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Abstract
Background: While several systemic immunomodulatory effects of allergen- specific 
immunotherapy (AIT) have been discovered, local anti- inflammatory mechanisms in 
the respiratory tract are largely unknown. We sought to elucidate local and epithelial 
mechanisms underlying allergen- specific immunotherapy in a genome- wide approach.
Methods: We induced sputum in hay fever patients and healthy controls during 
the pollen peak season and stratified patients by effective allergen immunotherapy 
or as untreated. Sputum was directly processed after induction and subjected to 
whole transcriptome RNA microarray analysis. Nasal secretions were analyzed for 
Secretoglobin1A1 (SCGB1A1) and IL- 24 protein levels in an additional validation co-
hort at three defined time points during the 3- year course of AIT. Subsequently, RNA 
was extracted and subjected to an array- based whole transcriptome analysis.
Results: Allergen- specific immunotherapy inhibited pro- inflammatory CXCL8, IL24, 
and CCL26mRNA expression, while SCGB1A1, IL7, CCL5, CCL23, and WNT5BmRNAs 
were induced independently of the asthma status and allergen season. In our valida-
tion cohort, local increase of SCGB1A1 occurred concomitantly with the reduction 
of local IL- 24 in upper airways during the course of AIT. Additionally, SCGB1A1 was 
identified as a suppressor of epithelial gene expression.
Conclusions: Allergen- specific immunotherapy induces a yet unknown local gene ex-
pression footprint in the lower airways that on one hand appears to be a result of 
multiple regulatory pathways and on the other hand reveals SCGB1A1 as novel anti- 
inflammatory mediator of long- term allergen- specific therapeutic intervention in the 
local environment.
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1  |  INTRODUC TION

Allergen- specific immunotherapy (AIT) for allergic airway diseases 
such as hay fever is the only causative treatment of underlying 
immune- pathology and has proven to be safe and effective on 
long- term. However, biomarkers with predictive value for therapy 
efficacy are not yet available. It can be considered as a model for 
tolerogenic vaccination and understanding its mechanisms may 
provide insight for rational vaccine design not only in the field of 
allergy but also in autoimmunity, or transplantation. Albeit largely 
driven by Th- cells, type 2 responses are mainly involved in the late 
phase reaction to allergens. These Th2 responses have been hypoth-
esized to be reduced during AIT, probably via inhibition by de novo 
recruited Tregs, as was shown in biopsies of affected nasal mucosa.1 
Recent studies reported a shift in Th1/Th2 profiles under AIT, sug-
gesting potentially competitive mechanisms being responsible for 

AIT- mediated reduction of Th2 cells and increased IFN- γ- expression 
of Th1 cells2– 4 and was discussed as a potential antagonistic mecha-
nism of suppression.2

Increasing evidence indicates that tissue- resident cells are key 
regulators of critical elements in the development of immune toler-
ance, such as tissue- resident regulatory T cells5 and myeloid regula-
tory cells.6,7 We have recently suggested a 3- phase model (initiation, 
conversion, and tolerance- mounting phase) to describe changes in 
the lymphocyte compartment during allergen immunotherapy, char-
acterized mainly by spatially separated populations.4 While these 
phenotypic changes of undulating Th17 responses, increasing levels 
of B- /Tregs and Th1- cells with simultaneous decrease of Th2 cells 
were mainly observed in peripheral blood we were able to detect 
these patterns also in upper airway brushings pointing to an inter-
play of systemic and local epithelial mechanisms in the development 
of immunological tolerance during AIT. This is in line with earlier 

K E Y W O R D S
allergen- specific immunotherapy, allergic rhinitis, asthma, induced sputum, tolerance

