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Allergic airway diseases such as asthma and allergic rhinitis are increasing in prevalence worldwide. The theory
of an altered Th1/Th2 balance in allergic diathesis has recently been termed a “procrustean paradigm” as it failed
to explain many preclinical findings. Regulatory T cells (Treg) have now been shown to be critical in T-cell ho-
meostasis and in the maintenance of peripheral tolerance to allergens. Allergen specific immunotherapy (SIT)
has been shown to induce regulatory T cells in allergic patients. Among various types of SIT, intranasal immuno-
therapy had not been studied in detail for the treatment of allergic airway diseases. So, therewas a need to study
the contribution of regulatory T cells and their mechanistic pathways following intranasal immunotherapy in-
vivo. It had beenpreviously shown that intranasal allergen immunotherapy usingAlstonia scholaris pollen extract
abrogates allergic airway inflammationwith decline in IgE and Th2 cytokine levels. The present study for the first
time offers a multi-targeted approach towards attenuation of airway allergy by the generation of CD4 + CD25
+ Foxp3+T cells and other subsets of Treg cells like Tr1 cells, Th3 cells, CTLA4+ Treg cells, and alsomodulation
of various Treg cell surfacemolecules like GITR, OX40, CD39 and CD73 by intranasal immunotherapy in the same
animal model. This animal experiment will thus help to chart out newer molecular targets for treating allergic
asthma or rhinitis.

© 2017 Published by Elsevier B.V.
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1. Introduction

Allergic asthma is a Th-2 mediated disorder which is characterized
by production of allergen-specific IgE, reversible airflow obstruction,
airway hyper-responsiveness (AHR) to a wide variety of specific or
non-specific stimuli, chronic airway inflammation and airway remodel-
ing [1,2]. This abnormal behavior of airway cells is due to dysregulated
immune homeostasis in the airways [3]. There exists compelling evi-
dences that regulatory T cells (Tregs) are essential in the maintenance
of immune homeostasis in the airways [4]. Subsets of Treg cells include
naturally occurring, thymic derived CD4+ CD25+ Treg cells, inducible
CD4 + CD25 + Tcells, IL-10 producing Treg cells (Tr1 cells), and TGF β
producing Th3 type Treg cells. Naturally occurring CD4+ CD25 + Treg

cells have been shown to express a variety of cell surfacemolecules that
include CD25, CD45RBlow, CD62L, CTLA-4, GITR, OX-40 andmost specif-
ically the transcription factor Foxp3. Foxp3 functions as a master switch
gene in the development and function of Treg cells [5]. The develop-
ment of an allergic response to common inhaled allergens has been pos-
tulated to occur as a consequence of impairment in the numbers,
function, or both of allergen specific Treg cells [6–8].

Allergen-specific immunotherapy (SIT) has been shown to improve
allergen dysfunction and redirect the immune system away from aller-
gic response and this has been shown to be associatedwith increased or
restored Treg functions [9,10]. But the various pathways of Tregmediat-
ed suppression of allergic inflammation in SIT needs further elucidation.

In our previous study, we have developed a therapeutic intranasal
immunotherapy rat model using Alstonia scholaris pollen and have
shown that it effectively attenuates allergic airway inflammation [11].
In the present work, we have studied the effect of intranasal immuno-
therapy on Foxp3 expression in CD4 + CD25+ regulatory (Treg) cells
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and other surface molecules on Treg cells as a mechanism for achieving
peripheral T-cell tolerance using the same animal model of Alstonia
scholaris pollen allergy.

2. Materials and methods

2.1. Reagents and chemicals

DAPI, fetal bovine serum, poly-L-lysine, RPMI-1640, 5-bromo-4-
chloro-3-indolyl phosphate p-toluidine salt (BCIP) and Histopaque-
1077 were purchased from Sigma-Aldrich, USA. Monoclonal primary
antibodies specific to anti-CD25 (SC 664), anti-Foxp3 (SC 31738), anti-
TGFβ (SC 146), anti-GITR (SC 34906), anti-OX40 (SC 10943), anti-
CTLA4 (SC 70894), anti-CD39 (SC 18771), anti-CD73 (SC 14684) and
β-actin (SC 47778) were purchased from Santa Cruz Biotechnology,
Santa Cruz, California, USA and monoclonal primary antibodies specific
to anti-IL10 (555083), anti-CD4 (554835) was purchased from BD Bio-
sciences. All other chemicals were purchased from local suppliers and
were of the highest purity grade.

2.2. Preparation of Alstonia scholaris pollen extract

Fresh pollen samples were collected from the flowering plants of
Alstonia scholaris during the flowering season (September to Novem-
ber). Thepollenswere then dried in hot air oven (35–40 °C) and extract-
ed in phosphate buffered saline as described previously [11]. The
protein content of pollen extract was determined following Lowry's
method.

2.3. Animals and animal grouping

Albino Wistar rats of same age group, and body weight 100–120 g
was obtained from a recognized laboratory animal breeder. Rats were
housed in polypropylene cages at an ambient temperature of 25–30 °C
and 45–55% relative humidity with a 12 h each of dark and light cycle.
All the ratswere given a 15 day period of acclimatization before starting
the experiment. Rats were fed pellet diet and water ad libitum. Animal
housing, care and the conduct of experimental procedures were done
in accordance with Committee for the Purpose of Control and Supervi-
sion on Experiments on Animals guidelines in India.

The animals were grouped into four groups, as detailed in our previ-
ous study [11]. To summarize:

Sensitization phase
Group-I (normal group/vehicle control group): Three consecutive

i.p. injections of saline (1 ml) at 0, 7 and 14 day intervals.
Group-II (alum group/adjuvant control group): Three consecutive

i.p. injections of aluminium hydroxide (20 μg/g) in 1 ml of saline at 0,
7 and 14 day intervals.

Group III (Alstonia group): Three consecutive i.p. injections of
Alstonia scholaris pollen extract (1 μg/g) and aluminium hydroxide (20
μg/g) in 1 ml of saline were administered at 0, 7 and 14 day intervals.

Challenge phase
On day 50, 72 and 48 h before the sacrifice, rats from Group III were

given intranasal (i.n.) challenges with Alstonia scholaris pollen extract
(0.6 μg/g) in 50 μl of saline. Groups I and II received 50 μl of intra nasal
saline challenge [11].

Immunotherapy protocol
Group IV (intranasal immunotherapy group): Three consecutive i.p.

injections of Alstonia scholars pollen extract (1 μg/g) and aluminium hy-
droxide (20 μg/g) in 1 ml of saline were administered at 0, 7 and 14 day
intervals. These rats further received immunotherapy ondays 19, 22, 26,
33, 36 and 40 with the following increasing dose of Alstonia scholaris
pollen extract (0.04 μg/g, 0.2 μg/g, 1 μg/g, 5 μg/g, 25 μg/g, 40 μg/g and
40 μg/g) in 1 ml of saline via intranasal route and then on day 50, 72
and 48 h before the sacrifice, rats were given intranasal (i.n.) challenges

with Alstonia scholaris pollen extract (0.6 μg/g) in 50 μl of saline as de-
tailed before [11].

2.4. In situ-immunofluorescence analysis

The lungs were dissected out from the rat and fixed in 10% formalin
and embedded in paraffin for in situ immunofluorescence. Five-mi-
crometer paraffin sections were cut on poly-L-lysine coated slides and
incubated overnight at 37 °C. The slideswere deparaffinisedwith xylene
(2 × 3 min) after which it was passed thrice through dehydration steps
with 100%, 95%, 70%, and 50% ethanol each for 5 min. The slides were
then washed with ddH2O until they were ready for antigen retrieval.
After this step, the slides were dipped in the antigen retrieval buffer
(1% trypsin, 0.5 M calcium chloride, pH 7.8) [11]. They are were then
washed with ice-cold PBS and then the sections were dipped in the
blocking solution for 2 h at room temperature (2% BSA in PBS) followed
by overnight incubation at 4 °C in anti-FOXP3 primary antibody solution
(1:200 dilutions in PBS with 1% BSA) in a humidified chamber. This is
followed by washing of tissue sections thrice (15 min per wash) with
5–10 ml of PBS followed by incubation with TRITC fluorescence-conju-
gated secondary antibody solution (dilution range 1:400 in TBS contain-
ing 1% BSA) for 2 h at room temperature in darkness.

The sections were again washed thrice (15 min per wash) with PBS
for removal of excess antibody from the slide with PBS. Excess buffer
was blotted from the slide with an absorbent wipe. The cover slips
were mounted on slides using 2 μl of mounting media with DAPI to vi-
sualize the nuclei. Immunofluorescent images were captured with a
Nikon Trinocular phase-contrast microscope Model E-200 fitted with a
DPI digital camera and appropriate fluorescence filters. The acquisition
software used was NIS Elements (Nikon) [11].

2.5. Isolation of splenic lymphocyte

Briefly, thewhole spleenwere dissected out from the rat, then itwas
mechanically minced and passed through an 80-gauge wire mesh and
incubated in petri dishes with PBS for 1 h at 37 °C in 4% CO2 environ-
ment. The non-adherent cells were collected and washed with PBS.
Resulting cell suspensions were layered on Histopaque 1077 density
gradient and subjected to density gradient centrifugation for 20 min at
1700–1800 rpm. Lymphocyte layers were carefully removed from the
buffy layer interface. Cells from this layer were washed thrice and
suspended in RPMI-1640 for further analysis. Purity of isolated lympho-
cytes was characterized by identifying CD3 marker on the cells in the
isolated populations by flow cytometry [11,12].

2.6. Labeling and gating of cells for the flowcytometric analysis

Multiple staining was done for the flowcytometric analysis. Isolated
splenic lymphocytes were washed and resuspended in PBS. For analyz-
ing cell surface protein expression on T-cells, 1 × 107 cells/mlwere incu-
bated with 5 μl of diluted (1:250) primary monoclonal antibodies i.e.
anti-CD4. The cells were centrifuged, washed, resuspended in PBS, and
then incubated with secondary FITC-conjugated secondary antibody
for 30min in the dark. Then the cells were incubatedwith 5 μl of diluted
(1:250) primarymonoclonal antibodies anti-CD25. The cells were again
centrifuged, washed, resuspended in PBS, and then incubated with PE-
conjugated secondary antibody for 30 min in the dark. After this step,
cells were treated with paraformaldehyde (0.3% in PBS) at 4 °C for
45min. Then, the cell suspensionwaswashedwith cold PBS andperme-
abilizedwith TritonX-100 (0.5%) for 1 h at 4 °C. After centrifugation, the
pellet was washed twice with cold PBS and resuspended in 200ml PBS.
After permeabilization cells were then incubated with 5 μl of diluted
(1:250) monoclonal anti-Foxp3 at a concentration of 1:250 for 30 min
at 4 °C. Finally, the cells were again centrifuged, washed, resuspended
in PBS, and then incubatedwith secondary PerCP-conjugated secondary
antibody for 30min in the dark. Similar tagging procedurewas followed
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for other cell surface proteins like IL10, TGFβ, GITR, OX40, CTLA4, CD39
and CD73.

