin A. Confocal staining of CHO-K1 filamentous actin (F-actin) staining using 

Alexa fluor 488-conjugated phalloidin; native CHO-K1 (A), CHO-K1 cells after exposure to 

a 100% cytopathic dose (1.6 nM) of toxin A for 18 hours (B), and CHO-K1 cells cultured 

under same conditions but exposed to TcdA pre-incubated with Gal1,3Gal-substituted 

PSGL-1/mIgG2b (C).This figure is reproduced from paper IV. 
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TcdA effects. The cytopathic effect characterized by the destruction of the 

actin cytoskeleton was assessed by staining the actin filaments of CHO-K1 

cells by confocal microscopy following staining with Alexa fluor 488-

labelled phalloidin (Figure 13). Exposure to TcdA at a concentration of 1.6 

nM completely disrupted normal F-actin organization in native CHO-K1 

cells. The nuclei were polarized with an irregular shape. While exposure to 

TcdA pre-incubated with the fusion protein carrying Gal1,3Gal 

determinants exhibited a cytotonic effect due to the decreased TcdA potency. 

The results of the MTT based cytotoxicity assay also correlated with the 

cytopathic assay as the fusion protein exhibited only a partial neutralization 

with 34% cell survival in CHO-K1 and 48% cell survival in C-PGC2 cells 

(Figure 14). 

These results indicates that TcdA can display its cytopathic action in the 

absence of the CROPs region suggesting that an additional binding activity 

may be encoded in the region preceding the C-terminal repeats and which can 

bind to alternate cellular receptors other than the Gal3Gal4GlcNAc 

determinant. Many studies also supports this hypothesis by showing that 

removal the CROPs from TcdA only reduces the cytopathic potency and 

cannot completely inhibit the cytotoxic properties (Teichert et al. 2006; 

Olling et al. 2011). Even though we have provided the evidence for the 

usefulness and efficacy of PSGL-1/mIgG2b in blocking the CROPs region of 

TcdA in this study, further investigations are required to provide strong 

evidence for preventing the toxic effects seen on the large intestine during a 

C. difficile infection. 

Figure 14. The inhibition of C. difficile toxin A cytotoxicity by Gal1,3Gal-substituted 

PSGL-1/mIgG2b as assessed by the MTT assay. The capability of Gal1,3Gal-substituted 

PSGL-1/mIgG2b to neutralize TcdA (1 nM TcdA on C-PGC2 and 6.6 nM on CHO-K1) was 

analyzed in the MTT assay following co-incubation of the TcdA and the fusion protein 

assay. The cytotoxicity assay was performed after 72 hours of TcdA incubation in both 

experiments. Each data point represents the mean ± SEM of the three separate 

experiments.This figure is reproduced from paper IV. 
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4.5 O-glycan repertoires on a mucin-type 
reporter protein expressed in CHO cell 
pools transiently transfected with O-
glycan core enzyme cDNAs 

The recombinant mucin-type fusion protein (PSGL-1/mIgG2b) was used as a 

probe to study and predict the biosynthetic pathways of O-glycans and the 

potential competition between glycosyltransferases involved in O-glycan 

core chain biosynthesis in CHO-K1 cells. The repertoire of O-glycans on 

PSGL-1/mIgG2b following transient expression of cDNAs encoding the 

enzymes responsible for extended core 1, core 2 and core 3 O-glycan 

biosynthesis was characterized. The core chain specificity of human 

ST6GAL1 and CHST4 was also assessed by co-transfection of plasmids 

encoding these enzymes. Liquid chromatography–mass spectrometry and 

Western blotting were utilized to map the O-glycome of the expressed 

mucin-type fusion protein. The O-glycans released from purified PSGL-

1/mIgG2b protein produced in the CHO-K1 cells without any co-transfection 

of other glycosyltransferases is mostly dominated by mono- and disialylated 

core 1 O-glycans [Neu5Ac2,3Gal1,3GalNAcol, 51% and 

Neu5Ac2,3Gal1,3(Neu5Ac2,6)GalNAcol, 30%]. A low GCNT1 activity 

was also observed in CHO cells as trace amounts of core 2 O-glycans were 

detected in the LC-MS analysis (Figure 15A). Co-expression of CHST4 

together with PSGL-1/mIgG2b did not result in any detectable sulfation. 

Similarly, no Neu5Ac2,6Gal-residues were identified on PSGL-1/mIgG2b 

expressed in CHO cells that were transiently co-transfected with ST6GAL1. 

Figure 15. Core chain distribution in O-glycans derived from PSGL1/mIgG2b transiently 

expressed in CHO cells with the co-expression of extended B3GNT3, GCNT1 or B6GNT1. 

The A panel represents the distribution of O-glycan core chains on PSGL-1/mIgG2b without 

the co-expression of ST6Gal I and the B panel with ST6Gal I co-expression. Each structure 

was quantified with base peak intensity of LC–MS data. 
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This reconfirms that ST6GAL1 is unable to act on core 1 (Gal1,3GalNAc) 

O-glycans. 

4.5.1 Transient expression of the extended core 1 
enzyme 

When the B3GNT3 enzyme was co-transfected into CHO-K1 cells, 38% of 

the core 1 O-glycans were extended by a 1,3-linked GlcNAc. Strong 

competition between the B3GNT3 and the endogenous ST3GAL (1 or 4) was 

observed as the amount of sialylated core 1 structures was decreased by 27% 

upon co-expression of B3GNT3. The extended core 1 O-glycan core 

structure was further elongated by an endogenous 1,4-galactosyltransferase 

(4GalT) activity and a subsequent 2,3-sialyltransferase activity. Low 

amounts of core 3 O-glycans were also detected in this clone, which may be 

due to the activation of B3GNT6 in CHO cells following transient expression 

of extended B3GNT3. Another hypothesis would be that B3GNT3 has indeed 

a weak B3GNT6 activity. In fact, it has the highest homology to the core 3 

enzyme among the 3-glycosyltransferase family members (Narimatsu et al. 

2006). Additionally, the poly-LacNAc synthase, B3GNT2, was active 

following transient expression of the extended core 1 enzyme. Poly-LacNAc 

- a scaffold for further fucosylation, sialylation and sulfation - was more 

frequently sulfated following co-transfection of CHST4 because of the 

presence of more internal GlcNAc residues available for sulfation. The 

MECA-79 epitope (Gal1,4(6S)GlcNAc1,3Gal1,3GalNAc) was the 

predominant sulfated structure as revealed by the LC-MS analysis, which 

was also confirmed by Western blots. ST6GAL1 had its highest activity on 

extended core 1 O-glycans and it decreased the level of 2,3-sialylation and 

the overall degree of Neu5Ac substitution. This was not observed when co-

expressed with other O-glycan core enzymes. 

4.5.2 Transient expression of the core 2 enzyme 

CHO co-transfected with GCNT1 supported high expression of core 2 O-

glycans in CHO-K1 cells. The newly synthesized core 2 branches carry the 

terminal type 2 chain due to the endogeneous activity of 4GalT. No poly-

LacNAc extension was observed on the core 2 branch. Only a low degree of 

sulfation was detected on the C6 branch of core 2 O-glycans when CHST4 

was co-transfected. Co-expression of ST6GAL1 capped the core 2 O-glycans 

with 2,6-linked sialic acid, but it did not alter the level of 2,3 sialylation or 

the overall level of Neu5Ac substitution. 
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4.5.3 Transient expression of the core 3 enzyme 

Co-transfection of B3GNT6 (core 3 O-glycan synthase) with PSGL-

1/mIgG2b resulted in high amounts of core 3 O-glycans on the fusion 

protein; amounts accounting for up to 86% of the total O-glycans (Figure 15). 

There is a competition between the endogenous B3GALT (C1 3GalT) and 

the transiently expressed B3GNT6 for the same acceptor, resulting in 

decreased amounts of core 1 O-glycans. Similar to the extended core 1 O-

glycans, core 3 O-glycans were either terminated by 2,3-sialylation or were 

further elongated with additional LacNAc units. CHST4 had the highest 

activity on core 3 O-glycans. The predominant sulfated structure was 

Gal1,4(6S)GlcNAc1,3GalNAc of m/z 667. Upon co-transfection with 

ST6GAL1, some of the core 3 chains were terminated by 2,6-linked sialic 

acids. In contrast to what was observed on the extended core 1 structure, the 

ST6GAL1 activity on core 3 increased the level of Neu5Ac and Neu5Gc 

substitution. 

In conclusion, employing relatively small-scale transient transfection 

experiments we were able to investigate the core chain specificity of sialyl- 

and sulfotransferases involved in the biosynthesis of bioactive carbohydrate 

determinants. It is important to determine the fine in vivo specificity of a 

particular glycosyltransferase in order to recreate the biologically important 

carbohydrate determinants on defined O-glycan chains. Even though all the 

glycosyltransferase sequences used in the study were of human origin, the 

experimental model can be also used to compare the glycosyltransferases 

from different species in the context of O-glycan core chain specificity. 

4.6 A Panel of recombinant mucins carrying 
a repertoire of sialylated O-glycans 
based on different core chains for 
studies of glycan binding proteins 

Because of the pathobiological significance of sialylated glycans in general 

and as recognition motifs in a large number of microbial-host interactions in 

particular (Varki 2008), we aimed to develop a tool box based on our 

recombinant mucin-type fusion protein substituted with a diverse selection of 

sialylated O-glycans. A panel of stable CHO-K1 cell lines and bulk-selected 

cell populations was engineered that supported the expression of a repertoire 

of O-glycan core structures (core 1-4 and extended core 1) presenting 

terminal 2,3- and 2,6-linked sialic acid on type 1 (Gal1,3GlcNAc) or 

type 2 (Gal1,4GlcNAc) outer chains. Four single cell-cloned stable CHO 
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cell lines secreting PSGL-1/mIgG2b carrying the extended core 1 (CP-ext 

C1), core 2 (CP-C2), core 3 type 1 (CP-C3-T1), and core 4 type 1 (CP-C4-

T1), and nine bulk-selected stable cell populations including the core 3 (CP-

C3), core 4 (CP-C4) and all the ST6GAL1 transfectants were glyco-

engineered. The mucin-type fusion protein produced from all the cell lines 

and populations were characterized for their O-glycan distribution and were 

subjected to lectin staining using MAL-1, MAL-2 and SNA. The major 

assumption that was made based on the LC-MS analysis of the major O-

glycan core structures (core 1-4 and extended core 1) was that the B3GNT6 

converts core 1 to core 3 more efficiently than GCNT1 converts core 1 to 

core 2. 

4.6.1 PSGL-1/mIgG2b carrying O-Glycans 
extended with type 1 outer core chains 

The introduction of the human B3GALT5 together with B3GNT6 generated 

core 3 O-glycans with a type 1 (Galβ3GlcNAc) outer core chain. This was 

also confirmed by MAL-1 Western blotting, which recognizes the type 2 

chain (Galβ4GlcNAc) with or without 2,3-linked sialic acid and therefore 

revealed reduced staining following B3GALT5 expression. Because of the 

competition between 3GalT5 and the endogenous 4GalT enzyme(s), a 

mixture of type 1 and 2 outer core chains was obtained. We also noted that 

there was a core chain-dependent recognition of the type 2 chain 

(Galβ4GlcNAc) with or without 2,3-linked sialic acid by MAL-1 as the 

type 2 chain on core 2 stained weaker than the type 2 chain on core 3. Using 

negative-ion mode LC-MS/MS, type 2 and 1 chains were distinguished by 

the presence or absence, respectively, of the diagnostic ions arising from a 

cross-ring cleavage of GlcNAc (
0,2

AGlcNAc-H2O and 
0,2

AGlcNAc). It was also 

noted that the type 2 chain-containing O-glycans eluted earlier on the 

graphitized carbon column. In case of the sialylated type 1 and type 2 O-

glycans, they were only distinguished by virtue of their different retention 

times on the LC column. 