G R A P H I C A L  A B S T R A C T
Allergen- specific immunotherapy inhibited pro- inflammatory CXCL8, IL24 and CCL26 mRNA expression in alveolar sputum cells. SCGB1A1 
was induced in lower airway cells independently of the asthma status and allergen season. The epithelial type- 2 (E2) cytokine IL- 24 was 
reduced following 3 years of AIT- treatment, while SCGB1A1 was significantly increased and identified as a suppressor of epithelial gene 
expression.
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published studies that were able to show reduced IL- 5 mRNA levels 
in the airways8 and reduced number of sputum eosinophils.9 In vitro 
transcriptomic data and samples from disease cohorts provide ev-
idence that airway epithelium mirrors type1 and type2 responses, 
we thereby accordingly categorized E1 and E2: IL- 4 primes epithe-
lial cells toward an E2 phenotype characterized by the expression 
of CCL26 and IL24, as well as a number of transcription factors, 
mucins, and anti- microbial peptides.10 Therefore, CCL- 26 and IL- 24 
can be considered as tissue- derived biomarkers for type- 2 immune 
responses.11 Th1 cells impede the E2- phenotype,10 whereas IFN- γ 
has been reported to potentiate TNF- α release of alveolar macro-
phages.12 Similar to Th1/Th2- epithelial cell interaction Tregs were 
shown to regulate epithelial repair functions by production of am-
phiregulin and restore tissue homeostasis.13 In addition, Tregs sup-
port tissue regeneration by promoting basal stem cell growth.14

Respiratory tract macrophages represent the major population 
within sputum cells and do not only represent phagocytic scaven-
gers and microbial sensors, but also exert tissue homeostatic func-
tions. A recent murine study provided experimental evidence that 
depletion of alveolar macrophages favors development of type- 2 
dominated immune responses.15 Alveolar macrophages and epithe-
lial cells interact via CD200R and CD200 respectively, as CD200 
expressed by epithelial cells is associated with tolerogenic and in-
hibitory functions,16 thereby restoring epithelial homeostasis.17 As 
a consequence of this interaction, we hypothesize that macrophage 

and epithelial cytokines may serve as markers for treatment efficacy 
and local tolerance induction.

2  |  METHODS

2.1  |  Clinical study

We investigated in this non- interventional observational study two 
(independent) cohorts of study participants. For the cross- sectional 
seasonal cohort, we recruited and induced sputa in 12 healthy con-
trols and 40 grass pollen allergic participants with allergic rhinitis 
(AR) in (May- July) and off the pollen season (October- December). 
Within the group of grass pollen allergic patients, 21 received ef-
fective AIT since at least 1 year or longer (see Table 1). In the group 
of untreated AR patients, nine of them suffered from asthma co-
morbidity, while in the group of AIT- treated AR patients 12 showed 
asthma comorbidity. For details of all methods see Appendix S1.

2.1.1  |  Data acquisition and statistical analysis

All experimental procedures and analyses of this exploratory 
study were conducted by blinded research staff. Data are included 
in parenthesis throughout the results section as mean ± s.e.m. 

Controls
(n = 12)

Allergic rhinitis
w/o AIT (n = 19)

Allergic rhinitis
with AIT (n = 21)

Age [years] 26.6 (±0.93) 28.8 (±2.51) 31.05 (±2.20)

Sex (m/f) 7/5 10/9 12/9

Asthma [%]comorbidity 0 9/19 [47.3%] 12/21 [57.1%]

mRQLQ score 0 (±0.15) 2.37 (±0.34)###  1.5 (±0.26)##,  a 

Total IgE [IU/L] 87.46 (±57.14) 372.2 (±88.26)###  123.4 (±24.33)###,  a 

(PT/CAP)to

Grass 0 19/19 21/21

Birch 0 16/12 16/15

HDM 0 12/9 13/8

Cat 0 11/7 5/7

Clinical symptoms to

Grass 0 19 18

Birch 0 9 8

HDM 0 3 5

Cat 0 4 11

Initially unclear anamnesis 0 2 1

FEV1 [L] 4.56 (±0.44) 4.13 (±0.27) 4.32 (±0.25)

FVC [L] 5.31 (±0.68) 4.51 (±0.27) 4.84 (±0.26)

MEF25 [L] 3.52 (±0.36) 2.80 (±0.27)#  2.99 (±0.29)# 
Note: Data are presented as mean ± SEM.
# means significance in relation to healthy controls, # = p < .05; ## = p < .01; ### = p < .001; #### 
=p < .0001.
asignificance in relation to untreated patients. 

TA B L E  1  Patients’ characteristics and 
sputum cell differentiation of recruited 
patients
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Non- parametric statistical test were chosen, as the data points were 
not normally distributed. Kruskal- Wallis tests were performed ini-
tially to avoid multiple testing, and, only when medians across pa-
tient groups varied significantly, multiple single comparisons were 
performed using two- tailed Mann- Whitney U tests. Statistically sig-
nificant differences are depicted as *p < .05, **p < .01, ***p < .001, 
****p < .0001. For further details, see Appendix S1.