For analysis, desired cell population on dot plot SSC versus FSC were
gated and analyzed for CD4 and CD25 co-expression. Double positive
cells from dot plot CD4 + FITC (FL1) versus CD25 + PE (FL2) were
again gated and analyzed for Foxp3 expression in the next dot plot i.e.
SSC versus Foxp3 conjugated with PerCP (FL3). The population of cells
in the lower right quadrant was the desired population i.e. CD4
+ CD25 + Foxp3+ Cells.

Similarly, for CD4+ CD25+ IL10+ Cells, double positive cells from
dot plot CD4+FITC (FL1) versus CD25+PE (FL2)were again gated and
analyzed for IL10 expression in the next dot plot i.e. SSC versus IL10 con-
jugated with PerCP (FL3). The population of cells in the lower right
quadrant was the desired population i.e. CD4 + CD25 + IL10+ Cells.

For CD4+ CD25+ TGFβ+Cells, double positive cells from dot plot
CD4 + FITC (FL1) versus CD25 + PE (FL2) were again gated and ana-
lyzed for TGFβ + expression in the next dot plot i.e. SSC versus TGFβ
+ conjugated with PerCP (FL3). The population of cells in the lower
right quadrant was the desired population i.e. CD4 + CD25 + TGFβ
+ Cells.

For CD4+ Foxp3+GITR+ Cells, double positive cells from dot plot
CD4+ FITC (FL1) versus Foxp3+ PerCP (FL3) were again gated and an-
alyzed for GITR expression in the next dot plot i.e. SSC versus GITR con-
jugated with PE (FL2). The population of cells in the lower right
quadrant was the desired population i.e. CD4 + Foxp3 + GITR+ Cells.

For CD4+ CD25+OX40+ Cells, double positive cells from dot plot
CD4 + FITC (FL1) versus CD25 + PE (FL2) were again gated and ana-
lyzed for OX40 expression in the next dot plot i.e. SSC versus OX40 con-
jugated with PerCP (FL3). The population of cells in the lower right
quadrant was the desired population i.e. CD4 + CD25 + OX40+ Cells.

For CD4+ CD25+ CTLA+ Cells, double positive cells from dot plot
CD4 + FITC (FL1) versus CD25 + PE (FL2) were again gated and ana-
lyzed for CTLA4 expression in the next dot plot i.e. SSC versus CTLA4
conjugated with PerCP (FL3). The population of cells in the lower right
quadrant was the desired population i.e. CD4 + CD25 + CTLA+ Cells.

For CD4+ Foxp3+CD39+Cells, double positive cells from dot plot
CD4+ FITC (FL1) versus Foxp3+ PerCP (FL3) were again gated and an-
alyzed for CD39 expression in the next dot plot i.e. SSC versus CD39 con-
jugated with PE (FL2). The population of cells in the lower right
quadrant was the desired population i.e. CD4+ Foxp3 + CD39+ Cells.

For CD4+ Foxp3+CD73+Cells, double positive cells from dot plot
CD4+ FITC (FL1) versus Foxp3+ PerCP (FL3) were again gated and an-
alyzed for CD73expression in the next dot plot i.e. SSC versus CD73 con-
jugated with PE (FL2). The population of cells in the lower right
quadrant was the desired population i.e. CD4+ Foxp3 + CD73+ Cells.

The percent expression of each protein was flowcytometrically
assessed in FACS Calibur Instrument (BD Biosciences, USA) using Cell
Quest Pro software. For each sample, 40,000 events were acquired and
analyzed.

2.7. Immunoblot analysis

Splenic lymphocytes were isolated on Histopaque 1077 and were
lysed in NP-40 lysis buffer (mM MgCl2, 4 mM CaCl2, 10mMTris,
pH 7.5, and 0.4% NP-40 with protease inhibitors). Briefly, 100 μg of pro-
tein was loaded on to each well and were separated on 10% polyacryl-
amide gels and transferred to PVDF membranes (millipore) in blot
buffer (192 mM glycine; 25 mM Tris-base; 20% (v/v) methanol; 0.04%
SDS). Membranes were incubated in 5% nonfat skimmed milk in TBST
blocking solution (20 mM Tris–HCl, pH 7.5; 150 mM NaCl; 5% (w/v)
skimmed milk powder; 0.02% sodium azide; 0.1% Tween 20) for 1 h
followed by incubation with monoclonal anti-Foxp3 (1:5000), on a
rocking platformovernight at 4 °C [13]. Membraneswerewashed thrice
in TBST washing solution (20 mMTris–HCl, pH 7.5; 150 mM NaCl; 0.1%
Tween 20) and then incubated with AP conjugated secondary antibody
(1:15,000).

Bands were developed by alkaline phosphatase methods (substrate
buffer: 100 mMTris–HCl, pH 9.5; 100 mM NaCl; 5 mM MgCl2, BCIP
staining solution: 20 mg/ml in 100% di-methyl formamide and NBT
staining solution: 50 mg/ml in 70% di-methyl formamide). For each
staining solution procedure used the substrate buffer containing 80 μl
BCIP solution and 60 μl NBT solution per 10 ml is mixed freshly for
each staining. Band detection and pixel intensity count were done by
using ImageJ 1.50b (NIH, USA) software. Bar graphs are provided adja-
cent to immunoblot figures.

2.8. Statistical analysis

Data of protein expression level by flowcytometry and Immunoblot
were analyzed using factorial one-way ANOVA. Benferroni's post-hoc
test was applied to the data: a value of p b 0.001 following this post-
hoc procedure was considered statistically significant. All results were
evaluated statistically by applying the GraphPad Prism software
(Prism 4 for Windows, Version 4.03).

3. Results

3.1. Allergen sensitization-challenge attenuates Foxp3 + regulatory T cells
which is increased following intranasal immunotherapy

CD4+CD25+Foxp3+regulatory T cells have been shown to play a
critical role in control of immune responses [14]. Various studies have
shown that subcutaneous immunotherapy (SIT) increases CD4
+ CD25 + Foxp3+ regulatory T cells (Treg) both locally [15] and sys-
temically [16].

Flowcytometric analysis [F(3,20)=251.47] revealed (Fig. 1A) a
significant decrease (p b 0.001) in CD4 + CD25 + Foxp3 + Treg cells
after A scholaris sensitization and challenge (9.925 ± 0.244) as
compared to normal group (13.511 ± 0.336) and adjuvant (alum)
group (11.433 ± 0.318). Intranasal immunotherapy with A scholaris
pollen extract significantly increased (p b 0.001) the frequency of
CD4 + CD25 + Foxp3 + Treg cells as compared to the Alstonia
group (14.446 ± 0.318).

Immunofluorescence imaging studies corroborated with the data of
flowcytometry. The Alstonia group exhibitingmuch lower expression of
Foxp3 than the normal or the adjuvant (alum) group as is evident from
the lowfluorescence intensity observed. In contrast specific allergen im-
munotherapy via intranasal route caused increased expression of Foxp3
in splenic lymphocytes as is shown by marked increase in intensity of
fluorescence (Fig. 1C).

Similar results from immunoblot experiments (Fig. 1B) [F(3,20)=
3081.3] further strengthened our finding that there was significant
decrease (p b 0.001) in Foxp3 expression in Alstonia group (6.435 ±
0.056) as compared to normal group (34.425 ± 0.056) and adjuvant
(alum) group (24.901±0.056)while intranasal immunotherapy signif-
icantly increased Foxp3 expression (33.933 ± 0.058).

3.2. Intranasal allergen immunotherapy increases CD4 + CD25 + IL10+
Tr1 cells

Apart fromCD4+CD25+Foxp3+Treg cells, interleukin-10 (IL 10)
producing Type 1 regulatory T cells (Tr 1) also play important role in the
control of allergic inflammation [17]. IL10 expression in CD4+ CD25+
T cells by flowcytometric analysis (Fig. 2) [F(3,20)=2445.7] revealed a
significant decrease (p b 0.001) in Alstonia group (1.876 ± 0.054) as
compared to normal group (2.716 ± 0.058) and adjuvant (alum)
group (2.566 ± 0.067). Intranasal immunotherapy with A scholaris pol-
len extract significantly increased (pb 0.001) the IL10 expression in CD4
+ CD25+ T cells as compared to the Alstonia group (4.765 ± 0.064).
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3.3. CD4 + CD25 + TGFβ + Tcells are attenuated following Alstonia
scholaris sensitization and challenge which is reversed by intranasal aller-
gen immunotherapy

Transforming growth factor β (TGFβ) is a suppressive cytokine
which is involved in the control of atopic conditions. Experimental stud-
ies have further shown that antigen induced tolerance requires cell-cell
contact with TGFβ + Foxp3+ Tregs [18]. TGFβ expression in CD4
+ CD25+ T cells by flowcytometric analysis (Fig. 3) [F(3,20)=1589.3]
revealed a significant decrease (p b 0.001) in Alstonia group (2.216 ±
0.082) as compared to normal group (5.045 ± 0.105) and adjuvant
(alum) group (3.78 ± 0.090). Intranasal immunotherapy with A
scholaris pollen extract significantly increased (p b 0.001) the TGFβ ex-
pression in CD4 + CD25+ T cells as compared to the Alstonia group
(5.621 ± 0.091).

3.4. Treg mediated suppression is partly accomplished by CTLA4 dependent
mechanism following intranasal immunotherapy

There are now increasing evidences that cytotoxic T lymphocyte an-
tigen 4 (CTLA4) plays a major role in regulating T cell tolerance [19,20].
Treg cells expressing CTLA4 can downregulate CD80 and CD86 on anti-
gen presenting cells and thus prevent unnecessary immune stimulation
[21].

Flowcytometric analysis revealed (Fig. 4) [F(3,20)=1134.8] a signif-
icant decrease (p b 0.001) in CD4 + CD25 + CTLA4 + T cells after A
scholaris sensitization and challenge (1.065 ± 0.098) as compared to
normal group (2.543 ± 0.067) and adjuvant (alum) group (1.768 ±
0.070). Intranasal immunotherapywith A scholaris pollen extract signif-
icantly increased (p b 0.001) the frequency of CD4+CD25+CTLA4+T
cells as compared to the Alstonia group (3.635 ± 0.079).

3.5. Intranasal immunotherapy increases GITR+Treg cells after its diminu-
tion in allergic airway disease

Glucocorticoid induced tumor necrosis factor receptor (GITR) is a
crucial marker of which enhances Treg proliferation and thus mediates
immune tolerance [22].

