
molecules

Review

Recent Advances in the Chemical Biology of N-Glycans

Asuka Shirakawa 1, Yoshiyuki Manabe 1,2,* and Koichi Fukase 1,2,*

����������
�������

Citation: Shirakawa, A.; Manabe, Y.;

Fukase, K. Recent Advances in the

Chemical Biology of N-Glycans.

Molecules 2021, 26, 1040. https://

doi.org/10.3390/molecules26041040

Academic Editors: Pedro M. Nieto

and Yasuhiro Ozeki

Received: 4 January 2021

Accepted: 14 February 2021

Published: 16 February 2021

Publisher’s Note: MDPI stays neutral

with regard to jurisdictional claims in

published maps and institutional affil-

iations.

Copyright: © 2021 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

1 Department of Chemistry, Graduate School of Science, Osaka University, 1-1 Machikaneyama-cho, Toyonaka,
Osaka 560-0043, Japan; shirakawaa18@chem.sci.osaka-u.ac.jp

2 Core for Medicine and Science Collaborative Research and Education, Project Research Center for
Fundamental Sciences, Osaka University, 1-1 Machikaneyama-cho, Toyonaka, Osaka 560-0043, Japan

* Correspondence: manabey12@chem.sci.osaka-u.ac.jp (Y.M.); koichi@chem.sci.osaka-u.ac.jp (K.F.);
Tel.: +81-6-6850-5391 (Y.M.); +81-6-6850-5388 (K.F.)

Abstract: Asparagine-linked N-glycans on proteins have diverse structures, and their functions vary
according to their structures. In recent years, it has become possible to obtain high quantities of
N-glycans via isolation and chemical/enzymatic/chemoenzymatic synthesis. This has allowed for
progress in the elucidation of N-glycan functions at the molecular level. Interaction analyses with
lectins by glycan arrays or nuclear magnetic resonance (NMR) using various N-glycans have revealed
the molecular basis for the recognition of complex structures of N-glycans. Preparation of proteins
modified with homogeneous N-glycans revealed the influence of N-glycan modifications on protein
functions. Furthermore, N-glycans have potential applications in drug development. This review
discusses recent advances in the chemical biology of N-glycans.
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1. Introduction

Glycosylation is the most common post-translational modification of proteins. Over 60%
of proteins are linked to glycans. Asparagine-linked oligosaccharides (N-glycans) have
a core pentasaccharide composed of mannose and glucosamine and are classified into
three types: high-mannose, hybrid, and complex (Figure 1). In the biosynthesis of N-
glycan-modified proteins, the high-mannose type N-glycan consisting of 14 residues
(Glc3Man9GlcNAc2) is first attached to proteins in the endoplasmic reticulum (ER). The ini-
tial high-mannose N-glycans play an important role in protein folding in the ER. Glycoproteins
then migrate to the Golgi apparatus and are subsequently converted into complex-type
N-glycans. Complex N-glycans have diverse structures due to differences in their associ-
ated synthesizing enzymes, resulting in different functions for each structure. For example,
polylactosamine, consisting of a repeating structure of galactose and glucosamine, is in-
volved in cancer metastasis and immune response [1]. Sialic acids, in contrast, control
immunity via recognition by Siglecs expressed in immune cells [2,3]. Core fucose, which is a
fucose linked to the glucosamine 6 position at the reducing end, and bisecting glucosamine,
which is a glucosamine linked to the branched mannose 4 position, also play various roles
and are closely related to many diseases [4]. Hybrid N-glycans have both high-mannose
and complex-type structures. Thus, N-glycans have diverse structures and are involved in
a variety of biological phenomena. However, the molecular bases of their modes of action
are yet to be fully elucidated.
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Figure 1. Structures of N-glycans. Complex-type N-glycans have diverse structures with/without sialic acid, poly-N-acetyl-
lactosamine, bisecting GlcNAc, core fucose and so on. High-mannose-type N-glycan is composed of 14 residues 
(Glc3Man9GlcNAc2) containing 3 glucoses, 9 mannoses, and 2 GlcNAc. Hybrid-type N-glycans have both high-mannose 
and complex-type structures. 

Chemical synthesis, enzymatic synthesis, and isolation of diverse, pure N-glycans 
have been vigorously investigated for analyzing N-glycan functions at the molecular level. 
Chemical synthesis is an extremely potent approach that allows the de novo construction 
of glycan structures. Any desired glycan structures can be constructed, including partial 
and artificial structures. Danishefsky et al. successfully synthesized various N-glycans 
with multiantennary structures [5–8]. Unverzagt et al. achieved convergent synthesis of 
complex-type N-glycans with bisecting glucosamine and/or core fucose [9–12]. We have 
also reported the synthesis of N-glycans [13,14]. In addition, Ito et al. [15], Boons et al. [16–
18], Wang et al. [19], Wong et al. [20,21], and Schmidt et al. [22] have achieved N-glycan 
synthesis. Since the chemical synthesis of N-glycans with complex structures is a 
challenging process that requires multiple steps, the isolation of N-glycans from natural 
resources has also been explored. Kajihara et al. established an efficient method for the 
isolation of N-glycans from egg yolk, which has become a standard method for N-glycan 
preparation [23]. In recent years, the preparation of N-glycans using enzymatic reactions 
has also been extensively investigated [24]. Ito et al. [15], Boons et al. [18,25], Wang et al. 
[19], and Wong et al. [21] successfully constructed a wide range of N-glycan libraries via 
enzymatic synthesis using isolated or chemically synthesized glycans as substrates. Thus, 
over the years, the technical basis for a sufficient supply of various N-glycans has been 
established. 