4.6.2 PSGL-1/ mIgG2b carrying 2,3- and 2,6-
sialylated O-glycan core structures 

For the detection of terminal 2,3- and 2,6-linked sialic acids, we used 

MAL-2 and Sambucus nigra agglutinin (SNA), respectively. As for the 

MAL-1 staining, we observed a core chain-dependence of MAL-2 binding as 

it appeared to bind less well to core 2 and 4 O-glycans despite them having 

abundant 2,3-sialylation. All the stable clones lacking ST6GAL1 were 

found to be negative with SNA staining, confirming that the CHO cells only 
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have ST3GALT activity. The presence of 2,6-sialylated O-glycans was 

determined by two criteria: (1) the presence of specific fragmentation ions of 

2,6-linked sialic acid in the MS/MS spectra (Thomsson et al. 2012) and (2) 

shorter retention times on the graphitized carbon column. Our LC-MS/MS 

results also confirmed that the human ST6GAL1 cannot use the type 1 outer 

chain as an acceptor as no 2,6-sialylation was detected on O-glycans of 

PSGL-1/mIgG2b expressed in CP-C3-T1-ST6 and CP-C4-T1-ST6. However, 

the endogenous ST3GAL(s) activity(ies) in CHO cells supports terminal 

2,3-sialylation on all O-glycan core structures, both on type 1 and type 2 

outer chains. The binding specificity of sialic acid-specific microbial 

adhesins and mammalian lectins can be changed by many factors such as the 

types of sialic acid, their linkages to the underlying carbohydrate chain, the 

nature of the underlying monosaccharides, the absence or presence of 

concomitant fucosylation and/or sulfation, and the types of linkages (1,3 or 

1,4) between inner monosaccharide moieties of the carbohydrate chain (Varki 

2008; Varki 1997; Gagneux et al. 2003). Therefore, it is important to 

carefully characterize the specificities of these glycan-binding proteins and 

we believe that a reporter protein like our PSGL-1/mIgG2b expressing a 

repertoire of target glycan structures carrying different linkages and 

substitutions will be beneficial in that respect. 
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5 CONCLUSIONS 

 PSGL-1/mIgG2b carrying the multivalent O-linked carbohydrate 

receptors of Shiga-like toxin and C. difficile TcdA was successfully 

produced in the glyco-engineered CHO-K1 cells, C-PP1 and C-PGC2, 

respectively (Paper I and Paper 1V) 

 PSGL-1/mIgG2b carrying the blood group P1 bound strongly to 

Stx1 in Western blot and Biacore assays, while Stx2 bound with 

lower affinity 

 PSGL-1/mIgG2b carrying the Gal1,3Gal determinant was proved 

to be a high efficiency inhibitor of the hemagglutination property of 

TcdA and displayed moderate neutralization capability of TcdA 

cytotoxicity 

 CHO cells were successfully glyco-engineered transiently and stably in 

order to produce PSGL-1/mIgG2b that carried O-glycans with different 

O-glycan core saccharides (Paper II and Paper III) 

 the recombinant mucin-type fusion protein with its O-glycans was 

used as probe to understand the biosynthetic pathways of O-glycans 

and the potential competition between glycosyltransferases involved 

in O-glycan core chain biosynthesis 

 The core chain specificity of human ST6GALI and CHST4 was 

assessed by means of transient expression 

 A repertoire of sialylated (2,3- or 2,6) O-glycans based on 

different core saccharides with either type 1 (Galβ3GlcNAc) or type 

2 (Galβ4GlcNAc) outer chains was stably generated in CHO-K1 

cells for determining the fine O-glycan binding specificity of sialic 

acid-specific microbial adhesins and lectins 
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6 FUTURE PROJECTS 

6.1 Paper I 

The high avidity binding of P1-decorated PSGL-1/mIgG2b to Shiga-like 

toxin 1 and 2 (Stx1 and 2) makes it a potential therapeutic inhibitor of these 

toxins. The next step would be to evaluate its inhibitory effect on Shiga-like 

toxin binding by using a cellular model for hemolytic uremic syndrome 

(HUS) with relevant target cells. For this purpose, microvascular kidney 

endothelial cells will be used as target cells and the toxins will be FITC-

conjugated or biotinylated in order to quantify the binding. The inhibitory 

effect of the recombinant mucins will be assessed by pre-incubating the 

toxins with C-PP1 produced recombinant mucin type fusion protein. The role 

of endothelial cell activation on Shiga-like toxin binding will be assessed 

using TNF- and IL-1. If differences in binding activity of Shiga-like toxins 

to activated and non-activated endothelial cells are detected, it would be 

beneficial to use glycomics techniques to identify the difference in global 

glycan phenotypes between cells of the two activation states. Another 

direction to this study would be to employ a mouse model of HUS (Keepers 

et al. 2006) and assess the effect of intravenous administration of 

recombinant mucin carrying P1 determinants or control mucins in this model. 

6.2 Paper II and Paper III 

The repertoire of recombinant mucins carrying sialylated O-glycan core 

structures generated in the study will be used to define the fine O-glycan 

binding specificity of sialic acid-specific microbial adhesins and lectins. The 

preferential binding of avian and human influenza virus to 2,3- and 2,6-

linked sialic acids, respectively, has been shown in many studies (Gagneux et 

al. 2003; Viswanathan et al. 2010; Stevens et al. 2006; Olofsson et al. 2005). 

Using our panel of recombinant mucins carrying core 1-4 and extended core 

1 O-glycans presenting terminal 2,3- and 2,6-linked sialic acid on type 1 

or type 2 outer chains, the binding specificities of many different virus 

strains, for example the oculotropic viruses EV70 and adenovirus 37 (Ad37), 

can be characterized (Nokhbeh et al. 2005). 
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6.3 Paper IV 

Even though, the neutralization ability of C-PGC2-produced fusion protein 

against TcdA cytotoxicity has been shown in this study, further investigations 

are required to provide a novel therapeutic approach for preventing the toxic 

effects seen on the large intestine during a C. difficile infection. In a recently 

established mouse model of C. difficile-associated disease (CDAD) (Chen et 

al. 2008), we would evaluate the therapeutic effect of the recombinant 

mucins administered locally. In Paper I, we have successfully used SPR to 

assess the binding strength between the C-PP1 mucin and the Stx-1 toxin. In 

a similar way, it would be beneficial to get an estimate of the binding 

strength of the C-PGC2 mucin using SPR. It would also be interesting to 

assess the TcdA inhibitory activity of the mucin using cells other than CHO-

K1 such as colon epithelial cells that express the native human receptor of the 

toxin. This would be useful in establishing a more physiological cell-based 

model. 

 

 



Reeja Maria Cherian 

56 

ACKNOWLEDGEMENT 

During the past five years of my life, I have come across a lot of people that 

have helped and supported me in completing this study. Without you this 

thesis wouldn’t have existed.  

I wish to express my sincere gratitude to: 

Prof. Jan Holgersson, my thesis supervisor, for being the greatest teacher 

and an excellent supervisor. I am deeply grateful for your encouragement, 

motivation, caring, and unwavering support all through these years. I still 

remember how easily you made me laugh from the verge of crying after I lost 

my bag in Stockholm. Jan, thank you for believing in me and for the 

confidence you have kept in me that have made me strong throughout. I am 

very lucky to have you as my supervisor. 

Prof Gunnar Hansson, my co-supervisor for your valuable and encouraging 

scientific guidance and support. 

Prof Suchithra Holgersson, the person that have inspired me the most. 

Suchi, I greatly admire your strong will and endless enthusiasm on science.  

The conversations and the loud bursts of laughter with you have always 

comforted and liberated me from the stress. It is always fascinating to work 

near your research group and I have secretly admired the wonderful research 

that you have been doing, even though I say Jan’s group is the best! 

Linda Lindberg, for sharing your time, knowledge and valuable advice. I am 

very happy to have you as my mentor and I hope that you will be my 

scientific advisor in future as well. 

Jining Liu, It has been my privilege to work with you, I have learned a lot 

from you during these years.  I am indebted for your constant assistance, 

compassion, guidance and the tremendous support throughout my studies. 

Your technical excellence and tremendous grasp of experimental issues had a 

great impact on me. I had a lot of fun and excitement working with you. 

Anki Nilsson, my role model, who taught me the importance of discipline 

and perseverance in scientific research. You were always like a big sister to 

me, and I really missed you presence in Goteborg, last year. Thank you for 

the warm hospitality and the genuine care that you and Morgan have shown 

me during my stay in Stockholm. P.S special thanks to Smoky and Chilly for 

giving me the first experience with cats. 

Niclas Karlsson, for letting me in to your lab for the LC-MS. This thesis 

would have been impossible without your collaboration. Your scientific 

advice has been really valuable and I thank you for your input for writing my 

papers and providing that zone of comfort whenever we met. 



 

57 

Chungsheng Jin, You are one of the most helpful people that I have met in 

my life. Thank you for being such an inspiring collaborator, for your patience 

and kindness, and for the invaluable help in my studies. I must say that you 

are a perfect gentleman who always walks me to the door. 

Prof. Michael Breimer, Prof. Goran Larsson and Prof. Susann Teneberg 

for your valuable advice and support.  

The Jan Holgersson Lab, past and present members;  

Stefan, for leading the way and for the wonderful collaboration. Thank you 

for your helpful scientific discussions and for being patient to listen to my 

silly doubts. I would also like to thank Lena and you for allowing me to stay 

in your home in Stockholm for the whole two weeks. 

Makiko Kumagai-Braesch and Sten Braesch, for generously sharing your 

home and providing me with delicious dinners during my stay in Stockholm. 

I can never forget the help and support you have offered me!  

Randa and Ayeda for the good company in the lab.  

Yolanda, you should have come to the lab before, thank you for being a 

wonderful colleague and friend. You were the best person who understood 

the motherhood in me. I really admire your confidence! Love you and best 

wishes for your future. Yols!  

Lola, it is an honour to be your colleague; I can proudly say that the person 

who discovered the FORS blood group was working next to my lab bench I 

hope that one day you can visit Kerala, my home town 

Novahep, Recopharma and AbSorber members –for your valuable 

suggestions and help.  

I would also like to extend my gratitude to Suchis Lab members, for giving 

me an enjoyable work place where ideas, help, expertise and smiles are 

readily exchanged. Vijay, I am really proud of you, for being such a 

hardworker and being humble in your behavior. I am very sure that you will 

reach great heights! XuBo, with you came slightly more order to our lab. 

Even though you still look like a teenage girl, you are the mother to our lab. 

Thank you for the wonderful company and hospitality you have shown me at 

your home. Arvind, you are like my little brother, but stop calling me chechi! 

You have a very good personality. I can never forget your help in recovering 

my USB. Best wishes for a very bright future. Zhiwen, a very pleasant 

personality; thank you for the inspiring and friendly conversations.Erik, keep 

up the good work and all the best for your future studies.Sanchari, I really 

want to see you dance one day and I wish you all the best in your future 

endeavors. 

All the members of Michael Olausson Research group – Margareta, 

Pradeep, Nidia, Nikhil, Ketaki, Debashish, Ann N, Galya for all your help, 

support, friendship and interesting conversations. Special thanks to Goditha 



Reeja Maria Cherian 

58 

and Pushpa, for caring me during my pregnancy with your home made food. 