Flowcytometric analysis revealed (Fig. 5) [F(3,20)=2519.6] a signif-
icant decrease (p b 0.001) in Foxp3 + GITR + Treg cells in Alstonia
group (0.945 ± 0.066) as compared to normal group (2.615 ± 0.044)
and adjuvant (alum) group (1.645±0.061). Intranasal immunotherapy
significantly increased (p b 0.001) the frequency of Foxp3 + GITR
+ Treg cells as compared to the Alstonia group (3.973 ± 0.078).

3.6. Allergen sensitization-challenge increases OX40 expression on Treg
cells which decreases following intranasal immunotherapy

OX40 is a recently identified cell surface molecule which is constitu-
tively expressed by CD4+ CD25+ Treg cells [23]. Stimulation of OX40
causes selective abrogation of Foxp3 + Treg cells by causing marked
downregulation of Foxp3 gene expression and thus this molecule is a
potent negative regulator of Foxp3 + Tregs [24].

Flowcytometric analysis revealed (Fig. 6) [F(3,20)=24,069] a signif-
icant increase (p b 0.001) in OX40 expression in CD4 + CD25 + T cells

in Alstonia group (4.11±0.014) as compared to normal group (1.103±
0.010) and adjuvant (alum) group (2.16 ± 0.037). Intranasal immuno-
therapy significantly decreases (p b 0.001) the OX40 expression in CD4
+ CD25+ T cells as compared to the Alstonia group (1.423 ± 0.010).

3.7. Inhibitory function of Tregs following intranasal allergen immunother-
apy is partly achieved by purinergic mechanisms

Accumulation of adenosine in the immediate pericellular zone is a
putative mechanism of Treg mediated suppression [25]. The generation
of this extracellular adenosine is regulated by ectonucleotidases CD39 &
CD73, and their coexpression is associatedwith Foxp3+ Treg cells [26].

Flowcytometric analysis revealed (Fig. 7) [F(3,20)=379.09] a signif-
icant decrease (p b 0.001) in Foxp3 + CD39 + Treg cells in Alstonia
group (9.043 ± 0.631) as compared to normal group (18.453 ±
0.526) and adjuvant (alum) group (14.836 ± 0.526). Intranasal immu-
notherapy significantly increased (p b 0.001) the frequency of Foxp3
+ CD39 + Treg cells as compared to the Alstonia group (18.371 ±
0.628).

Similarly, Flowcytometric analysis also revealed (Fig. 8) [F(3,20)=
111.48] a significant decrease (p b 0.001) in Foxp3 + CD73 + Treg
cells in Alstonia group (11.04 ± 0.635) as compared to normal group
(15.66 ± 0.548) and adjuvant (alum) group (13.345 ± 0.555), which
were significantly increased (p b 0.001) following intranasal allergen
immunotherapy as compared to the Alstonia group (16.646 ± 0.581).

4. Discussion

The present study clarifies the role of Tregs during intranasal immu-
notherapy and for the first time unearths the various mechanisms of
Treg induced immunosuppression following intranasal
immunotherapy.

We have previously established a sensitization-challenge and intra-
nasal immunotherapy ratmodel of pollen allergy usingAlstonia scholaris
pollen extract [11]. In our present work we have used this established
model to study the modulation of Treg cells by intranasal
immunotherapy.

Previous investigators had shown that Foxp3 protein expression
within Treg cells is significantly decreased in asthmatic patients [27–
29]. So, activation and expansion of CD4 + CD25 + Foxp3 + Tregs
and other subtypes of Treg cells represent a novel approach to induce
antigen specific tolerance. Subcutaneous immunotherapy being an in-
vasivemethod, there has been a longstanding interest in the use of less-
er painful treatment options like intranasal immunotherapy for the
treatment of pollinosis [30–33], but there are paucity of studies which
have had investigated the modulation of Treg cells by intranasal aller-
gen specific immunotherapy.We have shown in our study that allergen
sensitization and challenge causes reduction in CD4 + CD25 + Foxp3
+ Treg cells which is brought to normal by intranasal immunotherapy.
Though the role of Treg cells in immune tolerance is well known andwe
have found similar results in our model, but themechanism of suppres-
sion by these cells still remain contentious despite various postulates
[34]. We studied the variousmechanisms of Tregmediated suppression
following intranasal immunotherapy in our model.

Fig. 1. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on Foxp3 expression in splenic lymphocytes: (A) Flow cytometric analysis of Foxp3 and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that therewas a significant
(*) decrease in Foxp3 expression in Tregs in theAlstonia group comparedwith that of normal control and adjuvant control (p b 0.001). Foxp3 expression in Tregs increased significantly (#)
following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group). (B) Expression of Foxp3 protein was analyzed by immunoblotting using
anti-Foxp3 antibody. Beta-actin was used as loading control. Bands were analyzed densitometrically and pixel intensities of each band are displayed. Results demonstrated that there
was a significant (*) decrease in the Alstonia group compared with that of normal control and adjuvant control (p b 0.001). Foxp3 expression increased significantly (#) following
intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group). (C) Study of Foxp3 expression by in-situ immunofluorescent technique shows
representative immunofluorescent stained photomicrographs with TRITC tagged Foxp3 (Red) and DAPI stained nuclei which appears blue in normal, alum, Alstonia and
immunotherapy paraffin embedded lung tissue. In their Alstonia group there is marked down regulation of Foxp3 in lung lymphocytes compared to normal and adjuvant control
group. After intranasal immunotherapy there is marked up-regulation of Foxp3. Magnification 40×. (For interpretation of the references to colour in this figure legend, the reader is
referred to the web version of this article.)
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Apart from the CD4 + CD25 + Foxp3 + Treg we have found
decrease in CD4 + CD25 + IL10 + Treg cells following allergen sen-
sitization and challenge in our model and following intranasal

immunotherapy there is an increase in IL10 producing Treg cells.
The experimental model result was consistent with low levels of
IL10 in bronchoalveolar lavage fluid of adult asthmatic patients as

Fig. 2. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on Interleukin 10 (IL10) expression in splenic regulatory T cells (Tregs): Flow cytometric
analysis of IL 10 and its percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that
there was a significant (*) decrease in IL 10 expression in Tregs in the Alstonia group compared with that of normal control and adjuvant control (p b 0.001). IL 10 expression in Tregs
increased significantly (#) following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).

Fig. 3. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy onmembrane bound TGFβ expression in splenic regulatory T cells (Tregs): Flow cytometric
analysis of membrane bound TGFβ and its percent positive cells are represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed.
Results demonstrated that there was a significant (*) decrease in membrane bound TGFβ expression in Tregs in the Alstonia group compared with that of normal control and adjuvant
control (p b 0.001). Membrane bound TGFβ expression in Tregs increased significantly (#) following intranasal immunotherapy. Column values are represented as mean ± SD
(animal n = 6 per group).
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compared with healthy controls [35]. Furthermore, it has been
shown that specific allergen immunotherapy (SIT) induce CD4
+ CD25 + Treg cells and after successful completion of

immunotherapy for one year, the intracellular IL10 positive Tcells in-
creases which was almost exclusively localized to CD4 + CD25+
cells [36].

Fig. 4. Effect of Alstonia scholarispollen sensitization-challenge and intranasal immunotherapy on CTLA 4 expression in splenic regulatory T cells: Flow cytometric analysis of CTLA 4 and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that therewas a significant
(*) decrease in CTLA 4 expression in Tregs in the Alstonia group compared with that of normal control and adjuvant control (p b 0.001). CTLA 4 expression in Tregs increased significantly
(#) following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).

Fig. 5. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on GITR expression in splenic regulatory T cells: Flow cytometric analysis of GITR and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that there was a
significant (*) decrease in GITR expression in Tregs in the Alstonia group compared with that of normal control and adjuvant control (p b 0.001). GITR expression in Tregs increased
significantly (#) following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).
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Similarly to IL10, transforming growth factor β (TGFβ) is also in-
volved in the control of atopic state. We have found that there is a re-
duction in CD4 + CD25 + TGFβ + Treg cells Alstonia scholaris pollen

sensitization and challenge. As previous experimental work with TGFβ
knock-out mice had shown a greater susceptibility to bronchial hyper-
reactivity and bronchial inflammation resembling asthma [37], so in

Fig. 6. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on OX40 expression in splenic regulatory T cells: Flow cytometric analysis of OX40 and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that therewas a significant
(*) increase in OX40 expression in Tregs in the Alstonia group comparedwith that of normal control and adjuvant control (p b 0.001). OX40 expression in Tregs decreased significantly (#)
following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).

Fig. 7. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on CD 39 expression in splenic regulatory T cells: Flow cytometric analysis of CD 39 and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that therewas a significant
(*) decrease in CD39 expression in Tregs in theAlstonia group comparedwith that of normal control and adjuvant control (p b 0.001). CD 39 expression in Tregs increased significantly (#)
following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).
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ourmodel the reduction in TGFβ+Treg cells correlates with the estab-
lishment of allergic airway inflammation. Intranasal allergen immuno-
therapy caused rise in CD4 + CD25 + TGFβ + Treg cells showing that
TGFβ is needed for the maintenance of immune tolerance. This theory
was proven in an earlier work where immune tolerance was induced
by repeated aerosolized OVA exposure caused CD4+ T cells to express
both surface and secreted formof TGFβ and furthermore the cell surface
TGFβ was responsible for the more effective inhibition of allergic re-
sponse [18]. The autocrine action of IL10 and TGFβ is important in the
induction of immune tolerance by allergen immunotherapy and both
these cytokines are critical factors in class switching from inflammatory
IgE to non-inflammatory IgG4 and IgA respectively [38,39].

Of the various mechanisms of Treg mediated suppression, one area
of research that gathered considerable momentum recently is the Treg
mediated suppression of Antigen presenting cells (APC). A prominent
phenotypic characteristic of natural Treg cells is that they constitutively
express high levels of CTLA 4 which interacts with CD80/CD86 on APCs
and causes their downregulation [40]. We have shown that in the set-
ting of allergic airway inflammation there is abatement of CD4
+ CD25 + CTLA4 + Treg cells. Intranasal allergen immunotherapy
causes rise in CD4 + CD25 + CTLA4 + Treg cells. Work from the
Sakaguchi group showed that Treg cells downregulate CD80 and CD86
in an adhesion dependent manner [41]; and this downregulation was
annulled if Treg cells were deficient in CTLA-4 [42]. Another study by
Pietruczuk et al. [43] have shown that Treg cells in allergic asthma
shows reduced expression of Foxp3 and CTLA4 which causes initiation
and perpetuation of allergic airway inflammation [43]. Experimental
studies involving epicutaneous immunotherapy in peanut sensitized
mice has shown that there is increase in the number of CTLA 4+
Tregs following immunotherapy [44]. Schneider et al. [45] have now
conclusively shown that CTLA-4 upregulates Lymphocyte function-as-
sociated antigen-1 (LFA-1) mediated cell-adhesion and clustering,
which contributes to Treg mediated suppression via interacting with
CD80/CD86 and ICAM-1 expressed on DCs [45].