3  |  RESULTS

To understand local mechanisms of airway inflammation and the 
impact of AIT, we analyzed sputum cells from patients with allergic 
rhinitis (Table 1) and from healthy controls and discovered a previ-
ously unknown footprint in sputum cells. Patients during AIT for at 
least 1 year were included into the AIT group.

3.1  |  Sputum cell composition and patient 
characteristics

Differences were assessable for total IgE, RQLQ, and cell load (num-
ber of sputum cells per ml, Figure 1A) between treated and un-
treated patients and healthy controls as shown in Table 1. Of note, 
substantial reductions in total IgE are usually only visible in larger 
sample sizes and later phases of up to 3 years following initiation of 
AIT.18 No differences were observed for lung function parameters 
(in season), assessed during the study. Some differences in composi-
tion of sputum cells became visible between untreated rhinitis pa-
tients and healthy controls, which were, however, in the range of 
previously reported sputum studies (Table 1).19

3.2  |  Differential expression of genes encoding for 
secreted proteins

Sputum cells of AIT- treated and untreated patients revealed sig-
nificant gene expression differences which were found at a 1.5- 
fold threshold and a p- value of ≤ .05 with 1,680 downregulated 
genes and 485 upregulated genes in the pollen season and 7,916 
observed downregulated and 1,288 upregulated off- season 
(Table S1,2,3,and 4). Sputum leukocytes infiltrate and interact 
with the lung via soluble mediators, we focused further analysis 

of AIT- induced expression changes specifically on secreted gene 
products using Gene Ontology (GO) terms. For in season compari-
son, this group contained genes such as type- 1 cytokine genes IFN- γ 
(2.90- fold increase) and IL18 (1.62- fold increase), tissue remodeling 
factors (FGF20,COL6A2,ACTA2, FGFR3, ANGPTL1, RSPO3), en-
zymes (MOV10,GPX3), complement factors (C3,C4B,Serpins,CFB) 
and receptors that can be shedded or secreted (CD40,IL15RA; 
Figure 1F). In contrast, CXCL2 (1.75- fold increase), CXCL10 (3.75- 
fold increase), CXCL11 (5.59- fold increase), and CCL20 (1.99- fold 
increase) were exclusively found to be differentially regulated off- 
season (Figure 1G).

However, of particular interest are such genes that are differ-
entially expressed in response to AIT independent of seasonal in-
fluences and pollen exposure as they may represent more stable 
and robust (bio)markers for a successful AIT treatment. Twenty- two 
genes encoding for secreted mediators were upregulated after AIT 
independently of the pollen season. Among these, we identified cy-
tokines SCGB1A1, IL7, and WNT5B as well as the chemokines CCL5 
and CCL23 (Figure 2A,C). Interestingly, the CCL- 5 scavenger recep-
tor ACKR2 was downregulated by AIT in season (Table S1). Among 
them, SCGB1A1showed the most robust change over the whole 
observation period, with a 3.34- fold increase even off- season com-
pared with untreated allergic rhinitis patients.

We identified SCGB1A1 positive cells in sputum leukocytes by 
confocal microscopy, including mononuclear cells such as macro-
phages (Figure 2E– H). Interestingly, SCGB1A1- positive lympho-
cytes were observed as well, which we currently investigate using 
a flow cytometric protocol. We verified the staining of SCGB1A1 in 
healthy turbinate tissues, which showed -  as expected -  SCGB1A1 
expression in alpha- tubulin negative goblet cells, but also cells 
close to the basal membrane (Figure S1E– H). Furthermore, the 
expression of SCGB1A1 in airway epithelial cells was further con-
firmed in NHBE cells (Figure S1A,B) and ex vivo nasal polyp tissue 
(Figure S1C,D).

In a subgroup analysis, we investigated treated rhinitis patients 
who also suffered from asthma comorbidity and detected consis-
tently higher expression of SCGB1A1, IFNγ (only in season), CCL5 and 
CCL23 compared with untreated patients in induced sputum tran-
scriptomes (Figure S2).