Owing to the increased availability of pure N-glycans, their functional elucidation 
has advanced considerably in recent years (Figure 2). N-Glycan functions have mainly 
been analyzed using molecular biological techniques, including knockout of biosynthetic 
enzymes. However, it is difficult to determine the precise structure–activity relationship 
using these methods. Although interaction analysis of lectins using relatively small glycan 

Figure 1. Structures of N-glycans. Complex-type N-glycans have diverse structures with/without sialic acid, poly-N-
acetyl-lactosamine, bisecting GlcNAc, core fucose and so on. High-mannose-type N-glycan is composed of 14 residues
(Glc3Man9GlcNAc2) containing 3 glucoses, 9 mannoses, and 2 GlcNAc. Hybrid-type N-glycans have both high-mannose
and complex-type structures.

Chemical synthesis, enzymatic synthesis, and isolation of diverse, pure N-glycans
have been vigorously investigated for analyzing N-glycan functions at the molecular level.
Chemical synthesis is an extremely potent approach that allows the de novo construction
of glycan structures. Any desired glycan structures can be constructed, including partial
and artificial structures. Danishefsky et al. successfully synthesized various N-glycans
with multiantennary structures [5–8]. Unverzagt et al. achieved convergent synthesis of
complex-type N-glycans with bisecting glucosamine and/or core fucose [9–12]. We have
also reported the synthesis of N-glycans [13,14]. In addition, Ito et al. [15], Boons et al. [16–18],
Wang et al. [19], Wong et al. [20,21], and Schmidt et al. [22] have achieved N-glycan syn-
thesis. Since the chemical synthesis of N-glycans with complex structures is a challenging
process that requires multiple steps, the isolation of N-glycans from natural resources
has also been explored. Kajihara et al. established an efficient method for the isolation
of N-glycans from egg yolk, which has become a standard method for N-glycan prepa-
ration [23]. In recent years, the preparation of N-glycans using enzymatic reactions has
also been extensively investigated [24]. Ito et al. [15], Boons et al. [18,25], Wang et al. [19],
and Wong et al. [21] successfully constructed a wide range of N-glycan libraries via en-
zymatic synthesis using isolated or chemically synthesized glycans as substrates. Thus,
over the years, the technical basis for a sufficient supply of various N-glycans has been
established.

Owing to the increased availability of pure N-glycans, their functional elucidation
has advanced considerably in recent years (Figure 2). N-Glycan functions have mainly
been analyzed using molecular biological techniques, including knockout of biosynthetic
enzymes. However, it is difficult to determine the precise structure–activity relationship
using these methods. Although interaction analysis of lectins using relatively small glycan
fragments, such as disaccharides and trisaccharides, has been used to study function, it is
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not possible to estimate the conformational effect or multivalent interactions of the complex
structure of N-glycans. Recent interaction analysis of lectins using various N-glycans has
elucidated the significance of such complex structures. The increased availability of N-
glycans also allows one to prepare glycoproteins with homogeneous glycoforms, enabling
the elucidation of N-glycan function on the distinct protein. Furthermore, N-glycans have
the potential to be used in the development of novel drugs. This review provides an
overview of the recent chemical biology study of N-glycans.
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Figure 2. The chemical biology study of homogeneous N-glycans. Chemical synthesis, enzymatic synthesis, and isolation
of diverse, pure N-glycans enable their functional analysis at the molecular level. Interaction analysis using various N-
glycans revealed the significance of complex N-glycan structures—for example, distinction of each branch and multivalent
interaction in lectin recognition. Functional analysis using proteins with homogeneous glycoforms clarifies glycan function
on each protein. Application of N-glycans for drug development is also investigated.

2. Elucidation of the Molecular Basis of N-Glycan Recognition by Lectins

Glycans control various biological phenomena through their recognition by lectins.
Thus, interaction analysis between N-glycans and lectins is essential to elucidate N-glycan
functions [26].

2.1. Methods for the Glycan-Lectin Interaction Analysis

The glycan–lectin interaction analysis methods include analyses using glycan arrays,
nuclear magnetic resonance (NMR), isothermal titration calorimetry (ITC) [27], surface
plasmon resonance (SPR) [28,29], fluorescent polarization (FP) [30], and X-ray crystallogra-
phy [31]. ITC gives thermodynamic parameters, whereas SPR provides kinetic parameters.
FP realizes a simple and easy assay system. X-ray crystallography provides precise struc-
tural information. In this review, we focus on studies using glycan arrays and NMR,
which are effective methods for elucidating the interaction between glycans and lectins.