I can never forget it!  

Mats Hellström, Angela Barone, Barbara Adamczyk, Saba Abdul-

Hussein and members of Pathology and Immunology department for their 

help and support. 

Ulla Strandberg, Karin Sandstedt Math, Åsa Mårtensson, Ulrica Lilja 

and Mattias Wiberg Fogelberg for their administrative help and support. 

My family for their unconditional love and care. Pappa and Mummy, you 

are the best gift that I have got in my life. You have sacrificed your lives for 

my education and I am proud to be your daughter. Whatever happens, I know 

that with your one magical hug, I can get all the strength I need. Love you! 

My brother, Rejoy Mathews Cherian, the dark horse in my life, Chetta you 

have always taken care of me like a daughter, Thank you for being the best 

bro ever. My sister in law Renu Susan, for her support and cheering. Ryana 

and Rihanna, my lovely little darlings for your love and sweet kisses. 

My extended Family, my Pappa and Amma (Abraham Mathew and Jessy 

Abraham) for supporting me to pursue my dream and ambition. My Brother-

in law Abin Abraham and his wife, Sonu and their little son, 

Kunjavirachen for their love and support. My sister Minna, thank you for 

coming here and spending two months with me and taking care of Evelyn 

when I was in the lab. Love you and Jikku, the new addition to the family. 

Yuku Hwang, for taking care of my Evelyn when I am working. Because of 

you, I could work in the lab with ease. 

Last not the least, my husband, Bobin George Abraham for always being by 

my side, loving, supporting, and believing in me. You are the secret behind 

my good presentations and posters. These past several years have not been an 

easy ride for us with both of our PhD study. But God has tied us with the 

magical bond of friendship and love that gave us strength and happiness. I 

thank you from the bottom of my heart for your support and care. My 

precious daughter Evelyn, I don’t have any words for your love. You melt 

my heart with your one call, Mamma. Even if I don’t get a band in my 

western blots or any results in my experiments, I forget it as soon as I see 

your lovely smile. I am sorry dear, for being late to pick you up. Love you 

lots Evy. 

Finally I thank my God, my good Father, for giving me strength through all 

these years. I have experienced your immense blessings each day. You are 

the one who made this possible and I will keep on trusting you for my future. 

Thank you, Lord 

Reeja Maria Cherian 

 



 

59 

REFERENCES 

Aebi, M. (2013). N-linked protein glycosylation in the ER, Biochimica et Biophysica 

Acta - Molecular Cell Research, Vol. 1833(11), pp. 2430-2437.  

Ahlén, G., Strindelius, L., Johansson, T., Nilsson, A., Chatzissavidou, N., Sjöblom, 

M., Rova, U. & Holgersson, J. (2012). Mannosylated Mucin-Type Immunoglobulin 

Fusion Proteins Enhance Antigen-Specific Antibody and T Lymphocyte Responses, 

PLoS ONE, Vol. 7(10). 

Aktories, K. & Just, I. (1995). Monoglucosylation of low-molecular-mass GTP-

binding Rho proteins by clostridial cytotoxins, Trends in cell biology, Vol. 5(12), pp. 

441-443.  

Ambrosi, M., Cameron, N.R. & Davis, B.G. (2005). Lectins: Tools for the molecular 

understanding of the glycocode, Organic and Biomolecular Chemistry, Vol. 3(9), pp. 

1593-1608.  

Andersson, B., Porras, O., Hanson, L.A., Lagergård, T. & Svanborg-Edén, C. (1986). 

Inhibition of attachment of Streptococcus pneumoniae and Haemophilus influenzae 

by human milk and receptor oligosaccharides, Journal of Infectious Diseases, Vol. 

153(2), pp. 232-237.  

Barthel, S.R., Gavino, J.D., Descheny, L. & Dimitroff, C.J. (2007). Targeting 

selectins and selectin ligands in inflammation and cancer, Expert Opinion on 

Therapeutic Targets, Vol. 11(11), pp. 1473-1491.  

Bartlett, J.G. (2006). Narrative review: The new epidemic of Clostridium difficile - 

Associated enteric disease, Annals of Internal Medicine, Vol. 145(10), pp. 758-764.  

Bennett, E.P., Mandel, U., Clausen, H., Gerken, T.A., Fritz, T.A. & Tabak, L.A. 

(2012). Control of mucin-type O-glycosylation: A classification of the polypeptide 

GalNAc-transferase gene family, Glycobiology, Vol. 22(6), pp. 736-756.  

Benoff, S. (1997). Carbohydrates and fertilization: An overview, Molecular human 

reproduction, Vol. 3(7), pp. 599-637.  

Bensinger, W.I., Baker, D.A., Buckner, C.D., Clift, R.A. & Thomas, E.D. (1981). 

Immunoadsorption for removal of A and B blood-group antibodies, New England 

Journal of Medicine, Vol. 304(3), pp. 160-162.  



Reeja Maria Cherian 

60 

Bergan, J., Dyve Lingelem, A.B., Simm, R., Skotland, T. & Sandvig, K. (2012). Shiga 

toxins, Toxicon : official journal of the International Society on Toxinology, Vol. 

60(6), pp. 1085-1107.  

Bierhuizen, M.F.A. & Fukuda, M. (1992). Expression cloning of a cDNA encoding 

UDP-GlcNAc:Galß1-3-GalNAc-R (GlcNAc to GalNAc) ß1-6GlcNAc transferase by 

gene transfer into CHO cells expressing polyoma large tumor antigen, Proceedings 

of the National Academy of Sciences of the United States of America, Vol. 89(19), pp. 

9326-9330.  

Birch, J.R. & Racher, A.J. (2006). Antibody production, Advanced Drug Delivery 

Reviews, Vol. 58(5–6), pp. 671-685.  

Bjoern, S., Foster, D.C., Thim, L., Wiberg, F.C., Christensen, M., Komiyama, Y., 

Pedersen, A.H. & Kisiel, W. (1991). Human plasma and recombinant factor VII; 

Characterization of O-glycosylations at serine residues 52 and 60 and effects of site-

directed mutagenesis of serine 52 to alanine, Journal of Biological Chemistry, Vol. 

266(17), pp. 11051-11057.  

Blomberg, L., Bratt, T., Chester, M.A. & Hansson, B. (1993). Improved removal of 

anti-A and anti-B antibodies from plasma using blood-group-active haptens, Vox 

sanguinis, Vol. 65(2), pp. 126-135.  

Bock, K., Breimer, M.E., Brignole, A., Hansson, G.C., Karlsson, K.A., Larson, G., 

Leffler, H., Samuelsson, B.E., Stromberg, N. & Eden, C.S. (1985). Specificity of 

binding of a strain of uropathogenic Escherichia coli to Gal alpha 1----4Gal-

containing glycosphingolipids, The Journal of biological chemistry, Vol. 260(14), pp. 

8545-8551.  

Borth, N., Mattanovich, D., Kunert, R. & Katinger, H. (2005). Effect of increased 

expression of protein disulfide isomerase and heavy chain binding protein on 

antibody secretion in a recombinant CHO cell line, Biotechnology progress, Vol. 

21(1), pp. 106-111.  

Bovin, N.V. (1998). Polyacrylamide-based glycoconjugates as tools in glycobiology, 

Glycoconjugate journal, Vol. 15(5), pp. 431-446.  

Bragonzi, A., Distefano, G., Buckberry, L.D., Acerbis, G., Foglieni, C., Lamotte, D., 

Campi, G., Marc, A., Soria, M.R., Jenkins, N. & Monaco, L. (2000). A new Chinese 

hamster ovary cell line expressing a2,6-sialyltransferase used as universal host for 

the production of human-like sialylated recombinant glycoproteins, Biochimica et 

Biophysica Acta - General Subjects, Vol. 1474(3), pp. 273-282.  

Branson, T.R. & Turnbull, W.B. (2013). Bacterial toxin inhibitors based on 

multivalent scaffolds, Chemical Society Reviews, Vol. 42(11), pp. 4613-4622.  



 

61 

Bundle, D.R. & Young, N.M. (1992). Carbohydrate-protein interactions in antibodies 

and lectins, Current opinion in structural biology, Vol. 2(5), pp. 666-673.  

Calabi, E., Calabi, F., Phillips, A.D. & Fairweather, N.F. (2002). Binding of 

Clostridium difficile surface layer proteins to gastrointestinal tissues, Infection and 

immunity, Vol. 70(10), pp. 5770-5778.  

Carlson, D.M. (1968). Structures and immunochemical properties of 

oligosaccharides isolated from pig submaxillary mucins. Journal of Biological 

Chemistry, Vol. 243(3), pp. 616-626.  

Chabre, Y.M. & Roy, R. (2010). Design and creativity in synthesis of multivalent 

neoglycoconjugates. Advances in Carbohydrate Chemistry and Biochemistry, Vol. 

63pp. 165-393.  

Chamorey, A.-., Magné, N., Pivot, X. & Milano, G. (2002). Impact of glycosylation 

on the effect of cytokines. A special focus on oncology, European cytokine network, 

Vol. 13(2), pp. 154-160.  

Chatterjee, S., Khullar, M. & Shi, W.Y. (1995). Digalactosylceramide is the receptor 

for staphylococcal enterotoxin-B in human kidney proximal tubular cells, 

Glycobiology, Vol. 5(3), pp. 327-333.  

Chen, X., Katchar, K., Goldsmith, J.D., Nanthakumar, N., Cheknis, A., Gerding, D.N. 

& Kelly, C.P. (2008). A Mouse Model of Clostridium difficile-Associated Disease, 

Gastroenterology, Vol. 135(6), pp. 1984-1992.  

Chiang, G.G. & Sisk, W.P. (2005). Bcl-xL mediates increased production of 

humanized monoclonal antibodies in chinese hamster ovary cells, Biotechnology and 

bioengineering, Vol. 91(7), pp. 779-792.  

Cid, H., Vargas, V., Bunster, M. & Bustos, S. (1986). Secondary structure prediction 

of human salivary proline-rich proteins, FEBS letters, Vol. 198(1), pp. 140-144.  

Clark, G.C., Basak, A.K. & Titball, R.W. (2007). The rational design of bacterial 

toxin inhibitors, Current Computer-Aided Drug Design, Vol. 3(1), pp. 1-12.  

Clark, G.F., Krivan, H.C., Wilkins, T.D. & Smith, D.F. (1987). Toxin a from 

Clostridium difficile binds to rabbit erythrocyte glycolipids with terminal Gala1-

3Galß1-4GlcNAc sequences, Archives of Biochemistry and Biophysics, Vol. 257(1), 

pp. 217-229.  

Clincke, M.-., Mölleryd, C., Zhang, Y., Lindskog, E., Walsh, K. & Chotteau, V. 

(2013). Very high density of CHO cells in perfusion by ATF or TFF in WAVE 



Reeja Maria Cherian 

62 

bioreactor™: Part I: Effect of the cell density on the process, Biotechnology 

progress, Vol. 29(3), pp. 754-767.  

Cockett, M.I., Bebbington, C.R. & Yarranton, G.T. (1990). High level expression of 

tissue inhibitor of metalloproteinases in Chinese hamster ovary cells using glutamine 

synthetase gene amplification, Bio/Technology, Vol. 8(7), pp. 662-667.  

Coltart, D.M., Royyuru, A.K., Williams, L.J., Glunz, P.W., Sames, D., Kuduk, S.D., 

Schwarz, J.B., Chen, X.-., Danishefsky, S.J. & Live, D.H. (2002). Principles of mucin 

architecture: Structural studies on synthetic glycopeptides bearing clustered mono-, 

di-, tri-, and hexasaccharide glycodomains, Journal of the American Chemical 

Society, Vol. 124(33), pp. 9833-9844.  