In addition, we also found some important factors in the group 
of downregulated genes such as CCL1, IL24, CSF1, and Pannexin- 3 
(PANX3; Figure 2D). In particular, the anti- microbial gene CCL1 
and the known type- 2- related epithelial cytokine IL24 are of great 

F I G U R E  1  Sputum cell distribution and upregulated secreted biomarkers identified by whole transcriptome analysis. Inflammatory 
cell load, determined by sputum cells per ml sputum, was significantly higher in untreated rhinitis patients compared with treated 
patients as well as healthy control subjects (A). Sputum cell differentiation revealed no differences (B– D) except for lymphocytes, which 
showed higher numbers in untreated rhinitis patients compared with treated rhinitis patients (E). Induced sputum cells were processed 
and subjected to RNA whole transcriptome analysis by array technology. Genes encoding for secreted proteins were identified by Gene 
Ontology- Terms (GO- Terms) 0007267, 0005125, 0008009, and 0005615. Gene symbols of members of the cytokine or chemokine family 
were highlighted in red color. Asterisks indicate two isoforms that were present in the analysis. The color code indicates the abundance of 
transcripts ranging from low (blue) to high (red) (F, G). 45 genes were identified to be upregulated by allergen- specific immunotherapy (AIT) 
during grass pollen season (F) while a total of 86 genes were shown to be upregulated by allergen- specific immunotherapy (AIT) out of the 
grass pollen season (G)



    |  5ZISSLER Et aL.

low high

relative abundance

(F) (G)
A

R
 -

 A
IT

A
R

 -
 A

IT

A
R

 +
 A

IT

A
R

 +
 A

IT

In season
(May to July)

Out of season
(October to December)

H
C

H
C

Contro
l

AR - A
IT

AR +
AIT

0

20

40

60

80

100

M
ac

ro
ph

ag
es

 [%
]

Contro
l

AR - A
IT

AR +
AIT

0

10

20

30

40

N
eu

tro
ph

ilic
 g

ra
nu

lo
cy

te
s 

[%
]

Contro
l

AR - A
IT

AR +
AIT

0

1

2

3

Eo
si

no
ph

ilic
 G

ra
nu

lo
cy

te
s 

[%
]

Contro
l

AR - A
IT

AR +
AIT

0

1

2

3

4

Ly
m

ph
oc

yt
es

 [%
]

(A) (B) (C) (D) (E)

Contro
l

AR - A
IT

AR + 
AIT

0

10

20

30

40

50

60

ce
lls

1x
10

4
pe

rm
L

sp
ut

um

* * *

C3*
C3*
SCGB1A1
FGFR3
MCF2L
LCAT
SERPINA9
CFHR3
FAM3B
ANGPTL1
WNT5B
PSAP
IL18
MOV10
CRTAP
SERPING1
IL7
PVR
MFGE8
CTSK
CFB
CCL23
C3orf33
ACTA2
GPX3*
GPX3*
CRB1
AR
RSPO3
CCL5
IL15RA
PLTP
TCN2
FBN1
CBR3
C4B
SPOCK1
CD40
CCL3L3
ARSA
FGF20
SERPINE3
COL6A2
FABP3
SERPINI2
IFNG
GNLY

SCGB1A1
C3*
C3*
PCSK9
GPX3*
GPX3*
CXCL11
CXCL10*
CXCL10*
CTSC
SPARC

ACTA2
LY86
CTSC*
CTSC*
SEMA3C
SPOCK1
CD40
RBMX
IL15RA
AKR1B1
HSPB1
CPNE9
FAM3C
ABCA3
SEMA4F
SH3BGRL
KAL1
PPFIBP2
CECR1
CHID1
C2
SMPD1
HSPA8
TCEB3
RNLS
CXCL3
CXCL2*
CXCL2*
CMTM7
ANG
MOV10
BTD
CRTAP
AKR1A1
LOXL3
LGALS3BP
CES1
MOV10
ENG
TNFSF13
EEF1A1*
EEF1A1*
C3orf58
CES1
TNFSF12
TRHDE
WNT5B
PSAP*
PSAP*
RNASET2
PDZD7
RDX
RBP4
HBEGF
SOGA3
ITGB2
KL
CCL5
LAMB1
TCN2
IL15RA
LAMA1
CCL20
SEMA4F
CFB
SLIT2
C3orf33
CCL23
C5
SERPING1
IL7
PVR
XCL1
FAM3B
SORD



6  |    ZISSLER Et aL.