Glycan arrays are used to detect the binding of lectins to immobilized glycans [32–35].
An advantage of a glycan array is that a large number (dozens and hundreds) of samples
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can be examined in a high-throughput manner using a small amount of glycans. Interaction
analysis using various structures of glycans provides insights into precise structure–activity
relationships. Glycan immobilization methods are divided into two categories: noncovalent
and covalent [36]. Noncovalent immobilization utilizes hydrophobic interactions, charge in-
teractions, and biotin–streptavidin interactions among others. Covalent immobilization
methods typically use coupling of an amino group introduced at the reducing end of a
glycan to the plate surface activated with N-hydroxysuccinimide [37]. Many other methods,
including thiol-maleimide coupling and alkyne-azide click reactions, have been reported.
As for the detection, fluorescence is usually used to realize high-throughput analysis.

NMR can be used to analyze interactions at the atomic level [38,39]. Saturation
transfer difference (STD) NMR [40] is a particularly powerful method for the analysis of
glycan–lectin interactions. In this method, saturation transfer from the protein to the ligand
is observed as STD signals after the saturation of protein by radio frequency (Figure 3).
The closer the protons are to the protein, the stronger the STD signals observed. STD-NMR
was originally developed as a method for screening ligands from mixture systems but is
now widely used for the analysis of protein–ligand binding modes. This method works
when the affinity is not high (KD is 10−3 to 10−8 M), because STD signals are measured
when the protein and ligand are in an equilibrium state of binding and dissociation.
Since glycan–lectin interactions are usually weak (KD in mM-µM), STD-NMR is highly
effective. NMR is also a powerful tool for the conformational analysis of glycans [41].
Importantly, this method does not require labeled proteins. In addition, a small amount
of receptor is necessary (typically micromolar range). However, an excess of the ligands
is used (typically the millimolar range), thus, low solubility of the ligand causes a prob-
lem. While conformation is an important factor for glycan recognition, the flexibility of
glycans makes conformational analysis difficult. In addition to analysis based on coupling
constants and the nuclear Overhauser effect (NOE), an analysis using pseudocontact shift
(PCS) by paramagnetic metals has recently been developed, and its efficiency has been
demonstrated [42–48].
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Figure 3. Mechanism of Saturation transfer difference nuclear magnetic resonance (STD-NMR).
“Off resonance” experiment gives a reference spectrum. Under “on resonance” conditions, the sat-
uration is transferred from protein to ligand by spin diffusion through intermolecular nuclear
Overhauser effects (NOEs). The closer the protons are to the protein, the stronger the STD signals
that are observed.

Examples of the analysis of glycan-lectin interactions using glycan arrays and NMR
are introduced below.

2.2. Analysis of Sugar-Lectin Interactions Using Glycan Arrays

Glycan arrays are excellent tools for the comprehensive analysis of glycan-lectin
interactions. Previous interaction analysis using small fragments, such as disaccharides
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and trisaccharides, revealed the minimum structure (epitope) required for recognition of
individual lectins. Meanwhile, recent advances in the preparation of the whole structure
of various N-glycans have allowed the full realization of structure–activity relationships,
elucidating the significance of complexity of N-glycan structures (Figure 4). For example,
these advances have provided insights into the differences in the lectin recognition of each
branch [49–54], the improvement of affinity due to the inclusion of multiple recognition
units (multivalent effect) [20,21,55–59], the influence of chain length on affinity [60,61],
and remote (heterovalent) recognition [59].
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disaccharides and trisaccharides, revealed the epitope required for lectin recognition, whereas interaction analysis using
whole structures of N-glycans revealed the significance of complexity of N-glycan structures; these analyses provided
the insights into the differences in the lectin recognition of each branch, the improvement of affinity due to the inclusion
of multiple recognition units (multivalent effect), the influence of chain length on affinity, and remote (heterovalent)
recognition.

Wang et al. demonstrated the differences of each N-glycan branch in lectin recognition
by comprehensive interaction analysis of various N-glycans with several lectins using a gly-
can array [53,54]. Plant-derived Sambucus nigra lectin (SNA), which recognizes sialic acid,
recognized the sialic acid on the α1,3-branched chain more strongly than the sialic acid on
the α1,6-branched chain. Meanwhile, plant-derived Maackia amurensis lectin (MAL-I) and
virus-derived lectin hemagglutinin (HA) strongly bind to sialic acid on the α1,6-branched
chain. MAL-I also interacts with terminal galactose; in this case, MAL-I strongly recog-
nizes galactose on the α1,3-branched chain, suggesting that MAL-I has two distinct glycan
recognition domains. In addition, Erythrina cristagalli lectin (ECL), which recognizes the
lactosamine structure, has a higher affinity to lactosamine on the α1,3-branched chain than
on the α1,6-branched chain. Phaseolus vulgaris erythroagglutinin (PHA-E) prefers terminal
galactose on the α1,6-branched chain and terminal glucosamine on the α1,3-branched
chain, whereas wheat germ agglutinin (WGA) strongly interacts with glucosamine on the
α1,3-branched chain.