Apart from CTLA-4, CD4+CD25+ Treg cells are also equippedwith
other cell surfacemolecules like Glucocorticoid- induced tumor necrosis
factor receptor (GITR) and OX40 which functions as regulator of the
suppressive functions of Treg cells [41,46,47].

Glucocorticoid-induced tumor necrosis factor receptor (GITR) is a
cell surface molecule which is expressed highly on naturally occurring
CD4 + CD25 + Treg cells and activated CD4 + T effector cells [48].
For the first time we have shown that there is reduction in Foxp3
+ GITR + Treg cells in allergic airway inflammation which was in-
creased with intranasal allergen immunotherapy. Though some
workers have shown that conjugation of GITR with GITR-ligand (GITR-
L) in the presence of IL2 enhances proliferation of Foxp3 + Treg cells
and also increases their suppressor function with minimal effect on ef-
fector T cells [22], others have shown that stimulation of CD4 + CD25
+ Tregs through GITR breaks immunological tolerance [48,49]. Thus,
GITR activation may have varied effects on Treg cells.

Similar to GITR, another member of tumor necrosis factor (TNF) re-
ceptor superfamily protein which is constitutively expressed on regula-
tory T cells is OX40 (also called CD134)-a new costimulatory molecule
[50]. T effector cells also can readily express OX40 upon activation
[50]. Interestingly, we have found in our model that allergen sensitiza-
tion and challenge increased CD4 + CD25 + OX40 + Treg cells and
this risewas abrogated following intranasal immunotherapy. The recent
finding that deliberate stimulation of OX40 in-vivo can break tolerance
of peptide antigens [51] is in line with our results and it suggests that
the effect of OX40 signaling on a regulatory type of immune response
is likely to be profound. It has been demonstrated that OX40 is a potent
negative regulator of Foxp3 + Tregs and stimulation of OX40 on CD4
+ Foxp3 + Tregs consistently abolished their suppressor activities in-
vitro [51].

Suppression by CD4 + CD25 + Treg cells is also accomplished by
extra and/or immediate pericellular accumulation of adenosine, which
plays a critical and autonomous role in inhibiting effector Tcells through
several type 1 purinergic (adenosine) receptors [52]. This extracellular

Fig. 8. Effect of Alstonia scholaris pollen sensitization-challenge and intranasal immunotherapy on CD 73 expression in splenic regulatory T cells: Flow cytometric analysis of CD 73 and its
percent positive cells is represented in bar diagrams. Percentage of the expression refers to the positive cells out of 40,000 cells analyzed. Results demonstrated that therewas a significant
(*) decrease in CD73 expression in Tregs in theAlstonia group comparedwith that of normal control and adjuvant control (p b 0.001). CD 73 expression in Tregs increased significantly (#)
following intranasal immunotherapy. Column values are represented as mean ± SD (animal n = 6 per group).
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nucleotide catabolism pathway involves various ectonucleotidases like
CD39 and CD73. In ourmodel we have shown that in an allergic inflam-
matory milieu there is reduction in CD25+ Foxp3+ CD39+ Treg cells
and CD25+ Foxp3 + CD73+ Treg cells which is augmented following
intranasal immunotherapy. Previous study has shown that CD39 to-
gether with CD73 are novel surface markers of CD4 + Treg cells and
the robust generation of adenosine controlled by these ectoenzymes
distinguishes classic Treg cells from other CD4+ T cell population [53].

5. Conclusion

The data presented in this paper provides compelling evidence that
Alstonia scholaris pollen induced sensitization and challenge causes
abatement of CD4 + CD25 + Foxp3+ regulatory T cells which are re-
quired for maintenance of immune homeostasis and T cell tolerance.
We showhere that intranasal allergen immunotherapy causes augmen-
tation of CD4 + CD25 + Foxp3+ regulatory T cells and thus abrogated
allergic airway inflammation. Furthermore, we have elaborately delin-
eated variousmechanisms of Tregmediated suppression and have con-
clusively demonstrated that there is increase in IL10 producing Tr1 cells,
TGFβ + Treg cells, CTLA + Treg cells, GITR + Treg cells, CD39 + Treg
cells and CD73+Treg cells with decrease in OX40+Treg cells by intra-
nasal immunotherapy. Exemplification of these diversiform pathways
of regulatory T cell mediated suppression following intranasal allergen
immunotherapy is a novel finding which have significant therapeutic
relevance and paves the way for newer drug designs.
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Abstract 

The increasing biotechnological interest in human IgE antibodies demands advanced systems 

which allow their proper expression. However, this is still a challenge due to the complexity of 

the molecule, particularly regarding the diverse N-glycosylation pattern. Here, we present the 

expression of recombinant IgE in wild type and glycan-engineered Nicotiana benthamiana plants 

and in-depth N-glycosylation analyses. Mass spectrometric profiling revealed that plant IgE has 

a site occupancy rate that ranges from non-occupied at glycosite 6 (GS6) to 100 % occupancy at 

GS1 and 2. Similarly to human cell-derived IgE, plant versions carry complex N-glycans at GS1-

5 and oligomannosidic structures at GS7. Computational modelling suggests that spatial position 

(or orientation) of glycans can impair processing or site occupancy on adjacent glycosites. IgE 

expressed in glycoengineered and wild type plants carry, respectively, GnGn and plant-typical 

GnGnXF structures at large homogeneity. This contrasts with the glycan diversity of HEK cell-

derived IgE, carrying at least 20 different glycoforms. Importantly, IgE glycoengineering allows 

the control of its glycosylation, a so far unmet need when using well-established expression 

systems. This enables the elucidation of possible carbohydrate-dependent IgE functions.  

 

Significance 

Targeted glycosylation of recombinant proteins may provide an advantage in therapeutic 

applications. Despite increasing biotechnological interest in IgE antibodies, knowledge and 

impact of glycosylation on this antibody class are scarce. With the elucidation of the 

glycosylation profile and the ability to glyco-engineer recombinant IgE, we provide an important 

step towards the generation of IgE with other targeted N-glycans. This will facilitate detailed 

structure–function studies and may lead to the production of IgE with optimized activities.  
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1. Introduction 

Due to recent breakthrough observations demonstrating glycosylation-dependent 

immunomodulatory effects of antibodies, glycobiology has become of special interest in 

immunology research. Immunoglobulin E (IgE), the least abundant immunoglobulin class in 

human serum, is principally known for its role in allergic responses [1], but it is also involved in 

anti-parasitic immune reactions [2]. In addition, although not yet fully understood, IgE may play 

an important role in the recognition of cancer by the immune system [3]. Recent studies also 

point to possible therapeutic applications of monoclonal IgE in the context of cancer [4, 5]. An 

outstanding feature of IgE antibodies is their complex glycosylation pattern: approximately 12 % 

of their molecular weight is carbohydrates, making them the most heavily glycosylated 

immunoglobulin class. This molecule contains seven potential N-glycosylation sites (GS1-7 at 

Asn21, 49, 99, 146, 252, 264 and 275; note that Asn are numbered from the start of the CH1 

domain) in the heavy chain constant region (Fig. 1A). N-glycan profiling of serum IgE (from 

healthy and hyperimmune donors) revealed that GS7 (Asn275), located in the CH3 domain of 

the antibody, is exclusively decorated with oligomannosidic structures (OMS, Man5-Man9). 

While GS6 (Asn264) does not seem to be occupied, all other sites in the CH1-CH3 domains 

(GS1-5) carry complex-type N-glycans. The majority is bi-antennary, core-fucosylated structures 

with one or two terminal N-acetylneuraminic acid residues (70-80%); approximately 10-15 % of 

these N-glycans have bisecting GlcNAc [6, 7]. Notably, significant N-glycan diversity has been 

observed at each glycosite and between different (patho-)physiological stages [7-9]. 

While mounting evidence favours N-glycan involvement in the modulation of IgG activity, less is 

known about this important post-translational modification for other immunoglobulins, like IgE. 

Early studies have shown that at least precursor N-glycans (i.e. Glc3Man9GlcNAc2) are 

essential for the secretion of IgE [10]. The impact of fully processed (sialylated) N-glycans, which 

are the most abundant glycoform in human serum IgE, is still under debate. Researchers are 

particularly interested in understanding the interaction of IgE with effector cells of the immune 

system through their Fc receptors: the high-affinity FcεRI and the low-affinity CD23/FcεRII [11, 

12]. Partially inconsistent results have been reported for FcεRI binding: while some studies 

concluded that IgE glycosylation is essential for FcεRI binding and pro-inflammatory effector 

functions [13-16], others did not find such correlation [17, 18]. A more recent study points to the 

requirement of an occupied C-terminal glycosite (carrying oligomannosidic N-glycans) for FcεRI 

binding and subsequent initiation of the IgE-mediated allergic cascade [19]. The IgE 

glycosylation status also seems to influence binding to FcεRII [20], an evolutionary-related form 

of the IgG receptor DC-SIGN. Nevertheless, more results are required to draw precise 

conclusions. 
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A major obstacle to elucidate N-glycan-dependent IgE activities is the current technological 

limitations to produce this antibody isotype with targeted N-glycan structures. In vivo 

glycoengineering is being developed in various expression systems as a method to control the 

composition of glycans and to enhance the pharmacological properties of recombinant proteins, 

including monoclonal antibodies [21-23]. Plant-based expression platforms have become a very 

attractive alternative to well-established expression systems, as the turnaround time from DNA 

to mg quantities of purified recombinant protein can be as short as one to two weeks [24]. An 

exciting aspect of using plants as production hosts is their ability for extensive glycoengineering 

(recently reviewed in [25]). Paradoxically, their limited endogenous glycosylation repertoire has 

turned out to be an advantage for generating proteins with homogeneous N-glycans, in contrast 

to the large glycome and the resulting N-glycan heterogeneity in mammalian cells, which 

prevents targeted manipulations. Importantly, wild type (WT) plants generate human-like 

complex N-glycans that most frequently terminate with GlcNAc residues (GnGn). However, they 

also synthesize N-glycan structures not present on mammalian proteins, i.e. core α1,3-fucose 

and β1,2-xylose residues (namely, GnGnXF). A central issue in N-glycan engineering is the 

generation of plants that lack plant-specific glycan residues [26]. Antibodies expressed in such 

mutant plants are decorated with GnGn structures, the mammalian core structure for further 

diversification (reviewed in [27]).  