F I G U R E  2  Cytokine- related factors differentially expressed independent of season. Distribution of the 45 AIT- induced genes in season, 
and the 86 AIT- induced genes out of season in a Venn diagram (A). An overlapping set of 22 genes was identified which includes SCGB1A1, 
CCL5, CCL23, Interleukin- 7, and WNT5B (B). Asterisks indicate two isoforms that were present in the analysis. The color code indicates the 
abundance of transcripts ranging from low (blue) to high (red). Venn diagram distribution of genes expressed at reduced levels in response to 
AIT: 27 genes in season and 211 genes out of season (C). An overlapping set of 7 genes was identified, highlighting the type2- related factors 
IL24, NFE2, CCL1, and CSF1 (D). Asterisks indicate two isoforms that were present in the analysis. The color code indicates the abundance 
of transcripts ranging from low (blue) to high (red). Representative confocal images of sputum- derived leukocytes demonstrate in red the 
expression of SCGB1A1 in negative control (E), sputum macrophages (F), sputum granulocytes (G), and sputum lymphocytes (H). Arrows in 
sub- figure H indicated SCGB1A1- positive (red) and SCGB1A1- negative (white) lymphocytes
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interest, as IL- 24 represents an E2 cytokine that marks the type- 2 
polarization of epithelial cells independent of the infiltration of im-
mune cells.

3.3  |  Key cytokines confirmed on 
transcriptome and protein level in induced sputum

Selected genes, such as SCGB1A1 andIL24, which were significantly 
regulated in the array analysis (in comparison with known type- 2 
cytokines IL4 and IL13), were validated by real- time quantitative re-
verse transcription PCR (Figure 3A– H) and at protein level (Figure 3I– 
P). AIT- treated allergic patients showed significant differences in 
SCGB1A1expression levels compared with untreated patients suffer-
ing from rhinitis with asthma comorbidity. Up to sevenfold mRNA- 
expression and significant differences were found when comparing 
untreated (rhinitis: 0.24 ± 0.05; rhinitis+asthma: 0.42 ± 0.13) vs. AIT- 
treated rhinitis patients (7.64 ± 4.49; p = .041) or rhinitis patients 
with asthma comorbidity (1.36 ± 0.44; p = .048) in the pollen season 
(Figure 3A). For IL24, differences were shown in season for treated 
(1.16 ± 0.37) and untreated (7.27 ± 3.42; p = .03) rhinitis as well as for 
treated (0.41 ± 0.14) and untreated (11.31 ± 8.84; p = .026) rhinitis 
patients with asthma comorbidity (Figure 3B,F).

Protein levels for SCGB1A1 and IL- 24 in-  and off- season 
(Figure 3I,J,M,N) were validated using the MSD Mesoscale platform. 
Interestingly, SCGB1A1- levels in sputum supernatants were signifi-
cantly lower in rhinitis (in and out of season) and rhinitis patients with 
asthma comorbidity (in season) as compared to healthy controls while 
IL- 24 (as well as IL- 4 and IL- 13) levels were rather increased. Consistent 
with array and qPCR data, rhinitis patients receiving AIT treatment 
showed elevated protein levels of SCGB1A1 in sputum superna-
tant both in (7.24 ng/ml ± 0.46) and off- season (6.86 ng/ml ± 0.23) 
compared with untreated patients (in season: 2.38 ng/ml ± 0.60, 
p < .0001; off- season: 1.23 ng/ml ± 0.38, p < .0001; Figure 3I,M). 
The difference in asthma patients off- season is not visible on mRNA 
level of sputum cells (Figure 3E), and therefore, the protein level may 
represent SCGB1A1 (Figure 3M) originating from airway epithe-
lial cells, which is excreted into airway lumen and collected during 
sputum induction. Similar changes were seen in treated (in season: 
7.09 ng/ml ± 0.52; off- season: 7.22 ng/ml ± 0.31) and untreated rhi-
nitis patients with asthma comorbidity (in season: 4.38 ng/ml ± 0.55, 
p = .002; off- season: 2.74 ng/ml ± 0.49, p < .0001). AIT- treated patients 
showed decreased levels of secreted IL- 24 in sputum supernatants in 
(59.89 pg/ml ± 9.14) as well as out of season (71.07 pg/ml ± 11.43) 
compared with untreated patients (in season: 146.5 pg/ml ± 10.33, 
p < .0001; off- season: 133.1 pg/ml ± 12.98, p < .0001; Figure 3J,N). 
Similar changes became visible for AIT- treated (in season: 62.03 pg/
ml ± 7.42; off- season: 98.95 pg/ml ± 12.49) and untreated rhinitis 
patients with asthma comorbidity (in season: 133.1 pg/ml ± 9.73, 
p < .0001; off- season: 206.6 pg/ml ± 22.03, p = .0011). SCGB1A1 
protein levels were negatively strongly correlated with mRQLQ in 
season (r = −.795, p < .0001; Figure 3Q) and showed moderate nega-
tive correlation out of season (r = −.527, p < .0001; Figure 3R). Taken 