Branch selective binding of C-type lectins and monoclonal antibodies was also re-
vealed by using glycan array including N-glycan positional isomers prepared by chemo-
enzymatic method [50]. DC-SIGN, C-type lectin recognizing glycan on bacteria and viruses,
showed strong binding to hybrid- and complex-type glycans and N-glycans presenting
Lex epitopes. DC-SIGN showed preferential binding to the biantennary glycans with ter-
minal galactose or N-acetylgalactosamine on the α1,6-branched chain, whereas DC-SIGNR
showed the opposite binding behavior. L-SECtin showed the preference to GlcNAc1,2-Man
residues on the 3-arm of the complex and hybrid N-glycans.

N-glycans have symmetric structures on the nonreducing end side, and these studies
indicate that glycan structures on each branched chain have distinct functions.
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The structural redundancy of N-glycans plays an important role in enhancing their
affinity to lectins because of their multivalency. Interaction analysis of Siglec-1, -2, -9, and -
10 with sialic acid-containing N-glycans using a glycan array showed a higher affinity for
four-branching N-glycans than for two-branching N-glycans [59]. Multivalent effects were
also confirmed in ECL, which recognizes the lactosamine structure, and Ricinus communis
agglutinin (RCA120), which recognizes terminal galactose [58]. Similarly, interactions with
galectin were also enhanced as the number of recognition units increased [62].

The structure at the remote positions of the lectin recognition unit can affect its inter-
action. Lens culinaris agglutinin (LCA), which binds to core fucose, only recognizes core
fucosylated biantennary and triantennary N-glycans with particular branching patterns,
but did not recognize triantennary N-glycans with other branching patterns or tetraanten-
nary N-glycans [59]. These results indicate that the branching structure away from the core
fucose affected recognition by LCA, although its recognition site is core fucose. On the
other hand, the affinity between HA from H3N3 and sialic acids at the nonreducing end
was increased by chain elongation; the insertion of a polylactosamine repeating structure
enhanced the affinity [60]. These studies revealed that both the epitope and the whole
glycan structure are important for the recognition of N-glycans.

Glycan arrays, comprising N-glycans along with glycolipids and O-glycans, have been
used to investigate the host–pathogen interactions in diagnostic and therapeutic appli-
cations [63–69]. For example, the inhibition of human anti-N9 antibodies to influenza
neuraminidases was analyzed by glycan array [70]. The binding study of the H3N2 in-
fluenza viruses using glycan microarrays demonstrated the changes in virus hemagglutinin
that affect the receptor binding properties of the viruses [71].

Glycan arrays can also be used to explore artificial glycoligands as new drug candi-
dates that target lectins [72–74]. High-affinity ligands for Siglecs or several C-type lectins,
which are involved in immune regulation, are expected to be lead compounds for drug
development. However, glycan–lectin interactions are usually weak, which is a major issue
in the utilization of glycans as bioactive molecules. Thus, the synthesis of glycans and
derivatization of artificial molecules, followed by high-throughput screening using glycan
arrays, is expected to be a powerful approach to address this limitation.

2.3. Analysis Using NMR

NMR analysis can provide insights into glycan–lectin interactions at the atomic level.
STD-NMR can be used for high-resolution epitope mapping. Similar to the results ob-
tained from glycan arrays, NMR analysis also reveals that not only epitopes but the whole
structure of N-glycans plays an important role in glycan–lectin interactions. The conforma-
tional analysis of N-glycans using NMR is a powerful approach that provides a rational
explanation for the molecular basis of the recognition of complexity of N-glycan structures.

STD-NMR allows for a detailed analysis of glycan–lectin interactions. Many re-
searchers have analyzed the interactions between sialic acid containing N-glycans and
Siglecs [75–79]. Silipo et al. analyzed the interaction between Siglec-2 and sialyl N-glycans
using STD-NMR and molecular dynamics (MD) simulations [78]. The Siglec-2 epitope
was clearly shown by STD-NMR, and the conformation of sialyl N-glycans was predicted
by NMR analysis and MD simulations. When biantennary sialyl N-glycans were recog-
nized, Siglec-2 only interacted with the sialyl disaccharide at the nonreducing end, and the
other part was expected to protrude from the protein surface. These results suggest that
multiantennary N-glycans with multiple sialic acids can interact with several Siglec-2 and
induce the formation of Siglec-2 oligomers on B cells.