Corbell, J.B., Lundquist, J.J. & Toone, E.J. (2000). A comparison of biological and 

calorimetric analyses of multivalent glycodendrimer ligands for concanavalin A, 

Tetrahedron Asymmetry, Vol. 11(1), pp. 95-111.  

Dalton, A.C. & Barton, W.A. (2014). Over-expression of secreted proteins from 

mammalian cell lines, Protein Science, Vol. 23(5), pp. 517-525.  

Dam, T.K., Roy, R., Pagé, D. & Brewer, C.F. (2002). Thermodynamic binding 

parameters of individual epitopes of multivalent carbohydrates to concanavalin A as 

determined by "reverse" isothermal titration microcalorimetry, Biochemistry, Vol. 

41(4), pp. 1359-1363.  

Das, S.K., Mallet, J.-., Esnault, J., Driguez, P.-., Duchaussoy, P., Sizun, P., Hérault, 

J.-., Herbert, J.-., Petitou, M. & Sinaÿ, P. (2001). Synthesis of conformationally 

locked carbohydrates: A skew-boat conformation of L-iduronic acid governs the 

antithrombotic activity of heparin, Angewandte Chemie - International Edition, Vol. 

40(9), pp. 1670-1673.  

Datta, P., Linhardt, R.J. & Sharfstein, S.T. (2013). An 'omics approach towards 

CHO cell engineering, Biotechnology and bioengineering, Vol. 110(5), pp. 1255-

1271.  

Davies, J.R., Wickström, C. & Thornton, D.J. (2012). Gel-forming and cell-

associated mucins: Preparation for structural and functional studies Methods in 

Molecular Biology, Vol. 842pp. 27-47.  

DeGrandis, S., Law, H., Brunton, J., Gyles, C. & Lingwood, C.A. (1989). 

Globotetraosylceramide is recognized by the pig edema disease toxin, The Journal of 

biological chemistry, Vol. 264(21), pp. 12520-12525.  

Depestel, D.D. & Aronoff, D.M. (2013). Epidemiology of Clostridium difficile 

infection, Journal of Pharmacy Practice, Vol. 26(5), pp. 464-475.  



 

63 

Desai, P.R. (2000). Immunoreactive T and Tn antigens in malignancy: Role in 

carcinoma diagnosis, prognosis, and immunotherapy, Transfusion medicine reviews, 

Vol. 14(4), pp. 312-325.  

Dicker, M. & Strasser, R. (2015). Using glyco-engineering to produce therapeutic 

proteins, Expert Opinion on Biological Therapy, pp. 1-16.  

Doyle, A. & Griffiths, J.B. (1998). Cell and Tissue Culture: Laboratory Procedures 

in Biotechnology, John Wiley & Sons Ltd, 352 p. 

Dohi, H., Nishida, Y., Mizuno, M., Shinkai, M., Kobayashi, T., Takeda, T., Uzawa, H. 

& Kobayashi, K. (1999). Synthesis of an artificial glycoconjugate polymer carrying 

Pk-antigenic trisaccharide and its potent neutralization activity against Shiga-like 

toxin, Bioorganic & medicinal chemistry, Vol. 7(9), pp. 2053-2062.  

Drescher, D.G., Ramakrishnan, N.A. & Drescher, M.J. (2009). Surface plasmon 

resonance (SPR) analysis of binding interactions of proteins in inner-ear sensory 

epithelia. Methods in molecular biology (Clifton, N.J.), Vol. 493pp. 323-343.  

Dwek, R.A. (1995). Glycobiology: 'Towards understanding the function of sugars', 

Biochemical Society transactions, Vol. 23(1), pp. 1-25.  

Elliott, S., Lorenzini, T., Asher, S., Aoki, K., Brankow, D., Buck, L., Busse, L., Chang, 

D., Fuller, J., Grant, J., Hernday, N., Hokum, M., Hu, S., Knudten, A., Levin, N., 

Komorowski, R., Martin, F., Navarro, R., Osslund, T., Rogers, G., Rogers, N., Trail, 

G. & Egrie, J. (2003). Enhancement of therapeutic protein in vivo activities through 

glycoengineering, Nature biotechnology, Vol. 21(4), pp. 414-421.  

Fasting, C., Schalley, C.A., Weber, M., Seitz, O., Hecht, S., Koksch, B., Dernedde, J., 

Graf, C., Knapp, E.-. & Haag, R. (2012). Multivalency as a chemical organization 

and action principle, Angewandte Chemie - International Edition, Vol. 51(42), pp. 

10472-10498.  

Fernández-Alonso, M.d.C., Díaz, D., Berbis, M.Á., Marcelo, F., Cañada, J. & 

Jiménez-Barbero, J. (2012). Protein-Carbohydrate interactions studied by NMR: 

From molecular recognition to drug design, Current Protein and Peptide Science, 

Vol. 13(8), pp. 816-830.  

Figueroa Jr., B., Ailor, E., Osborne, D., Hardwick, J.M., Reff, M. & Betenbaugh, 

M.J. (2007). Enhanced cell culture performance using inducible anti-apoptotic genes 

E1B-19K and Aven in the production of a monoclonal antibody with Chinese 

Hamster Ovary cells, Biotechnology and bioengineering, Vol. 97(4), pp. 877-892.  

Fiorentini, C. & Thelestam, M. (1991). Clostridium difficile toxin A and its effects on 

cells, Toxicon, Vol. 29(6), pp. 543-567.  



Reeja Maria Cherian 

64 

Flagler, M.J., Mahajan, S.S., Kulkarni, A.A., Iyer, S.S. & Weiss, A.A. (2010). 

Comparison of binding platforms yields insights into receptor binding differences 

between shiga toxins 1 and 2, Biochemistry, Vol. 49(8), pp. 1649-1657.  

Fogolín, M.B., Wagner, R., Etcheverrigaray, M. & Kratje, R. (2004). Impact of 

temperature reduction and expression of yeast pyruvate carboxylase on hGM-CSF-

producing CHO cells, Journal of Biotechnology, Vol. 109(1-2), pp. 179-191.  

Fraser, M.E., Chernaia, M.M., Kozlov, Y.V. & James, M.N. (1994). Crystal structure 

of the holotoxin from Shigella dysenteriae at 2.5 A resolution, Nature structural 

biology, Vol. 1(1), pp. 59-64.  

Fussenegger, M., Mazur, X. & Bailey, J.E. (1997). A novel cytostatic process 

enhances the productivity of Chinese hamster ovary cells, Biotechnology and 

bioengineering, Vol. 55(6), pp. 927-939.  

Gagneux, P., Cheriyan, M., Hurtado-Ziola, N., Brinkman Van Der Linden, E.C.M., 

Anderson, D., McClure, H., Varki, A. & Varki, N.M. (2003). Human-specific 

Regulation of a2-6-linked Sialic Acids, Journal of Biological Chemistry, Vol. 

278(48), pp. 48245-48250.  

Gallegos, K.M., Conrady, D.G., Karve, S.S., Gunasekera, T.S., Herr, A.B. & Weiss, 

A.A. (2012). Shiga toxin binding to glycolipids and glycans, PloS one, Vol. 7(2), pp. 

e30368.  

García-Hernández, E. & Hernández-Arana, A. (1999). Structural bases of lectin-

carbohydrate affinities: Comparison with protein-folding energetics, Protein 

Science, Vol. 8(5), pp. 1075-1086.  

García-Hernández, E., Zubillaga, R.A., Rodríguez-Romero, A. & Hernández-Arana, 

A. (2000). Stereochemical metrics of lectin-carbohydrate interactions: Comparison 

with protein-protein interfaces, Glycobiology, Vol. 10(10), pp. 993-1000.  

Garred, Ø., Dubinina, E., Polesskaya, A., Olsnes, S., Kozlov, J. & Sandvig, K. 

(1997). Role of the disulfide bond in shiga toxin A-chain for toxin entry into cells, 

Journal of Biological Chemistry, Vol. 272(17), pp. 11414-11419.  

Gaunitz, S., Jin, C., Nilsson, A., Liu, J., Karlsson, N.G. & Holgersson, J. (2013). 

Mucin-type proteins produced in the Trichoplusia ni and Spodoptera frugiperda 

insect cell lines carry novel O-glycans with phosphocholine and sulfate substitutions, 

Glycobiology, Vol. 23(7), pp. 778-796.  

Gaunitz, S., Liu, J., Nilsson, A., Karlsson, N. & Holgersson, J. (2014). Avian 

influenza H5 hemagglutinin binds with high avidity to sialic acid on different O-



 

65 

linked core structures on mucin-type fusion proteins, Glycoconjugate journal, Vol. 

31(2), pp. 145-159.  

Gawlitzek, M., Valley, U., Nimtz, M., Wagner, R. & Conradt, H.S. (1995). 

Characterization of changes in the glycosylation pattern of recombinant proteins 

from BHK-21 cells due to different culture conditions, Journal of Biotechnology, Vol. 

42(2), pp. 117-131.  

Gerhard, R., Nottrott, S., Schoentaube, J., Tatge, H., Oiling, A. & Just, I. (2008). 

Glucosylation of Rho GTPases by Clostridium difficile toxin A triggers apoptosis in 

intestinal epithelial cells, Journal of medical microbiology, Vol. 57(6), pp. 765-770.  

Gilboa-Garber, N., Sudakevitz, D., Sheffi, M., Sela, R. & Levene, C. (1994). PA-I and 

PA-II lectin interactions with the ABO(H) and P blood group glycosphingolipid 

antigens may contribute to the broad spectrum adherence of Pseudomonas 

aeruginosa to human tissues in secondary infections, Glycoconjugate journal, Vol. 

11(5), pp. 414-417.  

Goldman, W.M., Avicolli, A.S. & Lutwick, S. (1994). Clostridium difficile colitis. New 

England Journal of Medicine, Vol. 330(24), pp. 1755.  

Greco, A., Ho, J.G., Lin, S.J., Palcic, M.M., Rupnik, M. & Ng, K.K. (2006). 

Carbohydrate recognition by Clostridium difficile toxin A, Nature structural & 

molecular biology, Vol. 13(5), pp. 460-461.  

Griffin, T.J., Seth, G., Xie, H., Bandhakavi, S. & Hu, W.-. (2007). Advancing 

mammalian cell culture engineering using genome-scale technologies, Trends in 

biotechnology, Vol. 25(9), pp. 401-408.  

Gustafsson, A. & Holgersson, J. (2006). A new generation of carbohydrate-based 

therapeutics: Recombinant mucin-type fusion proteins as versatile inhibitors of 

protein - Carbohydrate interactions, Expert Opinion on Drug Discovery, Vol. 1(2), 

pp. 161-178.  

Gustafsson, A., Sjoblom, M., Strindelius, L., Johansson, T., Fleckenstein, T., 

Chatzissavidou, N., Lindberg, L., Angstrom, J., Rova, U. & Holgersson, J. (2011). 

Pichia pastoris-produced mucin-type fusion proteins with multivalent O-glycan 

substitution as targeting molecules for mannose-specific receptors of the immune 

system, Glycobiology, Vol. 21(8), pp. 1071-1086.  

Hang, H.C. & Bertozzi, C.R. (2005). The chemistry and biology of mucin-type O-

linked glycosylation, Bioorganic & medicinal chemistry, Vol. 13(17), pp. 5021-5034.  

Hanisch, F.-. (2001). O-glycosylation of the mucin type, Biological chemistry, Vol. 

382(2), pp. 143-149.  