together, these data show that SCGB1A1 levels are inversely regu-
lated by AIT compared with decreased levels of pro- inflammatory 
type- 2 cytokines IL- 24, IL- 4, and IL- 13.

Unexpectedly, increased SCGB1A1 levels were not only ob-
served in sputum, but also in serum in and out of grass pollen sea-
son (Figure S3A,B), however with lower differences in magnitudes 
between groups. In rhinitis patients receiving AIT treatment, ele-
vated serum SCGB1A1 levels were observed in (2.25 ng/ml ± 0.09) 
as well as off- season (2.79 ng/ml ± 0.02) compared with untreated 
patients (in season: 1.91 ng/ml ± 0.01, p = .035; off- season: 2.00 ng/
ml ± 0.01, p = .006). In rhinitis patients with asthma comorbidity, 
similar levels for SCGB1A1 in serum were detected for treated (in 
season: 2.55 ng/ml ± 0.01; off- season: 2.82 ng/ml ± 0.01) and un-
treated patients (in season: 1.67 ng/ml ± 0.01, p = .002; off- season: 
2.22 ng/ml ± 0.01, p < .0001; Figure S3).

3.4  |  Secretion of SCGB1A1 and IL- 24 during the 
course of AIT detected in nasal lining fluids

In order to cross- validate SCGB1A1 and its regulation during AIT and 
to assess another, yet easy accessible airway sample, we measured 
SCGB1A1 (and IL- 24) using non- invasive nasal sampling at baseline 
of grass specific immunotherapy in a cohort of 57 patients, after pre- 
seasonal up- dosing period20 and after 3 years of AIT.4 SCGB1A1 re-
mained unchanged immediately after up dosing (2.68 ng/ml ± 0.26) 
compared with baseline (3.02 ng/ml ± 0.24; Figure 4A). However, 
after completion of 3 years AIT SCGB1A1 levels were significantly 
increased compared with the time point after up dosing (4.27 ng/
ml ± 0.45, p = .0138), even though changes were not significant to 
off- season baseline. The epithelial type- 2 (E2- ) cytokine IL- 24 was 
significantly reduced following 3 years of AIT (3.23 pg/ml ± 0.56) 
compared with the time point after up dosing (9.32 pg/ml ± 2.78, 
p = .0005; Figure 4B). IL- 24 and SCGB1A1 showed a significant and 
reverse correlation (r = −.4818, p = .0016; Figure 4C).