STD-NMR analysis using the whole structure of N-glycans has demonstrated that
lectins not only recognize small units, such as disaccharides and trisaccharides, but also in-
teract with N-glycans in a more complex manner. In N-glycan recognition by Pisum sativum
agglutinin (PSA), a mannose-recognition lectin, core fucose was shown to alter its binding
mode [80]. When biantennary N-glycans without core fucose were used for the interaction
analysis with PSA, the mannose on each branch gave comparable STD signals. While for
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the core fucose containing N-glycans, the STD signals of mannose on the α1,6-branched
chain were weakened, and instead, an interaction with the methyl group of the core fucose
was observed. STD-NMR using a fluorine derivative (2D STD-TOCSYreF) indicated that
the mannose on the α1,3-branched chain was more strongly recognized by PSA than the
mannose on the α1,6-branched chain [81]. In addition, dectin-1, which recognizes fungal
β-glucan, was found to recognize core fucose on immunoglobulin (IgG) [82]. STD-NMR
analysis indicated that dectin-1 interacted not only with core fucose but also with an Fmoc
group attached to the amino group of asparagine introduced at the reducing end. These re-
sults suggest that dectin-1 recognizes amino acids with aromatic side chains, such as pheny-
lalanine and tyrosine, together with core fucose. On the other hand, STD-NMR is also
effective for the analysis of substrate recognition by glycosyltransferases. The STD-NMR
analysis of FUT8, a fucosyltransferase that builds core fucose structure, revealed the pre-
cise interaction between FUT8 and N-glycan [83]. FUT8 recognizes not only glucosamine
at the reducing end (reaction point) but also the whole glycan structure. In particular,
FUT8 strongly interacted with the α1,3-branched chain at the nonreducing end.

Advanced STD-NMR methods have been developed. Saturation transfer double dif-
ference (STDD)-NMR is useful for the direct observation of ligands binding on the surfaces
of living cells [84]. Clean-STD can avoid accidental saturation to give improved detection
of ligand–protein interactions at low concentration of protein [85]. Second dimension
STD-NMR, i.e., STD-TOCSY, STD-HSQC, STD-NOESY, can overcome the problems of
proton overlapping typical of glycan NMR analysis [86].

Conformation analysis of glycans using NMR provides important insights into com-
plex glycan–lectin interactions. The N-glycan conformation can be predicted by combining
PCS-based NMR analysis and MD simulations (Figure 5) [42–48]. Kato et al. analyzed the
conformation of high-mannose glycans by PCS-based NMR analysis using 13C-labeled com-
pounds and Tm3+ as a paramagnetic metal ion tag [38]. They elucidated the conformational
change caused by mannose trimming during the N-glycan biosynthetic process. Unverzagt
and Barbero et al. distinguished each branch of tetraantennary N-glycan based on the
PCS method and analyzed the differences in the recognition of each branch by lectins [44].
Datura stramonium seed lectin (DSL), which recognizes the lactosamine structure, interacts
more strongly with the lactosamine on the α1,6-branched chain than with that on the
α1,3-branched chain. On the other hand, no differences in the strengths of STD signals of
each branch were observed with Ricinus communis agglutinin (RCA120), which recognizes
terminal galactose, indicating that RCA120 recognizes all branches without distinction. In a
similar analysis between sialic acid containing biantennary N-glycans and HA, STD signals
from both sialic acids were observed, suggesting the contribution of two sialic acids in a
multivalent effect [45]. Furthermore, interesting results have been reported showing that
the N-glycan conformation directly affects lectin recognition (Figure 6) [87]. N-Glycans
have three back-fold conformations and two extended conformations, in which the α1,6-
branched chain is folded toward the reducing end or extended, respectively. The addition
of core fucose or bisecting glucosamine significantly changes their conformational equi-
libria and reduces the number of major conformations from five to four and five to two,
respectively [88,89]. Crystal structure analysis and transferred NOE (TrNOE) analysis
revealed that Calystegia sepium-derived calsepa and Phaseolus vulgaris-derived phytohemag-
glutinin (PHA-E), which recognize bisecting glucosamine containing N-glycans, recognize
N-glycans in the back-fold conformation induced by bisecting glucosamine addition.
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erythroagglutinin (PHA-E). Attachment of bisecting GlcNAc enhances back-fold conformation,
which is recognized by Calsepa and PHA-E.

3. Functional Analysis of N-glycans on Glycoproteins

Analysis of N-glycan functions on glycoproteins needs to be considered with pro-
teins. In recent years, improvements in the techniques for the synthesis of peptides and
proteins, as well as glycans, have enabled the preparation of glycoproteins with homo-
geneous glycans [90–94]. N-Glycans on glycoproteins can be modified by Endo-β-N-
acetylglucosaminidases (ENGases) [95]. Synthesized glycoproteins with homogeneous
glycan structures have helped elucidate precise glycan functions.