Reeja Maria Cherian 

66 

Hansson, G.C. (2012). Role of mucus layers in gut infection and inflammation, 

Current opinion in microbiology, Vol. 15(1), pp. 57-62.  

Hauser, A.R. (2009). The type III secretion system of Pseudomonas aeruginosa: 

Infection by injection, Nature Reviews Microbiology, Vol. 7(9), pp. 654-665.  

Hayes, C.A., Karlsson, N.G., Struwe, W.B., Lisacek, F., Rudd, P.M., Packer, N.H. & 

Campbell, M.P. (2011). UniCarb-DB: a database resource for glycomic discovery, 

Bioinformatics, Vol. 27(9), pp. 1343-1344.  

Henkel, J.S., Baldwin, M.R. & Barbieri, J.T. (2010). Toxins from bacteria. EXS, Vol. 

100pp. 1-29.  

Hennequin, C., Janoir, C., Barc, M.-., Collignon, A. & Karjalainen, T. (2003). 

Identification and characterization of a fibronectin-binding protein from Clostridium 

difficile, Microbiology, Vol. 149(10), pp. 2779-2787.  

Herscovics, A. & Orlean, P. (1993). Glycoprotein biosynthesis in yeast, FASEB 

Journal, Vol. 7(6), pp. 540-550.  

Hilkens, J., Ligtenberg, M.J.L., Vos, H.L. & Litvinov, S.V. (1992). Cell membrane-

associated mucins and their adhesion-modulating property, Trends in biochemical 

sciences, Vol. 17(9), pp. 359-363.  

Ho, J.G.S., Greco, A., Rupnik, M. & Ng, K.K.-. (2005). Crystal structure of receptor-

binding C-terminal repeats from Clostridium difficile toxin A, Proceedings of the 

National Academy of Sciences of the United States of America, Vol. 102(51), pp. 

18373-18378.  

Hoffman, P.N. (1994). Clostridium difficile in hospitals, Current opinion in 

infectious diseases, Vol. 7(4), pp. 471-474.  

Holgersson, J., Gustafsson, A. & Breimer, M.E. (2005). Characteristics of protein-

carbohydrate interactions as a basis for developing novel carbohydrate-based 

antirejection therapies, Immunology and cell biology, Vol. 83(6), pp. 694-708.  

Holgersson, J. & Löfling, J. (2006). Glycosyltransferases involved in type 1 chain 

and Lewis antigen biosynthesis exhibit glycan and core chain specificity, 

Glycobiology, Vol. 16(7), pp. 584-593.  

Hossler, P., Khattak, S.F. & Li, Z.J. (2009). Optimal and consistent protein 

glycosylation in mammalian cell culture, Glycobiology, Vol. 19(9), pp. 936-949.  



 

67 

Hwang, S.O., Chung, J.Y. & Lee, G.M. (2003). Effect of doxycycline-regulated 

ERp57 expression on specific thrombopoietin productivity of recombinant CHO 

cells, Biotechnology progress, Vol. 19(1), pp. 179-184.  

Imai-Nishiya, H., Mori, K., Inoue, M., Wakitani, M., Iida, S., Shitara, K. & Satoh, M. 

(2007). Double knockdown of a1,6-fucosyltransferase (FUT8) and GDP-mannose 

4,6-dehydratase (GMD) in antibody-producing cells: A new strategy for generating 

fully non-fucosylated therapeutic antibodies with enhanced ADCC, BMC 

Biotechnology, Vol. 7.  

Imberty, A., Chabre, Y.M. & Roy, R. (2008). Glycomimetics and glycodendrimers as 

high affinity microbial anti-adhesins, Chemistry - A European Journal, Vol. 14(25), 

pp. 7490-7499.  

Iwai, T., Inaba, N., Naundorf, A., Zhang, Y., Gotoh, M., Iwasaki, H., Kudo, T., 

Togayachi, A., Ishizuka, Y., Nakanishi, H. & Narimatsu, H. (2002). Molecular 

cloning and characterization of a novel UDP-GlcNAc: GalNAc-peptide ß1,3-N-

acetylglucosaminyltransferase (ß3Gn-T6), an enzyme synthesizing the core 3 

structure of O-glycans, Journal of Biological Chemistry, Vol. 277(15), pp. 12802-

12809.  

Iwamura, K., Furukawa, K., Uchikawa, M., Sojka, B.N., Kojima, Y., Wiels, J., Shiku, 

H., Urano, T. & Furukawa, K. (2003). The blood group P1 synthase gene is identical 

to the Gb3/CD77 synthase gene. A clue to the solution of the P1/P2/p puzzle, Journal 

of Biological Chemistry, Vol. 278(45), pp. 44429-44438.  

Jackson, M.P., Neill, R.J., O'Brien, A.D., Holmes, R.K. & Newland, J.W. (1987). 

Nucleotide sequence analysis and comparison of the structural genes for Shiga-like 

toxin I and Shiga-like toxin II encoded by bacteriophages from Escherichia coli 933, 

FEMS microbiology letters, Vol. 44(1), pp. 109-114.  

Janoir, C., Péchiné, S., Grosdidier, C. & Collignon, A. (2007). Cwp84, a surface-

associated protein of Clostridium difficile, is a cysteine protease with degrading 

activity on extracellular matrix proteins, Journal of Bacteriology, Vol. 189(20), pp. 

7174-7180.  

Jason-Moller, L., Murphy, M. & Bruno, J. (2006). Overview of Biacore systems and 

their applications. Current protocols in protein science / editorial board, John 

E.Coligan ...[et al.], Vol. Chapter 19.  

Jayapal, K.P., Wlaschin, K.F., Hu, W.-. & Yap, M.G.S. (2007). Recombinant protein 

therapeutics from CHO Cells - 20 years and counting, Chemical Engineering 

Progress, Vol. 103(10), pp. 40-47.  



Reeja Maria Cherian 

68 

Jefferis, R. (2009). Recombinant antibody therapeutics: the impact of glycosylation 

on mechanisms of action, Trends in pharmacological sciences, Vol. 30(7), pp. 356-

362.  

Jensen, P.H., Kolarich, D. & Packer, N.H. (2010). Mucin-type O-glycosylation - 

Putting the pieces together, FEBS Journal, Vol. 277(1), pp. 81-94.  

Johansson, M.E.V., Sjövall, H. & Hansson, G.C. (2013). The gastrointestinal mucus 

system in health and disease, Nature Reviews Gastroenterology and Hepatology, Vol. 

10(6), pp. 352-361.  

Johnson, S. (2009). Recurrent Clostridium difficile infection: A review of risk factors, 

treatments, and outcomes, Journal of Infection, Vol. 58(6), pp. 403-410.  

Ju, T., Brewer, K., Souza, A.D., Cummings, R.D. & Canfield, W.M. (2002). Cloning 

and expression of human core 1 ß1,3-galactosyltransferase, Journal of Biological 

Chemistry, Vol. 277(1), pp. 178-186.  

Just, I., Hofmann, F. & Aktories, K. (2000). Molecular mode of action of the large 

clostridial cytotoxins,  Current Topics in Microbiology and Immunology, Vol. 250pp. 

55-83. 

Kanda, Y., Yamane-Ohnuki, N., Sakai, N., Yamano, K., Nakano, R., Inoue, M., 

Misaka, H., Iida, S., Wakitani, M., Konno, Y., Yano, K., Shitara, K., Hosoi, S. & 

Satoh, M. (2006). Comparison of cell lines for stable production of fucose-negative 

antibodies with enhanced ADCC, Biotechnology and bioengineering, Vol. 94(4), pp. 

680-688.  

Karlsson, N.G., Schulz, B.L. & Packer, N.H. (2004). Structural determination of 

neutral O-linked oligosaccharide alditols by negative ion LC-electrospray-MSn, 

Journal of the American Society for Mass Spectrometry, Vol. 15(5), pp. 659-672.  

Karlsson, R., Roos, H., Fägerstam, L. & Persson, B. (1994). Kinetic and 

Concentration Analysis Using BIA Technology, Methods, Vol. 6(2), pp. 99-110.  

Karmali, M.A., Steele, B.T., Petric, M. & Lim, C. (1983). Sporadic cases of 

haemolytic-uraemic syndrome associated with faecal cytotoxin and cytotoxin-

producing Escherichia coli in stools, Lancet, Vol. 1(8325), pp. 619-620.  

Kaufman, R.J., Wasley, L.C., Spiliotes, A.J., Gossels, S.D., Latt, S.A., Larsen, G.R. & 

Kay, R.M. (1985). Coamplification and coexpression of human tissue-type 

plasminogen activator and murine dihydrofolate reductase sequences in Chinese 

hamster ovary cells. Molecular and cellular biology, Vol. 5(7), pp. 1750-1759.  



 

69 

Keepers, T.R., Psotka, M.A., Gross, L.K. & Obrig, T.G. (2006). A murine model of 

HUS: Shiga toxin with lipopolysaccharide mimics the renal damage and physiologic 

response of human disease, Journal of the American Society of Nephrology, Vol. 

17(12), pp. 3404-3414.  

Kelly, C.R., De Leon, L. & Jasutkar, N. (2012). Fecal microbiota transplantation for 

relapsing clostridium difficile infection in 26 patients: Methodology and results, 

Journal of clinical gastroenterology, Vol. 46(2), pp. 145-149.  

Kitov, P.I., Sadowska, J.M., Mulvey, G., Armstrong, G.D., Ling, H., Pannu, N.S., 

Read, R.J. & Bundle, D.R. (2000). Shiga-like toxins are neutralized by tailored 

multivalent carbohydrate ligands, Nature, Vol. 403(6770), pp. 669-672.  

Kobata, A. (2004). The third chains of living organisms - A trail of glycobiology that 

started from the third floor of building 4 in NIH, Archives of Biochemistry and 

Biophysics, Vol. 426(2), pp. 107-121.  

Kotloff, K.L., Wasserman, S.S., Losonsky, G.A., Thomas W., J., Nichols, R., Edelman, 

R., Bridwell, M. & Monath, T.P. (2001). Safety and immunogenicity of increasing 

doses of a Clostridium difficile toxoid vaccine administered to healthy adults, 

Infection and immunity, Vol. 69(2), pp. 988-995.  

Krivan, H.C., Clark, G.F., Smith, D.F. & Wilkins, T.D. (1986). Cell surface binding 

site for Clostridium difficile enterotoxin: evidence for a glycoconjugate containing 

the sequence Gal alpha 1-3Gal beta 1-4GlcNAc. Infection and immunity, Vol. 53(3), 

pp. 573-581.  

Kulkarni, A.A., Weiss, A.A. & Iyer, S.S. (2010). Glycan-based high-affinity ligands 

for toxins and pathogen receptors, Medicinal research reviews, Vol. 30(2), pp. 327-

393.  

Leffler, D.A. & Lamont, J.T. (2009). Treatment of Clostridium difficile-Associated 

Disease, Gastroenterology, Vol. 136(6), pp. 1899-1912.  

Li, F., Erickson, H.P., James, J.A., Moore, K.L., Cummings, R.D. & McEver, R.P. 

(1996). Visualization of P-selectin glycoprotein ligand-1 as a highly extended 

molecule and mapping of protein epitopes for monoclonal antibodies, Journal of 

Biological Chemistry, Vol. 271(11), pp. 6342-6348.  

Li, F., Vijayasankaran, N., Shen, A., Kiss, R. & Amanullah, A. (2010). Cell culture 

processes for monoclonal antibody production, mAbs, Vol. 2(5), pp. 466-479.  

Li, H. & d'Anjou, M. (2009). Pharmacological significance of glycosylation in 

therapeutic proteins, Current opinion in biotechnology, Vol. 20(6), pp. 678-684.  