3.5  |  Function of SCGB1A1 as luminal 
immunotherapy target in vitro

To investigate the possible regulatory role of SCGB1A1 in AIT on 
respiratory tract epithelial function, recombinant human protein 
SCGB1A1 was added to primary epithelial cells in culture. Since 
we intended to demonstrate regulatory/suppressive effects of 
SCGB1A1, we needed to activate airway epithelial cells. While no 
intrinsic mechanisms of epithelial activation were so far described 
for grass pollen extracts, we decided to use house dust mite (HDM) 
extract, where intrinsic mechanisms of epithelial activation were 
previously described.21,22 The concentration applied in the in vitro 
cultures was titrated ahead of the experiments in cell cultures (qPCR 
of CCL26 and IL8; Figure S4) and confirmed the concentration range 
that is observed in nasal secretions. Both, resting and HDM- activated 
primary human bronchial epithelial cells (NHBE) were exposed to 
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SCGB1A1. For this experiment, we used unprimed NHBEs and also 
applied natural HDM- extracts as they are used in the clinical routine 
for diagnosis and treatment of patients. Of note, HDM- extracts natu-
rally contain lipopolysaccharide (LPS; controlled amounts); however, 
at these concentrations NHBEs did not exhibit an LPS- typical foot-
print (data not shown). No cytotoxic effects were observed and a live 
metabolic assay showed no effect on altered oxygen consumption 
rates or extracellular acidification rates (data not shown). In a whole 
transcriptome analysis, 75 genes in resting NHBEs were upregulated, 
while 539 genes were downregulated after addition of SCGB1A1 
(Figure 5). HDM- primed NHBEs revealed 91 upregulated genes, 
while 650 genes were downregulated. Subsequent pathway analy-
sis revealed no significant footprints that could uncover the signaling 
mechanism of SCGB1A1- mediated cellular suppression. Thus, both 
resting and HDM- activated NHBEs responded to SCGB1A1 with a 
generalized downregulation of gene expression. We analyzed the 
top 50 downregulated genes for SCGB1A1- stimulated and HDM- 
activated, SCGB1A1- stimulated NHBEs, revealing suppression of 
pro- inflammatory mediators and pathways, such asCARD9 and 
MEG3 respectively (Table S13 and S14). Interestingly, between only 

SCGB1A1- stimulation and HDM- activation followed by SCGB1A1- 
stimulation, 24 genes including mucin- 3a were found to be downreg-
ulated thus independently of the activation status (Figure 5).

The effect of SCGB1A1 on immunoregulatory epithelial cy-
tokine mRNA expression such as IL8 and IL24 revealed decreased 
levels, however did not reach statistical significance in the microar-
ray experiment. In BEAS2B cells, SCGB1A1 displayed a significant 
difference for both genes, IL8 (HDM fold change: 1064.0- fold; 
HDM+SCGB1A1: 324.8- fold; p = .0142) and IL24 (HDM fold change: 
58.8- fold; HDM+SCGB1A1: 22.67- fold; p = .0016; Figure S4).

Future studies need to further characterize epithelial genes and 
pathways to facilitate the molecular understanding of the SCGB1A1 
induced silencing effect.

4  |  DISCUSSION

This study reveals the effect of AIT on lower airway cells and iden-
tifies SCGB1A1 as mediator of AIT- induced anti- inflammatory 
mechanisms in the epithelium. This finding is novel in a sense that 

F I G U R E  4  Secreted proteins regulated 
in nasal lining fluids of allergic rhinitis 
patients throughout the course of 
grass- pollen AIT. Levels for SCGB1A1 
(A) and IL- 24 (B) protein were measured 
at three time points in an independent 
validation cohort at baseline, in season 
after up dosing as well as after 3 years 
of completed grass pollen- specific 
immunotherapy. Reverse correlation 
between secreted levels of SCGB1A1 and 
IL24 in nasal lining fluid (C)
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anti- inflammatory mechanisms were so far mainly attributed to reg-
ulatory T-  and B- cells3,4 but not to alveolar macrophages.

4.1  |  Type- 2local responses suppressed by AIT

Substantial knowledge exists about AIT mechanisms in systemic 
lymphocyte compartments. Our current data reveal yet unknown 
mechanisms namely those represented by sputum cells gener-
ated from the airways, where exposure to allergen, inflammation, 
and symptoms locally occur. Consistent with previous studies, we 
observe suppressed CXCL8 (IL8) expression, but also show the re-
duction of type- 2- related mediators IL24 and CCL26.10,23We have 
previously shown that both cytokines are induced by IL- 4 or IL- 13.10 
Therefore, the seasonal unresponsiveness of CCL26 and IL24 in the 
course of AIT could be the consequence of diminished IL4 and IL13 
production. Interestingly, this effect was also observed not only in 
sputum samples of rhinitis patients with asthma comorbidity but 
also in patients limited to upper airway symptoms only. In fact, all an-
alytes were principally indistinguishable between these two patients 
groups with the exception of SCGB1A1 that is generally higher in 
rhinitis patients compared with rhinitis patients with asthma comor-
bidity. This finding underlines the validity of the "united airway" con-
cept, which claims that epithelial activation of the lower airways is 
mirrored by the upper airways.24,25 Consequently, the inflammatory 
mediators in the lower airways of rhinitis patients observed in this 
study could therefore indicate for a form of "latent" asthma even in 
rhinitis patients, which requires further investigation in longitudinal 
cohorts.