A series of synthetic studies of glycoproteins and glycoprotein mimics by Ito and
Kajihara et al. revealed the precise function of N-glycans in a quality-control mecha-
nism for glycoproteins in the endoplasmic reticulum (ER). (Figure 7) [96,97]. ER has a
quality control system that promotes the correct folding of ribosome-produced proteins.
In the case of N-glycosylated proteins, high-mannose N-glycans work as tags for pro-
tein folding. A common dolichol-linked oligosaccharide precursor containing terminal
glucose trisaccharide is first synthesized in the ER and is transferred to proteins by the
oligosaccharyltransferase (OST). The folding process then starts. The first glycosidase
(GCSI) cleaves the terminal glucose and the second glycosidase (CGSII) further cleaves
glucose residues to afford monoglucosylated or nonglucosylated glycoproteins. The folded
nonlucosylated glycoproteins are then transferred to the glycan modification process.
The UDP-glucose:glycoprotein glucosyltransferase (UGGT) complex distinguishes mis-
folded glycoproteins and transfers glucose to the nonreducing end of the high-mannose
glycan. This monoglucosylation serves as a marker for misfolded glycoproteins and the
chaperone proteins calnexin/calreticulin (CNT/CRT) promotes folding. CGSII then cleaves
glucose residue to transfer the glycoproteins for the glycan modification process.
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Figure 7. Protein quality control utilizing high-mannose-type N-glycan as a tag. UDP-glucose:
glycoprotein glucosyltransferase (UGGT) complex distinguishes misfolded glycoproteins to transfer
glucose to the nonreducing end of the high-mannose glycan. This monoglycosylation serves as a
marker for misfolded glycoproteins and the chaperone proteins calnexin/calreticulin (CNT/CRT)
promotes folding.

The defects in this process cause congenital disorders of glycosylation (CDGs), which are
severe genetic diseases [98]. CDG is classified into Type I and Type II. In Type I, the en-
zymes are mutated in synthesis and transfer a common dolichol-linked oligosaccharide
precursor and enzyme substrates. Type II defects the modification process of N-glycans in
the ER and Golgi. Lack of GCS1 causes CDG-IIb. Unfolded proteins lead to ER stress and
cause CDGs [99].

Ito et al. introduced methotrexate (MTX) at the reducing end of high-mannose N-
glycans and prepared a complex with dihydrofolate reductase (DHFR), which recognizes
MTX [100,101]. Such glycoprotein mimics were used to analyze the interaction with
UGGT. They also investigated various aglycone structures as substrates of UGGT [102–104].
In addition, chemically synthesized glycoproteins were used for the analysis of substrate
recognition by UGGT. UGGT showed higher enzymatic activity against high-mannose
N-glycans on misfolded interleukin-8 (IL-8) than against those on the folded one [105].
Furthermore, they synthesized several glycoproteins and isotope-labeled glycopeptides
and revealed that UGGT recognizes hydrophobic patches on misfolded proteins [106,107].
As shown above, they elucidated the molecular basis of the quality-control mechanism
based on high-mannose N-glycans using glycoprotein mimics and chemically synthesized
glycoproteins.

Maintaining the appropriate folding is also critical for in the degradation process.
Mutations in human N-glycanase 1 (NGLY1) cause the congenital disorder of deglycosyla-
tion (CDDG). Suzuki revealed that N-GlcNAc proteins are accumulated by the action of
Endo-β-N-acetylglucosaminidase (ENGase) in Ngly1-defective cells [108,109]. During ER-
associated degradation, N-GlcNAc proteins form aggregates that seem to be toxic. Suzuki
also revealed that lethality of Ngly1-KO mice is partially rescued by the additional deletion
of the Engase gene, suggesting that ENGase inhibitors are targets for CDDG [110,111].
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In recent years, the influence of N-glycan modifications on the bioactivity of proteins
has been gradually elucidated using synthetic glycoproteins [112–117]. Hematopoietic
hormone erythropoietin (EPO), which is used to treat renal anemia, has three N-glycan-
modification sites. EPO with various glycoforms is used as a drug. Several groups have
reported the synthesis of EPO with homogeneous glycoforms, and the effect of N-glycans
on their biological activities has been investigated [112,115,116,118–120]. In addition,
various neoglycoprotein analogues of EPO have been reported [121–124]. Kajihara et al.
synthesized five types of EPO, which is introduced sialic acid containing N-glycans into
three N-glycosylation sites with different patterns, and showed the relationship between
glycosylation sites and hematopoietic activities [115]. Increasing the number of sialic acids
containing N-glycans on EPO improved the stability in blood, leading to an improvement
in hematopoietic activity. Moreover, the metabolic stability of EPO was highly correlated
with hydrophobicity, suggesting that glycan modifications enhance the in vivo stability
by covering hydrophobic sites on the protein surface. Kajihara et al. also synthesized
two types of interferon-β (IFN-β) with sialic acid-containing and noncontaining (asialo)
N-glycans, and their activities were evaluated [117]. IFN-β modified with sialic acid-
containing N-glycans exhibited higher activity than that modified with asialo N-glycans,
suggesting that sialic acid extended the in vivo half-life of IFN-β. Thus, N-glycans are
closely related to the stability of glycoproteins in vivo. Indeed, Tanaka et al. demonstrated
the effect of N-glycans on protein metabolic stability by positron emission tomography
(PET) imaging using glycodendrimers as pseudoglycoproteins [125,126]. On the other hand,
N-glycosylation can also affect binding affinity to a receptor. Okamoto et al. synthesized
two types of chemokine CCL1 with and without N-glycan [113], in which N-glycosylation
reduced the activity of CCL1, suggesting that CCL1 biological activity can be regulated by
N-glycan modification. Thus, it should be noted that the role of N-glycan modifications
can be different between proteins. We reported that dectin-1 specifically recognized core
fucosylated IgG and did not interact with other core fucosylated proteins, suggesting that
core fucose on IgG has specific physiological functions [82]. The role of N-glycans on
distinct proteins is an important topic for future work.