Despite the recently discovered potential of IgE as a therapeutic molecule, access to 

recombinant IgE is scarce. Recombinant expression of functionally active IgE has so far been 

reported in human and insect cells [4, 19, 28, 29]. However, data on their glycosylation status 

are incomplete. The expression of monoclonal IgE in HEK cells resulted in a large N-glycan 

diversity, with many new N-glycan structures in comparison to human serum IgE; on the other 

hand, insect cell-derived IgE exhibited an overall N-glycan pattern fundamentally different from a 

typical human serum IgE: instead of human type complex N-glycans (galactosylated and 

sialylated structures), they carried insect cell-typical structures that terminate with mannose 

residues [29]. Such an N-glycosylation pattern might have negative effects on the activity of 

therapeutic IgE. Although plants have proven to be a suitable host for the efficient expression 

and glycosylation of complex and functionally active human proteins (including antibodies like 

IgG, IgA and IgM) [27, 30], their applicability for the production of IgE has not been 

demonstrated yet.  

Here, we focused on elucidating the N-glycosylation status of recombinant IgE antibodies 

produced in two different expression systems. An in-depth glycoproteomic analysis of 

monoclonal IgE targeted to growth factor receptor HER2/neu (namely, HER2-IgE), produced in 

mammalian cells (HEK293) and in Nicotiana benthamiana plants, was performed by liquid-
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chromatography electrospray ionization-mass spectrometry (LC-ESI-MS/MS). We were able to 

obtain glycopeptides from IgE heavy chain covering all seven potential N-glycosylation sites by 

using a combination of three different proteases. Resulting spectra revealed information on site 

occupancy, site-specific glycosylation and overall glycosylation profiles. 

 

2. Materials and methods 

2.1. Cloning of HER2-IgE for plant based expression 

MagnICON® vectors (courtesy of Icon Genetics, GmbH [31]) carrying the cDNA of HER2-IgE 

heavy and light chains [4] were generated in two steps: first, a 1287-bp cDNA fragment encoding 

the Ig epsilon chain constant region CH1-CH4 (UniProtKB - P01854) was codon-optimized and 

synthesized for N. benthamiana with flanking BsmbI restriction sites (Invitrogen™ GeneArt™, 

https://www.thermofisher.com). To facilitate cloning of variable regions, BsaI sites were also 

introduced. The BsmbI-BsmbI fragment was cloned into the BsaI sites of the magnICON® TMV-

based viral vector resulting in pICHα26211:IgEHc. Similarly, a 324-bp codon-optimized fragment 

containing the cDNA of the kappa chain constant region (UniProtKB - P01834) was amplified 

with primer pair LcFW/LcREV (Supplementary Table 1) that introduces BsaI restriction sites and 

flanks the fragment with BsmbI restriction sites. The constant domain of the light chain was 

cloned into a PVX-based vector, resulting in pICHα31160:IgELc. In a second step, the BsaI 

restriction sites between the viral promoter and the constant region were used to insert the 

variable region. The cDNA encoding the variable domains of the light chain and heavy chain of 

trastuzumab (PDB ID: 1n8z [32]) were amplified with primers that introduce flanking BsaI 

restriction sites (LcHER2FW/LcHER2REV and HcHER2FW/HcHER2REV, respectively; 

Supplementary Table 1) and subsequently cloned into pICHα31160:IgELc and 

pICHα26211:IgEHc plasmids, resulting in the plant expression vector pICHα31160:HER2-IgELC 

(or PVXαHER2-IgELC) and pICHα26211:HER2-IgEHC (or TMVαHER2-IgEHC) (Supplementary 

Fig. 1). 

 

2.2.  Expression and purification of HER2-IgE  

Nicotiana benthamiana WT and ΔXT/FT plants [26] were grown in a growth chamber at 22°C 

with a 16 h light/ 8h dark photoperiod. Leaves of 4–5 week old plants were used for agro-

infiltration. Agrobacteria (strain GV3101 pMP90) transformed with either PVXαHER2-IgELC or 

TMVαHER2-IgEHC vectors were grown in liquid culture at 29 °C for 24 h, harvested by gentle 

centrifugation (5 min at 3000 g) and resuspended in infiltration buffer (10 mM MES pH 5.6; 10 

mM MgSO4) as previously described [33]. The two recombinant bacteria strains were mixed and 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

6 
 

diluted to a final OD600 of 0.1 for infiltration into WT (WTHER2-IgE) and ΔXT/FT (∆XFHER2-IgE) 

plant leaves. 4-5 days after infiltration, leaves were harvested and flash-frozen in liquid nitrogen. 

Total soluble proteins were extracted in 1.5 M NaCl, 45 mM Tris, 1 mM EDTA, and 40 mM 

ascorbic acid (2:1 buffer/fresh weight) and recombinant IgE was purified by affinity 

chromatography (Protein A SepharoseTM Fast Flow, GE Healthcare). WTHER2-IgE and ∆XFHER2-

IgE were eluted with 0.1 M Glycine/HCl (pH 2.7), neutralized with 1 M Tris (pH 9) and dialysed 

against PBS. 

Cloning and expression of HER2-IgE in HEK293 cells (HEKHER2-IgE) was described earlier [28]. 

Briefly, the heavy and light chains of HER2-IgE were cloned in pVitro-2-hygro-mcs (InvivoGen) 

using the Polymerase Incomplete Primer Extension (PIPE) cloning method. Subsequently, 

HER2-IgE was transiently expressed in Expi293™ cells (Thermo Fischer Scientific) using the 

ExpiFectamine™ 293 transfection kit (Thermo Fischer Scientific), according to the 

manufacturer’s instructions. HEKHER2-IgE was purified using a HiTrap KappaSelect (GE 

Healthcare) pre-packed column. Antibodies were eluted with 0.2 M Glycine/HCl (pH 2.3), 

neutralized with 1 M Tris (pH 9) and dialysed against PBS. Serum IgE (serumIgE, obtained from a 

polysensitised allergic patient after informed consent was given) was purified by affinity 

chromatography using sepharose-coupled anti-IgE monoclonal antibody [34]. IgE was eluted 

using 5 M MgCl2 and subsequently exchanged for PBS with Amicon Ultra Centrifugal filter tubes 

(Merck Millipore, Darmstadt, Germany). Purified IgE samples were reduced with 2-

mercaptoethanol at 70 °C for 5 min and analysed by SDS-PAGE on a 12 % gel that was 

subsequently stained with Coomassie Brilliant Blue R 250 (Carl Roth GmbH + Co. KG). 

  

2.3. Glycopeptide mass spectrometry analysis 

SDS-PAGE protein bands corresponding to the heavy chain (at ~75 kDa) were excised and S-

alkylated with iodoacetamide. Subsequently, the samples were proteolytically digested in 25 mM 

NH4HCO3 with either trypsin (Promega), proteinase K (Sigma Aldrich) or a combination of trypsin 

and chymotrypsin (Roche). This procedure allowed the extraction of glycopeptides covering all 

seven glycosites: GS1: NIPSNATSVTL; GS2: DTGSLNGTTM; GS3: VAHTPSSTDWVDNK; 

GS4: TINIT; GS5: GTVNLTW; GS6: ASGKPVNHSTR, and GS7: NGTLTVTSTLPVGTR. GS1 

and 2 were obtained by the combined trypsin and chymotrypsin digestion; GS3, 5, 6 and 7 are 

tryptic peptides, and GS4 was obtained by digestion with proteinase K. After digestion, the 

peptides were extracted by adding 50 µL 25 mM NH4HCO3 and then 50 µL 100% ACN with two 

additional washes with 50 µL 5% formic acid. The pooled extracts were dried in a centrifugal 

vacuum concentrator. The peptide mixture was analysed using a Dionex Ultimate 3000 system 
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directly linked to a Q-TOF instrument (maXis 4G ETD, Bruker) equipped with the standard ESI 

source (end plate offset 500 V; capillary 4500 V; dry gas (nitrogen) 5.0 L/min; dry temp 200°C) in 

the positive ion, data dependent acquisition mode. MS-scans were recorded (range: 150-2200 

m/z, spectra rate: 0.5 Hz). Instrument calibration was performed using an ESI calibration mixture 

(Agilent). For peptide separation, a Thermo BioBasic C18 separation column (5 µm particle size, 

150 x 0.32 mm) was used, with the solvent system recently described [30]. For the relative 

quantification of the different glycoforms, peak areas of EIC (Extracted Ion Chromatograms) of 

the first four isotopic peaks were summed. All observed charge states and adducts (ammonium), 

as well as the formation of formylated glycopeptides, were considered. MS/MS spectra were 

used for the verification of the glycopeptides by detection of oxonium ions HexNAc (m/z = 

204.1), Hex+HexNAc (m/z = 366.1) and the unique Y1 ion (peptide+HexNAc). 

N-glycosylation site occupancy was deduced from the ratio of deamidated to unmodified peptide 

upon N-glycan release with 0.15 mU of PNGase A (Europa Bioproducts) overnight at 37 °C. For 

serum IgE, due to technical reasons, the summed peak areas of all glycoforms were compared 

to the area of the unglycosylated peptide. This method gave very similar values when compared 

to the standard approach 

 

2.4. Molecular Modelling 

A molecular model of human IgE-Fc was produced using both the bent (PDB ID 1O0V [35]) and 

extended (PDB ID 4J4P [36]) crystal structures of IgE-Fc. As representative of complex N-

glycans, we modelled GnGn structures (GlcNAc2Man3GlcNAc2) in GS4 and 5; and as 

representative of OMS in GS7, Man5 structures (Man5GlcNAc2) were modelled. Glycan 

structures were modelled using the glycan fragment database [37]. The energy was minimized 

to relieve steric clashes using the molecular operating environment (MOE; Chemical Computing 

Group, Inc. 2014) and the Amber99 force field. For GS5, additional GnGn structures were 

generated in the extended model of IgE-Fc to show that the N-glycan is free to take a broad 

range of conformations.  

 

3. Results 

3.1. Expression of monoclonal IgE in mammalian cells and Nicotiana benthamiana plants 

For recombinant IgE expression, we used a monoclonal antibody targeted to the growth factor 

receptor HER2/neu (namely, HER2-IgE [4]). This antibody variant is analogous to the clinically 

approved IgG1 trastuzumab, the standard of care in HER2-overexpressing breast cancer. The 

heavy and the light chain of HER2-IgE were cloned into viral-based expression vectors 
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(PVXαHER2-IgELC, TMVαHER2-IgEHC) and transiently expressed in Nicotiana benthamiana 

wild type (WT) and the glycosylation mutant plants ∆XT/FT, which synthesize human type bi-

antennary complex N-glycans lacking plant-specific xylose and core fucose residues [26].  Plant 

leaves were harvested 4-5 days post-infiltration and IgE was purified by immune-affinity 

(WTHER2-IgE, ∆XFHER2-IgE). Similarly, appropriate HER2-IgE constructs were transiently 

expressed in HEK293 cells and immune-affinity purified (HEKHER2-IgE). As control, human 

serum IgE (serumIgE) obtained from a polysensitised allergic donor was included in our analyses. 