Reeja Maria Cherian 

70 

Lim, Y., Wong, N.S.C., Lee, Y.Y., Ku, S.C.Y., Wong, D.C.F. & Yap, M.G.S. (2010). 

Engineering mammalian cells in bioprocessing - Current achievements and future 

perspectives, Biotechnology and applied biochemistry, Vol. 55(4), pp. 175-189.  

Lindberg, A.A., Brown, J.E., Stromberg, N., Westling-Ryd, M., Schultz, J.E. & 

Karlsson, K.A. (1987). Identification of the carbohydrate receptor for Shiga toxin 

produced by Shigella dysenteriae type 1, The Journal of biological chemistry, Vol. 

262(4), pp. 1779-1785.  

Lindberg, L., Liu, J., Gaunitz, S., Nilsson, A., Johansson, T., Karlsson, N.G. & 

Holgersson, J. (2013). Mucin-type fusion proteins with blood group A or B 

determinants on defined O-glycan core chains produced in glycoengineered Chinese 

hamster ovary cells and their use as immunoaffinity matrices, Glycobiology, Vol. 

23(6), pp. 720-735.  

Ling, H., Boodhoo, A., Hazes, B., Cummings, M.D., Armstrong, G.D., Brunton, J.L. 

& Read, R.J. (1998). Structure of the shiga-like toxin I B-pentamer complexed with 

an analogue of its receptor Gb3, Biochemistry, Vol. 37(7), pp. 1777-1788.  

Lingwood, C.A. (1993). Verotoxins and their glycolipid receptors, Advances in Lipid 

Research, Vol. 25pp. 189-211.  

Lis, H. & Sharon, N. (1993). Protein glycosylation. Structural and functional 

aspects, European Journal of Biochemistry, Vol. 218(1), pp. 1-27.  

Liu, J., Qian, Y. & Holgersson, J. (1997). Removal of xenoreactive human anti-pig 

antibodies by absorption on recombinant mucin-containing glycoproteins carrying 

the Gal alpha1,3Gal epitope, Transplantation, Vol. 63(11), pp. 1673-1682.  

Liu, J., Zhang, Z., Tan, X., Hol, W.G.J., Verlinde, C.L.M.J. & Fan, E. (2005). Protein 

heterodimerization through ligand-bridged multivalent pre-oraanization: Enhancing 

ligand binding toward both protein targets, Journal of the American Chemical 

Society, Vol. 127(7), pp. 2044-2045.  

Liu, J., Gustafsson, A., Breimer, M.E., Kussak, A. & Holgersson, J. (2005). Anti-pig 

antibody adsorption efficacy of α-Gal carrying recombinant P-selectin glycoprotein 

ligand-1/immunoglobulin chimeras increases with core 2 β1, 6-N-

acetylglucosaminyltransferase expression, Glycobiology, Vol. 15(6), pp. 571-583. 

Liu, J., Weintraub, A. & Holgersson, J. (2003). Multivalent Gal?1,3Gal-substitution 

makes recombinant mucin?immunoglobulins efficient absorbers of anti-pig 

antibodies, Xenotransplantation, Vol. 10(2), pp. 149-163.  

Live, D.H., Kumar, R.A., Beebe, X. & Danishefsky, S.J. (1996). Conformational 

influences of glycosylation of a peptide: A possible model for the effect of 



 

71 

glycosylation on the rate of protein folding, Proceedings of the National Academy of 

Sciences of the United States of America, Vol. 93(23), pp. 12759-12761.  

Lofling, J. & Holgersson, J. (2009). Core saccharide dependence of sialyl Lewis X 

biosynthesis, Glycoconjugate journal, Vol. 26(1), pp. 33-40.  

Löfling, J.C., Hauzenberger, E. & Holgersson, J. (2002). Absorption of anti–blood 

group A antibodies on P-selectin glycoprotein ligand-1/immunoglobulin chimeras 

carrying blood group A determinants: core saccharide chain specificity of the Se and 

H gene encoded α1,2 fucosyltransferases in different host cells, Glycobiology, Vol. 

12(3), pp. 173-182.  

Löfling, J., Diswall, M., Eriksson, S., Borén, T., Breimer, M.E. & Holgersson, J. 

(2008). Studies of Lewis antigens and H. pylori adhesion in CHO cell lines 

engineered to express Lewis b determinants, Glycobiology, Vol. 18(7), pp. 494-501.  

Lundquist, J.J. & Toone, E.J. (2002). The cluster glycoside effect, Chemical reviews, 

Vol. 102(2), pp. 555-578.  

Lyerly, D.M., Krivan, H.C. & Wilkins, T.D. (1988). Clostridium difficile: its disease 

and toxins. Clinical microbiology reviews, Vol. 1(1), pp. 1-18.  

Lyerly, D.M., Lockwood, D.E., Richardson, S.H. & Wilkins, T.D. (1982). Biological 

activities of toxins A and B of Clostridium difficile, Infection and immunity, Vol. 

35(3), pp. 1147-1150.  

Lyerly, D.M., Saum, K.E., MacDonald, D.K. & Wilkins, T.D. (1985). Effects of 

Clostridium difficile toxins given intragastrically to animals, Infection and immunity, 

Vol. 47(2), pp. 349-352.  

Mammen, M., Choi, S.-. & Whitesides, G.M. (1998). Polyvalent interactions in 

biological systems: Implications for design and use of multivalent ligands and 

inhibitors, Angewandte Chemie - International Edition, Vol. 37(20), pp. 2754-2794.  

McAuley, J.L., Linden, S.K., Chin, W.P., King, R.M., Pennington, H.L., Gendler, S.J., 

Florin, T.H., Hill, G.R., Korolik, V. & McGuckin, M.A. (2007). MUC1 cell surface 

mucin is a critical element of the mucosal barrier to infection, Journal of Clinical 

Investigation, Vol. 117(8), pp. 2313-2324.  

Melton-Celsa, A., Mohawk, K., Teel, L. & O'Brien, A. (2012). Pathogenesis of Shiga-

toxin producing Escherichia coli, Current Topics in Microbiology and Immunology, 

Vol. 357pp. 67-103. 



Reeja Maria Cherian 

72 

Menestrina, G., Schiavo, G. & Montecucco, C. (1994). Molecular mechanisms of 

action of bacterial protein toxins, Molecular aspects of medicine, Vol. 15(2), pp. 79-

193.  

Merritt, E.A., Sarfaty, S., Van den Akker, F., L'Hoir, C., Martial, J.A. & Hol, W.G.J. 

(1994). Crystal structure of cholera toxin B-pentamer bound to receptor G(M1) 

pentasaccharide, Protein Science, Vol. 3(2), pp. 166-175.  

Minch, S.L., Kallio, P.T. & Bailey, J.E. (1995). Tissue plasminogen activator 

coexpressed in Chinese hamster ovary cells with a(2,6)-sialyltransferase contains 

neuAca(2,6)Galß(1,4)Glc-N-AcR linkages, Biotechnology progress, Vol. 11(3), pp. 

348-351.  

Monaco, L., Marc, A., Eon-Duval, A., Acerbis, G., Distefano, G., Lamotte, D., 

Engasser, J.-., Soria, M. & Jenkins, N. (1996). Genetic engineering of α2,6-

sialyltransferase in recombinant CHO cells and its effects on the sialylation of 

recombinant interferon-γ, Cytotechnology, Vol. 22(1-3), pp. 197-203.  

Montecucco, C., Papini, E. & Schiavo, G. (1994). Bacterial protein toxins penetrate 

cells via a four-step mechanism, FEBS letters, Vol. 346(1), pp. 92-98.  

Montecucco, C. & Schiavo, G. (1993). Tetanus and botulism neurotoxins: a new 

group of zinc proteases, Trends in biochemical sciences, Vol. 18(9), pp. 324-327.  

Moore, K.L. (1998). Structure and function of P-selectin glycoprotein ligand-1, 

Leukemia and Lymphoma, Vol. 29(1-2), pp. 1-15.  

Moore, K.L., Patel, K.D., Bruehl, R.E., Fugang, L., Johnson, D.A., Lichenstein, H.S., 

Cummings, R.D., Bainton, D.F. & McEver, R.P. (1995). P-selectin glycoprotein 

ligand-1 mediates rolling of human neutrophils on P-selectin, Journal of Cell 

Biology, Vol. 128(4), pp. 661-671 

Morell, A.G., Gregoriadis, G., Scheinberg, I.H., Hickman, J. & Ashwell, G. (1971). 

The role of sialic acid in determining the survival of glycoproteins in the circulation. 

Journal of Biological Chemistry, Vol. 246(5), pp. 1461-1467.  

Mukherjee, J., Chios, K., Fishwild, D., Hudson, D., O'Donnell, S., Rich, S.M., 

Donohue-Rolfe, A. & Tzipori, S. (2002a). Human Stx2-specific monoclonal 

antibodies prevent systemic complications of Escherichia coli O157:H7 infection, 

Infection and immunity, Vol. 70(2), pp. 612-619.  

Mukherjee, J., Chios, K., Fishwild, D., Hudson, D., O'Donnell, S., Rich, S.M., 

Donohue-Rolfe, A. & Tzipori, S. (2002b). Production and characterization of 

protective human antibodies against Shiga toxin 1, Infection and immunity, Vol. 

70(10), pp. 5896-5899.  



 

73 

Mulvey, G.L., Marcato, P., Kitov, P.I., Sadowska, J., Bundle, D.R. & Armstrong, 

G.D. (2003). Assessment in mice of the therapeutic potential of tailored, multivalent 

Shiga toxin carbohydrate ligands, Journal of Infectious Diseases, Vol. 187(4), pp. 

640-649.  

Na, X., Kim, H., Moyer, M.P., Pothoulakis, C. & LaMont, J.T. (2008). gp96 is a 

human colonocyte plasma membrane binding protein for Clostridium difficile toxin 

A, Infection and immunity, Vol. 76(7), pp. 2862-2871.  

Nathanson, S., Kwon, T., Elmaleh, M., Charbit, M., Launay, E.A., Harambat, J., 

Brun, M., Ranchin, B., Bandin, F., Cloarec, S., Bourdat-Michel, G., Piètrement, C., 

Champion, G., Ulinski, T. & Deschênes, G. (2010). Acute neurological involvement 

in diarrhea-associated hemolytic uremic syndrome, Clinical Journal of the American 

Society of Nephrology, Vol. 5(7), pp. 1218-1228.  

Newburg, D.S. (2000). Oligosaccharides in human milk and bacterial colonization, 

Journal of pediatric gastroenterology and nutrition, Vol. 30(SUPPL. 2), pp. S8-S17.  

Nishikawa, K., Matsuoka, K., Kita, E., Okabe, N., Mizuguchi, M., Hino, K., 

Miyazawa, S., Yamasaki, C., Aoki, J., Takashima, S., Yamakawa, Y., Nishijima, M., 

Terunuma, D., Kuzuhara, H. & Natori, Y. (2002). A therapeutic agent with oriented 

carbohydrates for treatment of infections by Shiga toxin-producing Escherichia coli 

O157:H7, Proceedings of the National Academy of Sciences, Vol. 99(11), pp. 7669-

7674.  

Nishimura, H., Takao, T., Hase, S., Shimonishi, Y. & Iwanaga, S. (1992). Human 

factor IX has a tetrasaccharide O-glycosidically linked to serine 61 through the 

fucose residue, Journal of Biological Chemistry, Vol. 267(25), pp. 17520-17525.  