4. Use of N-glycans for Drug Development

The increased supply of N-glycans has led to an increase in the use of N-glycans for
drug development [127]. Because N-glycans are endogenous molecules, they are unlikely
to be toxic or immunogenic and, thus, are expected to have high safety profiles.

4.1. Next-Generation Protein/Peptide Drugs Modified with Homogeneous N-Glycans

Controlling the glycan structure is an important issue in the preparation of glyco-
protein and glycopeptide drugs. Biopharmaceuticals, including antibodies, are common
pharmaceuticals. Although many proteins utilized in biopharmaceuticals are glycoproteins,
their actual glycan structures are often neglected or ignored. However, the significance of
the role of glycans on the function of glycoproteins has recently been illuminated, and the
importance of the glycan structure has been highlighted. The preparation of glycoproteins
with homogeneous glycans is also important from the viewpoint of quality control.

IgG antibodies have N-glycans at Asn297 in the Fc region of the heavy chain, and their
structures affect activity, dynamics, and safety (Figure 8) [128,129]. The importance of
core fucose on these N-glycans is well known. The removal of the core fucose from IgG
antibodies dramatically enhances antibody-dependent cellular cytotoxicity (ADCC) activ-
ity [130–133]. Mogamulizumab, the antibody without core fucose, is actually in current
use. Bisecting glucosamine and terminal galactose have been reported to affect ADCC and
complement-dependent cytotoxicity (CDC) activities [134–136]. Therefore, modifications
of N-glycans on IgG antibodies have been extensively investigated. ENGase provides a
powerful tool [137]. N-Glycans on antibodies can be trimmed, and other N-glycans can
be introduced by ENGase. Antibody–drug conjugates (ADCs) have also been prepared
using this method [138–140] in which N-glycans were changed into a structure with a tag
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for subsequent reactions, and small molecular drugs were introduced via bio-orthogonal
reactions [141–146]. This approach allows for the introduction of drugs into the Fc region
without affecting antigen recognition. Furthermore, the N-glycan structure can be made
homogeneous. Wong et al. introduced N-glycans with 3-position fluorinated sialic acids
into antibodies [147]. Because this fluorinated N-glycan was not degraded by sialidase and
modification with sialic acid containing N-glycan can enhance the metabolic stability of
proteins, this antibody is expected to show a significant improvement in pharmacokinetics.
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their activity. Core fucose reduces the antibody-dependent cellular cytotoxicity (ADCC) activ-
ity, whereas bisecting GlcNAc enhances the ADCC activity. N-Glycan editing using Endo-β-N-
acetylglucosaminidase (ENGase) can give IgG as a homogeneous glycoform or can be applied for the
preparation of Antibody–drug conjugates (ADCs).

N-Glycans play important roles not only in antibodies, but also in many other glyco-
proteins. As described above, the structure–activity relationship study of N-glycans on
EPO demonstrates the importance of the N-glycan structure on the bioavailability and
bioactivity of proteins [115]. Hossain and Wade et al. reported that the physical prop-
erties of insulin can be improved by adding N-glycan to insulin, which originally has
no glycans [148]. Introduction of sialic acid containing N-glycans to insulin successfully
inhibited problematic fibril formation. In addition, N-glycan-modified insulin bound to
its receptor with almost the same affinity as the natural form, and further improvements
in its metabolic stability were observed. Currently, PEGylation has been generally used
to enhance the bioavailability of proteins; however, PEG is not without adverse effects.
Considering that N-glycans are endogenous glycans and are expected to be extremely safe,
“N-glycan modification” has the potential to become a common strategy for improving the
protein/peptide bioactivity.

The structure of N-glycans is also important for vaccine development. Viruses use
host biosynthetic systems to synthesize proteins. Consequently, viral proteins are subjected
to glycan modification. Therefore, glycoproteins and glycopeptides are candidate antigens
for vaccine development, and their glycan structures influence their functions. HIV vac-
cine candidates containing N-glycans have been designed and synthesized [149–153].
Wang et al. reported that the glycan structure on the antigen was critical for the neutraliza-
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tion activity of antibodies, clearly demonstrating the importance of the glycan structure
in vaccine design [150]. In addition, Wang showed the importance of glycan structures
in the development of influenza HA-based vaccines [154,155]. For the development of
vaccines against COVID-19, the spike protein is a promising antigen candidate. This pro-
tein is heavily glycosylated [156], but N-glycan modifications of spike proteins have been
reported to reduce their antigenicity [157]. However, N-glycan-modified antigens may
induce antibodies against endogenous N-glycans, which should be carefully examined.
Overall, glycans are likely to be important for developing highly efficient and safe vaccines.