SDS-PAGE analysis of the four samples under reducing conditions exhibited two major bands 

corresponding to the size of the IgE heavy and light chains (75 and 25 kDa, respectively) (Fig. 

1B). Compared to the human versions, plant-derived WTHER2-IgE and ∆XFHER2-IgE exhibit a 

slightly reduced molecular mass of the heavy chain, most probably due to differences in 

glycosylation. In some samples, a weak signal at 55 kDa appeared, corresponding to a 

degradation product of the heavy chain. Importantly, SDS-PAGE analysis of plant-derived 

HER2-IgE under non reducing conditions indicates correct assembly into heterodimers 

(Supplementary Fig. 2). 

 

3.2. Glycosite occupancy 

IgE heavy chains carry three glycosites on the CH1 domain (GS1-3), one on the CH2 domain 

(GS4) and three on the CH3 domain (GS5-7) (Fig. 1A). In order to analyse all seven 

glycopeptides, the IgE heavy chains were proteolytically digested with different enzymes. GS1 

and 2 were obtained by combination of trypsin and chymotrypsin digestion; GS3, 5, 6 and 7 are 

tryptic peptides, and GS4 was obtained by digestion with proteinase K. Apart from our limitation 

of not finding GS4 upon proteinase K digestion, we find occupancy rates for serum IgE similar to 

those previously reported by Plomp et al. [7]. Remarkably, the overall pattern of site occupancy 

was similar for all four samples tested (WTHER2-IgE, ∆XFHER2-IgE, HEKHER2-IgE, serumIgE) (Fig. 

2). The degree of occupation of GS1 and 2 was found to be virtually 100 % in all four samples. 

Differences between plant- and human-derived IgE site occupancies were observed for GS3 and 

5. While these sites are efficiently occupied in human cell-derived variants (75-90 %), decreased 

levels were detected in the plant versions (18-48 %). Just as previously reported for human 

serum IgE [7], no IgE variant was glycosylated at GS6 (Fig. 2 and Supplementary Table 2).   

 

3.3. Site specific N-glycan profiling  

The glycosylation status of the different IgEs was analysed regarding the relative abundance of 

different glycoforms at each glycosite by LC-ESI-MS/MS (Fig. 3 and Supplementary Tables 3 
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and 4). The MS spectra of all four IgE samples exhibited the presence of complex N-glycans at 

GS1-5, oligomannosidic structures (OMS) at GS7 and unglycosylated GS6 (Fig. 3 and 

Supplementary Tables 3 and 4). Complex glycosylation of plant-derived IgE is relatively 

homogenous in both WT and ∆XT/FT plants. GS1-5 showed a single dominant glycoform, 

namely GnGnXF or GnGn, for WT plants (WTHER2-IgE) and ∆XT/FT plants (∆XFHER2-IgE), 

respectively. This glycoform accounts for up to 75 % (Fig. 3 and Supplementary Table 3). In 

addition, some OMS appeared (up to 27 %) and ∆XFHER2-IgE also carried traces of fucosylated 

structures (GnGnF, up to 11.5 %), most probably due to incomplete RNAi-based downregulation 

of α1,3-fucosyltransferase expression [26]. 

Four glycan species were detected at GS1-5 of serumIgE: mono- and bi-sialylated bi-antennary N-

glycans with core fucose (ANaF and NaNaF), and bisected structures (ANaFbi and NaNaFbi). 

Notably, our studies do not allow the discrimination of bisected bi-antennary structures from tri-

antennary structures (e.g. NaNaFbi from GnNaNaF); however, due to previous results obtained 

from serum IgE analysis [7, 9], we anticipate the presence of bisected glycoforms. These 

bisected structures dramatically increase at GS5 (up to 76 %) (Fig. 2 and Supplementary Table 

3). In contrast to serumIgE, in HEKHER2-IgE the glycosylation of GS1-5 is extremely heterogeneous 

(Fig. 2 and Supplementary Table 4). In GS1-4, up to 20 different glycoforms were detected. 

They mainly consist of galactosylated tri- and tetra-antennary N-glycans with 1-4 sialic acid 

residues. N-glycans at GS5 differ from GS1-4 in that they generally consist of bisected bi-

antennary structures terminating with GlcNAc, galactose or sialic acid residues. No branched 

structures were detected on that site. Overall, the glycan diversity in HEKHER2-IgE is significantly 

increased in comparison to the plant- and serum-derived IgEs. 

Regarding GS7, all four IgE samples carry almost exclusively oligomannosidic structures, 

ranging from Man5 to Man9. While Man5-7 are the most abundant glycoforms in HEKHER2-IgE 

and serumIgE, in plants we observe an even distribution of Man5-9.  Surprisingly, GS7 of plant-

derived HER2-IgE is also decorated with hybrid N-glycans, Man5Gn and Man4Gn (up to 20 %). 

 

3.4. IgE Modelling  

To assess a possible impact of the structural conformation of human IgE on its glycosylation, a 

molecular model based on previously published Fc structural information was built. IgE-Fc, 

which harbours GS4-7, was crystallographically observed in an extended and a bent structure 

(Fig. 4) [35, 36]. In the bent structure (Fig. 4B), which has computationally been identified as the 

energetically favoured one (PDB ID: 4J4P [36]), the CH2 domain pair folds back onto the CH3-

CH4 domains, both in free and complex forms (PDB IDs: 1O0V [35] and 2QWR [38]). 
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Glycosylation modelling of GS4, 5 and 7 suggests that further processing of the OMS at GS7 

may be sterically hampered by the CH2 domains in the bent conformation (Fig. 4B). Considering 

the distance at the amino acid sequence level, GS6 is in close proximity to GS5 and GS7 (12 

and 11 amino acids apart, respectively). In the 3D structure, GS5 and GS6 are on the same beta 

strand, which confers them relatively close physical proximity. By contrast, GS6 and GS7 are 

oriented in different directions (Fig. 4B). These spatial orientations might have an impact on 

glycan accessibility and processing. Moreover, the potential conformational diversity of complex 

N-glycans at GS5 (visualized by a superposition of several GnGn structures on Fig. 4A) 

suggests that GS5 glycans are on the surface and could interfere with the glycosylation of GS6.   

 

4. Discussion 

Despite the increasing knowledge about the important role of IgE antibodies in various 

immunological processes, their low serum concentration renders them the least characterized 

antibody isotype. Their powerful physiological role in allergic sensitization in combination with 

their potential therapeutic use has intensified research interest in human IgE antibodies with 

tailored specificities. However, due to the complexity of the molecule, recombinant expression is 

challenging and has mainly been restricted to mammalian cells. While such cells seem to be well 

suited for the expression of functionally active IgE [4, 19, 28], their usability for targeted 

glycosylation is hindered by the large glycan diversity in mammalian cells. Here, we pursued the 

expression of recombinant IgE in plants with a special focus on its glycosylation status in 

comparison with a HEK cell-derived version. We aimed to assess the use of plants for the 

production of IgE with a targeted glycosylation profile. elucidation of the glycosylation status of 

recombinant IgE produced in human cells and plants, in comparison with human serum-derived 

polyclonal IgE. As a model, we used anti-HER2/neu IgE that retained the functions of its IgG 

counterpart (trastuzumab) on restricting proliferation of HER2/neu-expressing tumour cells and 

activating effector cells to kill tumour cells (HER2-IgE) [4].  

We found that the method developed in [7] proves to be a valuable tool for in-depth 

glycoproteomic analysis of monoclonal HER2-IgE. We showed that the type of glycans (complex 

or oligomannosidic) present at each N-glycosylation site of HER2-IgE is consistent with previous 

studies using serum IgE [7, 9]; namely, GS7 at the CH3 domain exhibits OMS, while complex 

glycans are found on GS1-5. Albeit known from other proteins, including IgM and IgD [39], the 

presence of complex and oligomannosidic N-glycans on a single protein is a peculiarity. To date, 

the biological relevance, as well as the processes that drive this differential glycan processing, 

are poorly understood. One model refers to different accessibility of the glycosylation sites either 

by glycosylation from adjacent glycosites (IgD [6]) or as a consequence of protein 
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oligomerization (IgM [40]). For IgE, it was proposed that access of OMS to glycosylation-

processing enzymes is blocked by the CH2 domain [6]. Molecular modelling suggests that, 

indeed, processing of the OMS towards complex structures at GS7 may be sterically hampered 

by the CH2 domain, at least in the bent conformation. Moreover, our modelling studies imply 

inaccessibility of GS6 due to sterical hindrance of complex glycans present on the adjacent GS5. 

Our studies suggest that such structures can take a broad range of conformations, influencing 

the properties of the environment. Further studies are required to confirm these findings. 

According to sequence alignments, it was suggested that GS7 of IgE is the equivalent of the 

single IgG glycosite (Asn297) and Asn402 of IgM antibodies [7]. Notably, the IgG-Fc glycosite is 

occupied by complex-type N-glycans, and the impact of the glycan composition on binding to 

FcγR is well known [41]. Glycosites with OMS in IgE and IgM are located on the CH3 domain, 

surrounding the proposed Fc receptor binding sites. This suggests that they may have critical 

impact on the ability of the antibody to bind to the corresponding Fc receptors and to 

subsequently induce downstream (effector) functions. Indeed, one study refers to the absolute 

requirement of a glycosylated GS7 for IgE binding to the FcεRI and subsequent downstream 

activities [19]. Still, to what extent particular OMS impact this activity is not known.  

Unexpectedly, significant differences were found when comparing the composition of complex 

N-glycans of serum- and HEK cell-derived IgE. The most striking alteration was the presence of 

large amounts of galactosylated tri- and tetra-antennary N-glycans carrying 1-4 sialic acid 

residues in HEKHER2-IgE. As a consequence, the number of glycoforms increased fivefold in 

HEKHER2-IgE compared to serumIgE. A similar observation was made by Shade et al. [19], who 

also expressed a monoclonal IgE in HEK cells. The differences in glycosylation between 

HEKHER2-IgE and serumIgE should be interpreted with caution, as the latter is naturally polyclonal 

and it is derived from a single (allergic) donor. Notably, we also observed the absence of glycans 

at GS6 on HEKHER2-IgE. This is in accordance with serum- derived IgE, however contradicts 

previous results reporting full occupancy of this site on HEK cell-derived monoclonal IgE [19]. 