Nokhbeh, M.R., Hazra, S., Alexander, D.A., Khan, A., McAllister, M., Suuronen, E.J., 

Griffith, M. & Dimock, K. (2005). Enterovirus 70 Binds to Different Glycoconjugates 

Containing a2,3-Linked Sialic Acid on Different Cell Lines, Journal of virology, Vol. 

79(11), pp. 7087-7094.  

Nottrott, S., Schoentaube, J., Genth, H., Just, I. & Gerhard, R. (2007). Clostridium 

difficile toxin A-induced apoptosis is p53-independent but depends on glucosylation 

of Rho GTPases, Apoptosis, Vol. 12(8), pp. 1443-1453.  

Olling, A., Goy, S., Hoffmann, F., Tatge, H., Just, I. & Gerhard, R. (2011). The 

repetitive oligopeptide sequences modulate cytopathic potency but are not crucial for 

cellular uptake of Clostridium difficile toxin A, PLoS ONE, Vol. 6(3), .  

Olofsson, S., Kumlin, U., Dimock, K. & Arnberg, N. (2005). Avian influenza and 

sialic acid receptors: More than meets the eye? Lancet Infectious Diseases, Vol. 5(3), 

pp. 184-188.  



Reeja Maria Cherian 

74 

Olson, F.J., Bäckström, M., Karlsson, H., Burchell, J. & Hansson, G.C. (2005). A 

MUC1 tandem repeat reporter protein produced in CHO-K1 cells has sialylated core 

1 O-glycans and becomes more densely glycosylated if coexpressed with polypeptide-

GalNAc-T4 transferase, Glycobiology, Vol. 15(2), pp. 177-191.  

Omasa, T., Onitsuka, M. & Kim, W.-. (2010). Cell engineering and cultivation of 

Chinese hamster ovary (CHO) cells, Current Pharmaceutical Biotechnology, Vol. 

11(3), pp. 233-240.  

Paton, A.W., Morona, R. & Paton, J.C. (2010). Bioengineered Bugs expressing 

oligosaccharide receptor mimics: Toxin-binding probiotics for treatment and 

prevention of enteric infections, Bioengineered Bugs, Vol. 1(3), pp. 172-177.  

Pepys, M.B., Herbert, J., Hutchinson, W.L., Tennent, G.A., Lachmann, H.J., 

Gallimore, J.R., Lovat, L.B., Bartfai, T., Alanine, A., Hertel, C., Hoffmann, T., Jakob-

Roekne, R., Norcross, R.D., Kempt, J.A., Yamamura, K., Suzuki, M., Taylor, G.W., 

Murray, S., Thompson, D., Purvis, A., Kolstoe, S., Wood, S.P. & Hawkins, P.N. 

(2002). Targeted pharmacological depletion of serum amyloid P component for 

treatment of human amyloidosis, Nature, Vol. 417(6886), pp. 254-259.  

Perelle, S., Gibert, M., Bourlioux, P., Corthier, G. & Popoff, M.R. (1997). 

Production of a complete binary toxin (actin-specific ADP- ribosyltransferase) by 

Clostridium difficile CD196, Infection and immunity, Vol. 65(4), pp. 1402-1407.  

Petruzziello-Pellegrini, T.N. & Marsden, P.A. (2012). Shiga toxin-associated 

hemolytic uremic syndrome: Advances in pathogenesis and therapeutics, Current 

opinion in nephrology and hypertension, Vol. 21(4), pp. 433-440.  

Piotukh, K., Serra, V., Borriss, R. & Planas, A. (1999). Protein-carbohydrate 

interactions defining substrate specificity in Bacillus 1,3-1,4-ß-D-glucan 4-

glucanohydrolases as dissected by mutational analysis, Biochemistry, Vol. 38(49), 

pp. 16092-16104.  

Polizzotti, B.D. & Kiick, K.L. (2006). Effects of polymer structure on the inhibition of 

cholera toxin by linear polypeptide-based glycopolymers, Biomacromolecules, Vol. 

7(2), pp. 483-490.  

Polizzotti, B.D., Maheshwari, R., Vinkenborg, J. & Kiick, K.L. (2007). Effects of 

saccharide spacing and chain extension on toxin inhibition by glycopolypeptides of 

well-defined architecture, Macromolecules, Vol. 40(20), pp. 7103-7110.  

Pothoulakis, C., Gilbert, R.J., Cladaras, C., Castagliuolo, I., Semenza, G., Hitti, Y., 

Montcrief, J.S., Linevsky, J., Kelly, C.P., Nikulasson, S., Desai, H.P., Wilkins, T.D. & 

Lamont, J.T. (1996). Rabbit sucrase-isomaltase contains a functional intestinal 



 

75 

receptor for Clostridium difficile toxin A, Journal of Clinical Investigation, Vol. 

98(3), pp. 641-649.  

Poutanen, S.M. & Simor, A.E. (2004). Clostridium difficile-associated diarrhea in 

adults, CMAJ, Vol. 171(1), pp. 51-58.  

Poxton, I.R., McCoubrey, J. & Blair, G. (2001). The pathogenicity of Clostridium 

difficile, Clinical Microbiology and Infection, Vol. 7(8), pp. 421-427.  

Pruitt, R.N. & Lacy, D.B. (2012). Toward a structural understanding of Clostridium 

difficile toxins A and B. Frontiers in cellular and infection microbiology, Vol. 2pp. 

28.  

Ren, J., Utsunomiya, I., Taguchi, K., Ariga, T., Tai, T., Ihara, Y. & Miyatake, T. 

(1999). Localization of verotoxin receptors in nervous system, Brain research, Vol. 

825(1-2), pp. 183-188.  

Reynolds, M. & Pérez, S. (2011). Thermodynamics and chemical characterization of 

protein-carbohydrate interactions: The multivalency issue, Comptes Rendus Chimie, 

Vol. 14(1), pp. 74-95.  

Rich, R.L. & Myszka, D.G. (2000). Advances in surface plasmon resonance 

biosensor analysis, Current opinion in biotechnology, Vol. 11(1), pp. 54-61.  

Rino, J., Braga, J., Henriques, R. & Carmo-Fonseca, M. (2009). Frontiers in 

fluorescence microscopy, International Journal of Developmental Biology, Vol. 53(8-

10), pp. 1569-1579. 

Roden, L., Koerner, T., Olson, C. & Schwartz, N.B. (1985). Mechanisms of chain 

initiation in the biosynthesis of connective tissue polysaccharides, Federation 

proceedings, Vol. 44(2), pp. 373-380.  

Schengrund, C.-. & Ringler, N.J. (1989). Binding of Vibrio cholera toxin and the 

heat-labile enterotoxin of Escherichia coli to G(M1), derivatives of G(M1), and 

nonlipid oligosaccharide polyvalent ligands, Journal of Biological Chemistry, Vol. 

264(22), pp. 13233-13237.  

Schirmer, J. & Aktories, K. (2004). Large clostridial cytotoxins: Cellular biology of 

Rho/Ras-glucosylating toxins, Biochimica et Biophysica Acta - General Subjects, 

Vol. 1673(1-2), pp. 66-74.  

Schulz, B.L., Packer, N.H. & Karlsson, N.G. (2002). Small-scale analysis of O-linked 

oligosaccharides from glycoproteins and mucins separated by gel electrophoresis, 

Analytical Chemistry, Vol. 74(23), pp. 6088-6097.  



Reeja Maria Cherian 

76 

Schwarz, F. & Aebi, M. (2011). Mechanisms and principles of N-linked protein 

glycosylation, Current opinion in structural biology, Vol. 21(5), pp. 576-582.  

Schwientek, T., Yeh, J.-., Levery, S.B., Keck, B., Merkx, G., Van Kessel, A.G., 

Fukuda, M. & Clausen, H. (2000). Control of O-glycan branch formation. Molecular 

cloning and characterization of a novel thymus-associated core 2 ß1,6-N- 

acetylglucosaminyltransferase, Journal of Biological Chemistry, Vol. 275(15), pp. 

11106-11113.  

Seeberger, P.H. & Werz, D.B. (2007). Synthesis and medical applications of 

oligosaccharides, Nature, Vol. 446(7139), pp. 1046-1051.  

Sinclair, A.M. & Elliott, S. (2005). Glycoengineering: The effect of glycosylation on 

the properties of therapeutic proteins, Journal of pharmaceutical sciences, Vol. 

94(8), pp. 1626-1635.  

Sixma, T.K., Kalk, K.H., Van Zanten, B.A.M., Dauter, Z., Kingma, J., Witholt, B. & 

Hol, W.G.J. (1993). Refined structure of Escherichia coli heat-labile enterotoxin, a 

close relative of cholera toxin, Journal of Molecular Biology, Vol. 230(3), pp. 890-

918.  

Sixma, T.K., Pronk, S.E., Kalk, K.H., Wartna, E.S., Van Zanten, B.A.M., Witholt, B. 

& Hol, W.G.J. (1991). Crystal structure of a cholera toxin-related heat-labile 

enterotoxin from E. coli, Nature, Vol. 351(6325), pp. 371-377.  

Sola, R.J. & Griebenow, K. (2009). Effects of glycosylate on the stability of protein 

pharmaceuticals, Journal of pharmaceutical sciences, Vol. 98(4), pp. 1223-1245.  

Solá, R.J. & Griebenow, K. (2010). Glycosylation of therapeutic proteins: An 

effective strategy to optimize efficacy, BioDrugs, Vol. 24(1), pp. 9-21.  

Spertini, O., Cordey, A.-., Monai, N., Giuffrè, L. & Schapira, M. (1996). P-selectin 

glycoprotein ligand 1 is a ligand for L-selectin on neutrophils, monocytes, and 

CD34+ hematopoietic progenitor cells, Journal of Cell Biology, Vol. 135(2), pp. 

523-531.  

Spiro, R.G. (2002). Protein glycosylation: Nature, distribution, enzymatic formation, 

and disease implications of glycopeptide bonds, Glycobiology, Vol. 12(4), pp. 43R-

56R.  

Springer, G.F., Desai, P.R. & Banatwala, I. (1975). Blood group MN antigens and 

precursors in normal and malignant human breast glandular tissue, Journal of the 

National Cancer Institute, Vol. 54(2), pp. 335-339.  



 

77 

Springer, G.F. (1997). Immunoreactive T and Tn epitopes in cancer diagnosis, 

prognosis, and immunotherapy, Journal of Molecular Medicine, Vol. 75(8), pp. 594-

602.  

Springer, G.F. (1984). T and Tn, general carcinoma autoantigens, Science, Vol. 

224(4654), pp. 1198-1206.  

Springer, S.A. & Gagneux, P. (2013). Glycan evolution in response to collaboration, 

conflict, and constraint, Journal of Biological Chemistry, Vol. 288(10), pp. 6904-

6911.  

Stein, P.E., Boodhoo, A., Tyrrell, G.J., Brunton, J.L. & Read, R.J. (1992). Crystal 

structure of the cell-binding B oligomer of verotoxin-1 from E. coli, Nature, Vol. 

355(6362), pp. 748-750.  

Stevens, J., Blixt, O., Glaser, L., Taubenberger, J.K., Palese, P., Paulson, J.C. & 

Wilson, I.A. (2006). Glycan microarray analysis of the hemagglutinins from modern 

and pandemic influenza viruses reveals different receptor specificities, Journal of 

Molecular Biology, Vol. 355(5), pp. 1143-1155.  

Suzuki, N. & Yamamoto, K. (2010). Molecular Cloning of Pigeon UDP-galactose:β-

d-Galactoside α1,4-Galactosyltransferase and UDP-galactose:β-d-Galactoside β1,4-

Galactosyltransferase, Two Novel Enzymes Catalyzing the Formation of Galα1–

4Galβ1–4Galβ1–4GlcNAc Sequence, Journal of Biological Chemistry, Vol. 285(8), 

pp. 5178-5187.  