4.2. Drug Delivery Systems (DDSs) Using N-Glycans

N-Glycans interact with various biomolecules, including many lectins, and thus
show distinct dynamics in vivo. Therefore, DDSs using N-glycans have been investi-
gated [126,158,159]. Because glycan–lectin interactions are weak, multivalent materials,
including polymers, dendrimers, and liposomes, are usually utilized to enhance their
interactions [160].

We synthesized dendrimers of sialic acid containing N-glycans and evaluated their
dynamics in vivo using PET imaging [125]. We revealed that the structure of N-glycans
affected the uptake of dendrimers into specific organs. In addition, Tanaka et al. developed
an N-glycan-based DDS using albumin as a multivalent scaffold (Figure 9). The albumins
modified with N-glycans were used as carriers of metal catalysts to realize chemical
reactions at the desired organ in vivo [161–163]. It should be noted that they achieved
metal-catalyzed reactions in vivo by utilizing the hydrophobic pocket of albumin.
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Figure 9. In vivo reaction using artificial glycosylated albumin metalloenzymes. Specific N-glycan
conjugated albumin is specifically uptaken into the specific organs. Thus, the albumins conjugated
with N-glycans were used as carriers of metal catalysts to realize chemical reactions for the activation
of prodrug at the desired organ.

Siglecs, which recognize sialic acid, are expressed on immune cells and are involved
in immune regulation [2,3]. Immune cells can be targeted by utilizing sialyl glycan–
Siglec interactions [164–170]. Paulson et al. developed high-affinity Siglec ligands by
the derivatization of sialic acid. They synthesized N-glycans containing these artificial
structures, which exhibited a high affinity for Siglec-2 [168]. They achieved B cell targeting
using liposomes displaying this N-glycan. Utilization of different sialyl glycans enables
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the targeting of various immune cells. In addition to Siglecs, DDSs targeting galectins,
which recognize galactose, have also been investigated [171–173].

5. Future Perspectives

Glycans exist as polysaccharides in nature and are involved in multivalent interactions
for pattern recognition. Conformational control via the formation of polysaccharides also
plays an important role in glycan functions. In addition, many glycans function only when
they are linked to proteins or lipids. Such emergent glycan functions can only be revealed
by analysis using the whole glycan structure or glycoconjugates. As described herein,
the increased availability of various N-glycans has led to the elucidation of the significance
of complex N-glycan structures. The influence of N-glycan modification on some protein
functions was also discussed. On the other hand, the molecular basis of glycan functions
on membrane proteins remains to be elucidated, although glycans are attached to almost
all membrane proteins and have diverse functions. Recent advances in the engineering
of cell-surface glycans [174] are expected to provide a powerful approach to tackle this
challenging issue. Bertozzi et al. developed metabolic labeling of cell surface glycan by in-
corporating unnatural sugar analogs having the reaction tag followed by the bio-orthogonal
reaction [175]. This method enables the installation of chemical functionality, i.e., fluores-
cent group, to glycans. In addition to glycan function analysis, the therapeutic application
of metabolic glycan labeling is being vigorously investigated [176]. Glycan engineering
by chemical [177,178] and chemoenzymatic [179–183] methods has also been investigated.
In addition, de novo glycans on cell surfaces have also been reported, such as the direct
introduction of defined glycan structures into plasma membranes by lipid insertion, liposo-
mal fusion, and tag technology [184–189]. Such glycan editing technique enables glycan
functions to be explored on membrane proteins on living cell surfaces.

A major feature of glycans is their heterogeneity. Glycans attached to the same site on
the same protein can have diverse structures. In addition, many proteins have multiple
glycosylation sites to which various glycans can be added. Although studies using pure
N-glycans have revealed the functions of individual N-glycans, little is known about their
function in combination with each other. Kurbangalieva and Tanaka et al. prepared albu-
mins labeled with several N-glycans and observed their dynamics in vivo. Interestingly,
their dynamics were altered depending on the N-glycosylation pattern [190]. These re-
sults suggest that the simultaneous interaction of multiple N-glycans may result in the
expression of functions different from those of individual N-glycans. Little is known about
whether the interactions of glycans with multiple lectins work collaboratively or competi-
tively. A bottom-up approach to the construction of controlled glycoforms is expected to
be a powerful strategy to address this difficult issue.

Glycans are considered to be the third most important life chain and have attracted
increasing attention in recent years. However, unlike nucleic acids and proteins, their func-
tional analysis and regulation have been delayed due to the lack of simple preparation
methods. Recent advances in the preparation of N-glycans are expected to accelerate
functional studies.
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