Interestingly, in plant-derived IgE (WTHER2-IgE and ∆XFHER2-IgE), complex N-glycan profiles of 

GS1-5 are very similar. However, for HEKHER2-IgE and serumIgE, distinct complex N-glycans are 

observed in GS5 (located at the CH3 domain), compared to the similar profiles on GS1-4 

(located at CH1 and CH2 domains). This was also previously observed for healthy serum IgE 

[7]. Little is known about HEK cell-specific glycosylation. Monoclonal IgG produced in such cells 

exhibit a similar glycosylation profile as serum IgG, with AAF, AGnF and GnGnF being the three 

major structures (i.e. G2F, G1F and G0F [42]). An exception is the presence of unusually high 

amounts of bisecting structures in some variants (up to 40 % [43]).  
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At this moment, it cannot be ruled out that the observed HEK cell-derived glycosylation is 

restricted to our monoclonal HER2-IgE antibody, although it could also be a general 

characteristic of the expression system. The fact that another recombinant IgE antibody with a 

different specificity expressed in HEK cells also carries a large amount of branched structures 

(with and without sialic acids) [19] points to a peculiarity of HEK cells. Yet, more data on HEK 

cell-derived recombinant proteins is needed before drawing general statements on the 

glycosylation pattern of these cells.  

Essentially, we show that plants are able to  express IgE and that its glycosylation status is 

similar to human cell-derived IgE, regarding both N-glycan type and site occupancy. In plants, 

GS1-5 are occupied by complex type N-glycans, GS6 is not occupied and OMS are detected in 

GS7. Some differences in the level of glycosylation occupancies are observed for GS3 and 5. At 

the moment, we cannot explain the decreased site occupancy in plant-derived samples, 

although this has also been observed for other recombinant plant-produced proteins [44]. 

Overall, it seems that the general molecular mechanisms of plant and mammalian N-

glycosylation processing are highly conserved, an unexpected fact given the large phylogenetic 

distance between the two phyla.  

Importantly, we were able to generate a glycan engineered HER2-IgE in plants that is decorated 

with GnGn structures which feature large homogeneity (∆XFHER2-IgE). This common eukaryotic 

core glycoform can be used for further targeted diversification towards glycans usually found on 

serum IgE, or towards novel structures, to possibly modify or even enhance the activities of the 

antibody. Using the recently developed plant-based expression system that relies on the 

versatile combination of glycan engineered plants with transient expression modules [25], it 

should be possible to generate IgE antibodies with additional targeted glycosylation profiles and 

to subsequently trace their functionalities. This approach will allow the reconstruction of complex 

glycoforms, including sialylation, at great homogeneity [45], a so far unmet need for elucidation 

of glycan-dependent activities. 

 

5. Conclusion 

Although HEK cell -derived and human serum IgE have common glycosylation features, there 

are unexpected differences. These variations need to be considered when using human cell 

lines for the expression of recombinant proteins. Plant-based IgE expression points to the ability 

for targeted glycosylation, which may open new ways for glycan-dependent IgE structure-

function studies. This will not only help to better understand basic IgE-based mechanisms on the 

regulation of the immune system, but may also be used for the development of antibody-based 

therapies, an emerging field in drug development.  

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

13 
 

 

Acknowledgments 

We thank Michaela Bogner and Thomas Hackl, Department of Applied Genetics and Cell 

Biology (University of Natural Resources and Life Sciences) for excellent technical support. We 

also thank Prof. Rudolf Valenta (Medical University of Vienna, Austria) for helpful discussions 

and providing access to patient serum IgE. This work was supported by the Austrian Research 

Promotion Agency (FFG) and Icon Genetics GmbH in the frame of Laura Bassi Centres of 

Expertise PlantBioP (Grant 822757) (to H.S.), the Austrian Science Fund in the frame of the 

Doctoral Program BioToP (Grant W 1224, H.S., FA and C.O.) and the National Institute for 

Health Research (NIHR) Biomedical Research Centre based at Guy's and St Thomas' NHS 

Foundation Trust and King's College London (to SK). The views expressed are those of the 

author(s) and not necessarily those of the NHS, the NIHR or the Department of Health. The 

authors acknowledge support by Breast Cancer Now (147); Cancer Research UK 

(C30122/A15774); Medical Research Council (MR/L023091/1).   

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

14 
 

References 

[1] H.J. Gould, B.J. Sutton, IgE in allergy and asthma today, Nat Rev Immunol 8(3) (2008) 205-

17. 

[2] A. Soussi Gounni, B. Lamkhioued, K. Ochiai, Y. Tanaka, E. Delaporte, A. Capron, J.-P. 

Kinet, M. Capron, High-affinity IgE receptor on eosinophils is involved in defence against 

parasites, Nature 367(6459) (1994) 183-186. 

[3] S.N. Karagiannis, Q. Wang, N. East, F. Burke, S. Riffard, M.G. Bracher, R.G. Thompson, 

S.R. Durham, L.B. Schwartz, F.R. Balkwill, H.J. Gould, Activity of human monocytes in IgE 

antibody-dependent surveillance and killing of ovarian tumor cells, European Journal of 

Immunology 33(4) (2003) 1030-1040. 

[4] P. Karagiannis, J. Singer, J. Hunt, S.K. Gan, S.M. Rudman, D. Mechtcheriakova, R. 

Knittelfelder, T.R. Daniels, P.S. Hobson, A.J. Beavil, J. Spicer, F.O. Nestle, M.L. Penichet, 

H.J. Gould, E. Jensen-Jarolim, S.N. Karagiannis, Characterisation of an engineered 

trastuzumab IgE antibody and effector cell mechanisms targeting HER2/neu-positive tumour 

cells, Cancer Immunol Immunother 58(6) (2009) 915-30. 

[5] J. Singer, E. Jensen-Jarolim, IgE-based immunotherapy of cancer: challenges and chances, 

Allergy 69(2) (2014) 137-49. 

[6] J.N. Arnold, C.M. Radcliffe, M.R. Wormald, L. Royle, D.J. Harvey, M. Crispin, R.A. Dwek, 

R.B. Sim, P.M. Rudd, The glycosylation of human serum IgD and IgE and the accessibility 

of identified oligomannose structures for interaction with mannan-binding lectin, J Immunol 

173(11) (2004) 6831-40. 

[7] R. Plomp, P.J. Hensbergen, Y. Rombouts, G. Zauner, I. Dragan, C.A. Koeleman, A.M. 

Deelder, M. Wuhrer, Site-specific N-glycosylation analysis of human immunoglobulin e, J 

Proteome Res 13(2) (2014) 536-46. 

[8] M.W. Robertson, F.T. Liu, Heterogeneous IgE glycoforms characterized by differential 

recognition of an endogenous lectin (IgE-binding protein). J Immunol 147 (1991) 7. 

[9] G. Wu, P.G. Hitchen, M. Panico, S.J. North, M.R. Barbouche, D. Binet, H.R. Morris, A. Dell, 

S.M. Haslam, Glycoproteomic studies of IgE from a novel hyper IgE syndrome linked to 

PGM3 mutation, Glycoconj J 33(3) (2016) 447-56. 

[10] D.A. Granato, J.-R. Neeser, Effect of trimming inhibitors on the secretion and biological 

activity of a murine IgE monoclonal antibody, Molecular Immunology 24(8) (1987) 849-

855. 

[11] H.J. Gould, B.J. Sutton, A.J. Beavil, R.L. Beavil, N. McCloskey, H.A. Coker, D. Fear, L. 

Smurthwaite, The biology of IGE and the basis of allergic disease, Annu Rev Immunol 21 

(2003) 579-628. 

[12] J.P. Kinet, The high-affinity IgE receptor (Fc[epsi]RI): from physiology to pathology, Annu. 

Rev. Immunol. 17 (1999) 931-972. 

[13] M.Y. Nettletone, J.P. Kochan, Role of Glycosylation Sites in the IgE Fc Molecule, Int Arch 

Allergy Immunol. 107(1-3) (1995) 2. 

[14] B.A. Helm, I. Sayers, E.A. Padlan, J.E. McKendrick, A.C. Spivey, Structure/function studies 

on IgE as a basis for the development of rational IgE, Allergy 53 (1998) 77-82. 

[15] J. Björklund, T. Karlsson, C. Magnusson, N-glycosylation influences epitope expression and 

receptor binding structures in human IgE, Mol Immunol. 36(3) (1999). 

[16] J. Hunt, R.L. Beavil, R.A. Calvert, H.J. Gould, B.J. Sutton, A.J. Beavil, Disulfide linkage 

controls the affinity and stoichiometry of IgE Fcepsilon3-4 binding to FcepsilonRI, J Biol 

Chem 280(17) (2005) 16808-14. 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

15 
 

[17] M. Basu, J. Hakimi, E. Dharm, J.A. Kondas, W.-H. Tsien, R.S. Pilson, P. Lin, A. Gilfillan, 

P. Haring, E.H. Braswell, M.Y. Nettletone, J.P. Kochan, Purification and characterization of 

human recombinant IgE-Fc fragments that bind to the human high affinity IgE receptor, J 

Biol Chem (1993). 

[18] R.J. Young, R.J. Owens, G.A. Mackay, C.M.W. Chan, J. Shi, M. Hide, D.M. Francis, A.J. 

Henry, B.J. Sutton, H.J. Gould, Secretion of recombinant human IgE-Fc by mammalian cells 

and biological activity of glycosylation site mutants, Protein Engineering 8(2) (1995) 193-

199. 

[19] K.T. Shade, B. Platzer, N. Washburn, V. Mani, Y.C. Bartsch, M. Conroy, J.D. Pagan, C. 

Bosques, T.R. Mempel, E. Fiebiger, R.M. Anthony, A single glycan on IgE is indispensable 

for initiation of anaphylaxis, J Exp Med 212(4) (2015) 457-67. 

[20] D. Vercelli, The B-cell binding site on human immunoglobulin E, Nature 338 (1989) 649-

651. 

[21] P. Jacobs, N. Callewaert, N-glycosylation Engineering of Biopharmaceutical Expression 

Systems, Current Molecular Medicine 9(7) (2009) 774-800. 

[22] Z. Yang, S. Wang, A. Halim, M.A. Schulz, M. Frodin, S.H. Rahman, M.B. Vester-

Christensen, C. Behrens, C. Kristensen, S.Y. Vakhrushev, E.P. Bennett, H.H. Wandall, H. 

Clausen, Engineered CHO cells for production of diverse, homogeneous glycoproteins, Nat 

Biotech 33(8) (2015) 842-844. 