Takeda, T., Yoshino, K., Adachi, E., Sato, Y. & Yamagata, K. (1999). In vitro 

assessment of a chemically synthesized Shiga toxin receptor analog attached to 

chromosorb P (Synsorb Pk) as a specific absorbing agent of Shiga toxin 1 and 2, 

Microbiology and immunology, Vol. 43(4), pp. 331-337.  

Tarp, M.A. & Clausen, H. (2008). Mucin-type O-glycosylation and its potential use 

in drug and vaccine development, Biochimica et Biophysica Acta - General Subjects, 

Vol. 1780(3), pp. 546-563.  

Tarr, P.I., Gordon, C.A. & Chandler, W.L. (2005). Shiga-toxin-producing 

Escherichia coli and haemolytic uraemic syndrome, Lancet, Vol. 365(9464), pp. 

1073-1086.  

Tasteyre, A., Barc, M.-., Collignon, A., Boureau, H. & Karjalainen, T. (2001). Role 

of FliC and FliD flagellar proteins of Clostridium difficile in adherence and gut 

colonization, Infection and immunity, Vol. 69(12), pp. 7937-7940.  



Reeja Maria Cherian 

78 

Teichert, M., Tatge, H., Schoentaube, J., Just, I. & Gerhard, R. (2006). Application 

of mutated Clostridium difficile toxin A for determination of glucosyltransferase-

dependent effects, Infection and immunity, Vol. 74(10), pp. 6006-6010.  

Teneberg, S., Lönnroth, I., Torres López, J.F., Galili, U., Halvarsson, M.Ö., 

Angström, J. & Karlsson, K.-. (1996). Molecular mimicry in the recognition of 

glycosphingolipids by Gala3Galß4GlcNAcß-binding Clostridium difficile toxin A, 

human natural anti a-galactosyl IgG and the monoclonal antibody Gal-13: 

Characterization of a binding-active human glycosphingolipid, non-identical with the 

animal receptor, Glycobiology, Vol. 6(6), pp. 599-609.  

Thompson, J.P. & Schengrund, C.-. (1998). Inhibition of the adherence of cholera 

toxin and the heat-labile enterotoxin of Escherichia coli to cell-surface GM1 by 

oligosaccharide-derivatized dendrimers, Biochemical pharmacology, Vol. 56(5), pp. 

591-597.  

Thompson, J.P. & Schengrund, C.-. (1997). Oligosaccharide-derivatized dendrimers: 

Defined multivalent inhibitors of the adherence of the cholera toxin B subunit and the 

heat labile enterotoxin of E. coli to GM1, Glycoconjugate journal, Vol. 14(7), pp. 

837-845.  

Thomsson, K.A., Holmén-Larsson, J.M., Ångström, J., Johansson, M.E.V., Xia, L. & 

Hansson, G.C. (2012). Detailed O-glycomics of the Muc2 mucin from colon of wild-

type, core 1- and core 3-transferase-deficient mice highlights differences compared 

with human MUC2, Glycobiology, Vol. 22(8), pp. 1128-1139.  

Thuresson, B., Westman, J.S. & Olsson, M.L. (2011). Identification of a novel 

A4GALT exon reveals the genetic basis of the P1/P2 histo-blood groups, Blood, Vol. 

117(2), pp. 678-687.  

Tian, E. & Ten Hagen, K.G. (2009). Recent insights into the biological roles of 

mucin-type O-glycosylation, Glycoconjugate journal, Vol. 26(3), pp. 325-334.  

Tikkanen, K., Haataja, S. & Finne, J. (1996). The galactosyl-(alpha 1-4)-galactose-

binding adhesin of Streptococcus suis: occurrence in strains of different 

hemagglutination activities and induction of opsonic antibodies. Infection and 

immunity, Vol. 64(9), pp. 3659-3665.  

Tikkanen, K., Haataja, S., Francois-Gerard, C. & Finne, J. (1995). Purification of a 

galactosyl-alpha 1-4-galactose-binding adhesin from the gram-positive meningitis-

associated bacterium Streptococcus suis, The Journal of biological chemistry, Vol. 

270(48), pp. 28874-28878.  

Titball, R.W., Naylor, C.E. & Basak, A.K. (1999). The Clostridium perfringensα-

toxin, Anaerobe, Vol. 5(2), pp. 51-64.  



 

79 

Trachtman, H., Austin, C., Lewinski, M. & Stahl, R.A.K. (2012). Renal and 

neurological involvement in typical Shiga toxin-associated HUS, Nature Reviews 

Nephrology, Vol. 8(11), pp. 658-669.  

Tran, D.T. & Ten Hagen, K.G. (2013). Mucin-type o-glycosylation during 

development, Journal of Biological Chemistry, Vol. 288(10), pp. 6921-6929.  

Tucker, K.D. & Wilkins, T.D. (1991). Toxin A of Clostridium difficile binds to the 

human carbohydrate antigens I, X, and Y. Infection and immunity, Vol. 59(1), pp. 73-

78.  

Tucker, K.D., Carrig, P.E. & Wilkins, T.D. (1990). Toxin A of Clostridium difficile is 

a potent cytotoxin, Journal of clinical microbiology, Vol. 28(5), pp. 869-871.  

Turnbull, W.B. & Stoddart, J.F. (2002). Design and synthesis of glycodendrimers, 

Reviews in Molecular Biotechnology, Vol. 90(3-4), pp. 231-255.  

Umaña, P., Jean-Mairet, J., Moudry, R., Amstutz, H. & Bailey, J.E. (1999). 

Engineered glycoforms of an antineuroblastoma IgG1 with optimized antibody-

dependent cellular cytotoxic activity, Nature biotechnology, Vol. 17(2), pp. 176-180.  

Van den Steen, P., Rudd, P.M., Dwek, R.A. & Opdenakker, G. (1998). Concepts and 

principles of O-linked glycosylation, Critical reviews in biochemistry and molecular 

biology, Vol. 33(3), pp. 151-208.  

Varki, A. & Gagneux, P. (2012). Multifarious roles of sialic acids in immunity, 

Annals of the New York Academy of Sciences, Vol. 1253(1), pp. 16-36..  

Varki, A. (1993). Biological roles of oligosaccharides: All of the theories are correct, 

Glycobiology, Vol. 3(2), pp. 97-130.  

Varki, A. (1997). Sialic acids as ligands in recognition phenomena, FASEB Journal, 

Vol. 11(4), pp. 248-255.  

Varki, A. (2008). Sialic acids in human health and disease, Trends in molecular 

medicine, Vol. 14(8), pp. 351-360.  

Vedantam, G., Clark, A., Chu, M., McQuade, R., Mallozzi, M. & Viswanathan, V.K. 

(2012). Clostridium difficile infection: Toxins and non-toxin virulence factors, and 

their contributions to disease establishment and host response, Gut Microbes, Vol. 

3(2), pp. 121-134.  

Verna, E.C. & Lucak, S. (2010). Use of probiotics in gastrointestinal disorders: What 

to recommend? Therapeutic Advances in Gastroenterology, Vol. 3(5), pp. 307-319.  



Reeja Maria Cherian 

80 

Vishwanathan, N., Yongky, A., Johnson, K.C., Fu, H.-., Jacob, N.M., Le, H., Yusufi, 

F.N.K., Lee, D.Y. & Hu, W.-. (2015). Global insights into the Chinese hamster and 

CHO cell transcriptomes, Biotechnology and bioengineering, Vol. 112(5), pp. 965-

976.  

Viswanathan, K., Chandrasekaran, A., Srinivasan, A., Raman, R., Sasisekharan, V. & 

Sasisekharan, R. (2010). Glycans as receptors for influenza pathogenesis, 

Glycoconjugate journal, Vol. 27(6), pp. 561-570.  

Von Eichel-Streiber, C., Boquet, P., Sauerborn, M. & Thelestam, M. (1996). Large 

clostridial cytotoxins - A family of glycosyltransferases modifying small GTP-binding 

proteins, Trends in microbiology, Vol. 4(10), pp. 375-382.  

von Eichel-Streiber, C. & Sauerborn, M. (1990). Clostridium difficile toxin A carries 

a C-terminal repetitive structure homologous to the carbohydrate binding region of 

streptococcal glycosyltransferases, Gene, Vol. 96(1), pp. 107-113.  

Voth, D.E. & Ballard, J.D. (2005). Clostridium difficile Toxins: Mechanism of Action 

and Role in Disease, Clinical microbiology reviews, Vol. 18(2), pp. 247-263.  

Waligora, A.-., Hennequin, C., Mullany, P., Bourlioux, P., Collignon, A. & 

Karjalainen, T. (2001). Characterization of a cell surface protein of Clostridium 

difficile with adhesive properties, Infection and immunity, Vol. 69(4), pp. 2144-2153.  

Watanabe, M., Igai, K., Matsuoka, K., Miyagawa, A., Watanabe, T., Yanoshita, R., 

Samejima, Y., Terunuma, D., Natori, Y. & Nishikawa, K. (2006). Structural Analysis 

of the Interaction between Shiga Toxin B Subunits and Linear Polymers Bearing 

Clustered Globotriose Residues, Infection and immunity, Vol. 74(3), pp. 1984-1988.  

Wells, L. & Hart, G.W. (2003). O-GlcNAc turns twenty: Functional implications for 

post-translational modification of nuclear and cytosolic proteins with a sugar, FEBS 

letters, Vol. 546(1), pp. 154-158.  

Wong, N.S.C., Yap, M.G.S. & Wang, D.I.C. (2006). Enhancing recombinant 

glycoprotein sialylation through CMP-sialic acid transporter over expression in 

Chinese hamster ovary cells, Biotechnology and bioengineering, Vol. 93(5), pp. 

1005-1016.  

Xu, D., Newhouse, E.I., Amaro, R.E., Pao, H.C., Cheng, L.S., Markwick, P.R.L., 

McCammon, J.A., Li, W.W. & Arzberger, P.W. (2009). Distinct Glycan Topology for 

Avian and Human Sialopentasaccharide Receptor Analogues upon Binding Different 

Hemagglutinins: A Molecular Dynamics Perspective, Journal of Molecular Biology, 

Vol. 387(2), pp. 465-491.  



 

81 

Xu, X., Nagarajan, H., Lewis, N.E., Pan, S., Cai, Z., Liu, X., Chen, W., Xie, M., 

Wang, W., Hammond, S., Andersen, M.R., Neff, N., Passarelli, B., Koh, W., Fan, 

H.C., Wang, J., Gui, Y., Lee, K.H., Betenbaugh, M.J., Quake, S.R., Famili, I., 

Palsson, B.O. & Wang, J. (2011). The genomic sequence of the Chinese hamster 

ovary (CHO)-K1 cell line, Nature biotechnology, Vol. 29(8), pp. 735-741.  

Yeh, J.-., Ong, E. & Fukuda, M. (1999). Molecular cloning and expression of a novel 

ß-1,6-N- acetylglucosaminyltransferase that forms core 2, core 4, and I branches, 

Journal of Biological Chemistry, Vol. 274(5), pp. 3215-3221.  

Zhu, J. (2012). Mammalian cell protein expression for biopharmaceutical 

production, Biotechnology Advances, Vol. 30(5), pp. 1158-1170.  

Zopf, D. & Roth, S. (1996). Oligosaccharide anti-infective agents, Lancet, Vol. 

347(9007), pp. 1017-1021.  

 