[23] G. Dekkers, R. Plomp, C.A. Koeleman, R. Visser, H.H. von Horsten, V. Sandig, T. Rispens, 

M. Wuhrer, G. Vidarsson, Multi-level glyco-engineering techniques to generate IgG with 

defined Fc-glycans, Sci Rep 6 (2016) 36964. 

[24] V. Klimyuk, G. Pogue, S. Herz, J. Butler, H. Haydon, Production of Recombinant Antigens 

and Antibodies in Nicotiana benthamiana Using ‘Magnifection’ Technology: GMP-

Compliant Facilities for Small- and Large-Scale Manufacturing, in: K. Palmer, Y. Gleba 

(Eds.), Plant Viral Vectors, Springer Berlin Heidelberg, Berlin, Heidelberg, 2014, pp. 127-

154. 

[25] R. Strasser, F. Altmann, H. Steinkellner, Controlled glycosylation of plant-produced 

recombinant proteins, Curr Opin Biotechnol 30 (2014) 95-100. 

[26] R. Strasser, J. Stadlmann, M. Schahs, G. Stiegler, H. Quendler, L. Mach, J. Glossl, K. 

Weterings, M. Pabst, H. Steinkellner, Generation of glyco-engineered Nicotiana 

benthamiana for the production of monoclonal antibodies with a homogeneous human-like 

N-glycan structure, Plant Biotechnol J 6(4) (2008) 392-402. 

[27] S. Kallolimath, H. Steinkellner, Glycosylation of plant produced human antibodies, Human 

Antibodies 23(3-4) (2015) 4. 

[28] T.S. Dodev, P. Karagiannis, A.E. Gilbert, D.H. Josephs, H. Bowen, L.K. James, H.J. Bax, R. 

Beavil, M.O. Pang, H.J. Gould, S.N. Karagiannis, A.J. Beavil, A tool kit for rapid cloning 

and expression of recombinant antibodies, Sci Rep 4 (2014) 5885. 

[29] F. Bantleon, S. Wolf, H. Seismann, S. Dam, A. Lorentzen, M. Miehe, F. Jabs, T. Jakob, M. 

Plum, E. Spillner, Human IgE is efficiently produced in glycosylated and biologically active 

form in lepidopteran cells, Mol Immunol 72 (2016) 49-56. 

[30] M. Dicker, M. Tschofen, D. Maresch, J. Konig, P. Juarez, D. Orzaez, F. Altmann, H. 

Steinkellner, R. Strasser, Transient Glyco-Engineering to Produce Recombinant IgA1 with 

Defined N- and O-Glycans in Plants, Front Plant Sci 7 (2016) 18. 

[31] S. Marillonnet, C. Thoeringer, R. Kandzia, V. Klimyuk, Y. Gleba, Systemic Agrobacterium 

tumefaciens-mediated transfection of viral replicons for efficient transient expression in 

plants, Nat Biotech 23(6) (2005) 718-723. 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

16 
 

[32] H.-S. Cho, K. Mason, K.X. Ramyar, A.M. Stanley, S.B. Gabelli, D.W. Denney, D.J. Leahy, 

Structure of the extracellular region of HER2 alone and in complex with the Herceptin Fab, 

Nature 421(6924) (2003) 756-760. 

[33] A. Castilho, C. Gruber, A. Thader, C. Oostenbrink, M. Pechlaner, H. Steinkellner, F. 

Altmann, Processing of complex N-glycans in IgG Fc-region is affected by core 

fucosylation, MAbs 7(5) (2015) 863-70. 

[34] S. Laffer, C. Lupinek, I. Rauter, M. Kneidinger, A. Drescher, J.H. Jordan, M.T. Krauth, P. 

Valent, F. Kricek, S. Spitzauer, H. Englund, R. Valenta, A high-affinity monoclonal anti-IgE 

antibody for depletion of IgE and IgE-bearing cells, Allergy 63(6) (2008) 695-702. 

[35] T. Wan, R.L. Beavil, S.M. Fabiane, A.J. Beavil, M.K. Sohi, M. Keown, R.J. Young, A.J. 

Henry, R.J. Owens, H.J. Gould, B.J. Sutton, The crystal structure of IgE Fc reveals an 

asymmetrically bent conformation, Nat Immunol 3(7) (2002) 681-6. 

[36] N. Drinkwater, B.P. Cossins, A.H. Keeble, M. Wright, K. Cain, H. Hailu, A. Oxbrow, J. 

Delgado, L.K. Shuttleworth, M.W. Kao, J.M. McDonnell, A.J. Beavil, A.J. Henry, B.J. 

Sutton, Human immunoglobulin E flexes between acutely bent and extended conformations, 

Nat Struct Mol Biol 21(4) (2014) 397-404. 

[37] S. Jo, W. Im, Glycan fragment database: a database of PDB-based glycan 3D structures, 

Nucleic Acids Research 41(Database issue) (2013) D470-D474. 

[38] M.D. Holdom, A.M. Davies, J.E. Nettleship, S.C. Bagby, B. Dhaliwal, E. Girardi, J. Hunt, 

H.J. Gould, A.J. Beavil, J.M. McDonnell, R.J. Owens, B.J. Sutton, Conformational changes 

in IgE contribute to its uniquely slow dissociation rate from receptor FcɛRI, Nat Struct Mol 

Biol 18(5) (2011) 571-576. 

[39] J.N. Arnold, M.R. Wormald, R.B. Sim, P.M. Rudd, R.A. Dwek, The impact of glycosylation 

on the biological function and structure of human immunoglobulins, Annu Rev Immunol 25 

(2007) 21-50. 

[40] A. Loos, C. Gruber, F. Altmann, U. Mehofer, F. Hensel, M. Grandits, C. Oostenbrink, G. 

Stadlmayr, P.G. Furtmuller, H. Steinkellner, Expression and glycoengineering of 

functionally active heteromultimeric IgM in plants, Proc Natl Acad Sci U S A 111(17) 

(2014) 6263-8. 

[41] R. Jefferis, Isotype and glycoform selection for antibody therapeutics, Arch Biochem 

Biophys 526(2) (2012) 159-66. 

[42] S. Nallet, L. Fornelli, S. Schmitt, J. Parra, L. Baldi, Y.O. Tsybin, F.M. Wurm, Glycan 

variability on a recombinant IgG antibody transiently produced in HEK-293E cells, New 

Biotechnology 29(4) (2012) 471-476. 

[43] Y. Mimura, R.M. Kelly, L. Unwin, S. Albrecht, R. Jefferis, M. Goodall, Y. Mizukami, Y. 

Mimura-Kimura, T. Matsumoto, H. Ueoka, P.M. Rudd, Enhanced sialylation of a human 

chimeric IgG1 variant produced in human and rodent cell lines, Journal of Immunological 

Methods 428 (2016) 30-36. 

[44] E. Vamvaka, R.M. Twyman, A.M. Murad, S. Melnik, A.Y.-H. Teh, E. Arcalis, F. Altmann, 

E. Stoger, E. Rech, J.K.C. Ma, P. Christou, T. Capell, Rice endosperm produces an 

underglycosylated and potent form of the HIV-neutralizing monoclonal antibody 2G12, Plant 

Biotechnology Journal 14(1) (2016) 97-108. 

[45] A. Castilho, R. Strasser, J. Stadlmann, J. Grass, J. Jez, P. Gattinger, R. Kunert, H. Quendler, 

M. Pabst, R. Leonard, F. Altmann, H. Steinkellner, In planta protein sialylation through 

overexpression of the respective mammalian pathway, J Biol Chem 285(21) (2010) 15923-

30. 
  

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

 

17 
 

Figure captions 

Fig. 1. (A) Schematic representation of the structure and glycosylation status of human serum 

IgE. Monomers of IgE consist of two heavy chains (ε chain) and two light chains. The ε chain 

contains 4 immunoglobulin-like constant domains (CH1-CH4) and one variable domain (VH), 

while the light chain contains one constant (CL) and one variable domain (VL). Glycosites (GS) 

1-7 on the ε chain represent Asn21, 49, 99, 146, 252, 264 and 275. (B) Coomassie brilliant blue 

stained SDS-PAGE (under reducing conditions) of purified IgE antibodies (~500 ng). IgE 

samples are derived from (1) Nicotiana benthamiana wild type plants (WTHER2-IgE); (2) 

Nicotiana benthamiana glycosylation mutant ΔXT/FT (∆XFHER2-IgE); (3) HEK293 cells 

(HEKHER2-IgE) and (4) human serum (serumIgE, single donor with a hyperimmune condition). HC, 

LC: heavy and light chain, respectively. (M) Molecular weight indicated in kDa. 

Fig. 2. Site-specific glycosylation occupancy (%).  IgE expressed in Nicotiana benthamiana wild 

type plants (WTHER2-IgE), glycosylation mutant ΔXT/FT (∆XFHER2-IgE), HEK293 cells (HEKHER2-

IgE) and human serum (serumIgE) was monitored. Values were obtained using two different 

methods (see Materials and Methods and Supplementary Table 2). Glycosylation efficiency on 

GS4 in serumIgE was not determined, as the glycopeptide resulting from Proteinase K digestion 

was not found. 

Fig. 3: LC-ESI-MS/MS analyses. Relative abundance of glycoforms of IgE expressed in plants 

(WTHER2-IgE, ΔXTFTHER2-IgE) and in human cells (serumIgE, HEKHER2-IgE). Schematic 

representations of N-glycans detected by mass spectrometry at each glycopeptide (GS) are 

shown (symbol nomenclature in accordance with the Consortium of Functional Glycomics). Note 

that for HEKHER2-IgE more than 20 glycoforms were found and thus were grouped in this figure 

as explained in Supplementary Table 4. Glycoforms present in less than 5% were group in 

“Others”. For detailed information see Supplementary Tables 3 and 4.  

Fig. 4: Molecular model of IgE-Fc. The model contains (CH2, CH3 and CH4 domains) based on 

the extended and bent crystal structures. The protein backbone is coloured in red shades (Chain 

A) and blue shades (Chain B) with CH2-CH4 domains coloured from dark to light shades. (A) 

Extended structure. A wide range of possible GnGn structures is modelled on GS5 in Chain A 

(red arrow) to exhibit the glycan flexibility and proximity to the unoccupied GS6 (black spheres). 

(B) Bent structure. The accessibility to the OMS on GS7 (green) is hindered due to the folding of 

the CH2 domains onto the CH3 and CH4 domains. GS: glycosite. Glycan modelling was 

performed according to the glycan fragment database [37]. 
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Figure 1 
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Figure 2 
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Figure 3 
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Figure 4 
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“Highlights” 

 IgE glycosylation can be engineered towards targeted structures 

 HEK cell- and serum-derived IgE differ in their glycosylation pattern  

 Molecular modeling suggests sterical hindrance as an important factor in N-glycan 

processing 
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