4.2  |  AIT- induced local changes in off- season

Of particular interest in understanding the local mechanisms of AIT 
in the luminal airways are genes that are induced independently of 
the allergen season, because they may indicate potential long- acting 
mechanisms independent of the seasonal influence. Interleukin- 7 is 
an AIT- induced cytokine, as previously described as being impor-
tant for the survival of tissue- resident B-  and memory T- cells26 and 
thereby also modulate the balance of regulatory T cells.27 Two AIT- 
induced chemokines, CCL- 5 (RANTES), and CCL- 23 (MIP3), which are 
known to be involved in macrophage chemotaxis and were reported 
to be elevated in serum samples of patients receiving (insect venom) 
immunotherapy, were also detected in-  and off- season.28CCL- 5 is 
a major regulator of suppressive immune programs29 and may con-
tribute to antagonize pro- allergic type- 2 immunity by recruiting Th1 

cells as well as regulatory T cells.30 The atypical chemokine receptor 
ACKR2,30 the major CCL- 5 scavenger receptor, is decreased through 
AIT and further increases the biological activity of CCL5. CCL23 
was also described to enhance IL10 production in monocytes and 
T cells.31

4.3  |  AIT- induced changes in tissue 
repair mechanisms

Largely unknown are mechanisms of immunotherapy that affect tis-
sue repair and homeostasis. Among those, the epithelial differentia-
tion cytokine WNT5B was induced by AIT in-  and out of season and 
is known to be tightly regulated by the TGF- β signaling pathway.32 
Angioarrestin (ANGPTL1), also induced by AIT, can block the an-
giogenic cascade,33 while AIT- induced FGFR3 (in contrast to other 
FGFRs) has been shown to negatively regulate epithelial cell prolif-
eration and therefore has oncogenic capabilities.34 These observa-
tions suggest that AIT promotes tissue homeostasis in combination 
with matrix remodeling processes.

4.4  |  AIT- induced local expression in and off- 
season

The strongest AIT- mediated induction in and out of season was, 
however, observed for secretoglobin1A1 (SCGB1A1), a tetrameric 
glycoprotein of the secretoglobin family, with homologies toFel d1 
and Fel d2. It has been previously described to be induced by gluco-
corticoids35 and IFN- γ.36 In fact, IFN- γ is induced by AIT, but becomes 
only visible in transcriptomes during the pollen season particularly in 
the subgroup of rhinitis patients with asthma comorbidity. Further, it 
has been shown that SCGB1A1 exerts immunosuppressive functions 
in the cyclooxygenase (COX)- 2 pathway37 and gene defects in the 
SCGB1A1 gene are associated with susceptibility to asthma.38 Also 
in SCGB1A1 knockout mice, anti- inflammatory and immunomodula-
tory functions of SCGB1A1 were observed, for example, these mice 
showed increased type- 2 immune responses and exaggerated respira-
tory tract inflammation upon allergen challenge.39 Further, SCGB1A1 
knockout mice show increased airway infiltration by eosinophils upon 
streptococcus pneumoniae exposure.40 In addition, SCGB1A1 has 
been shown to attenuate LPS-  or IL- 13- induced activation of airway 
epithelial cells.41 Known sources of SCGB1A1 are airway and testicu-
lar club cells. Cross- talk between airway cells and macrophages in the 
conducting airways suggest that ANXA1 was involved in the immu-
noregulatory functions of SCGB1A1 via the regulation of the activity 

F I G U R E  5  Effect of SCGB1A1 on airway epithelial cells. Normal human bronchial epithelial cells (NHBEs) were cultured in medium only, 
in the presence of SCGB1A1 (20 ng/ml) or house dust mite extract (HDM;40 µg/ml), and SCGB1A1 together with HDM extract for 6 h 
to study RNA whole transcriptome by array technology. (A) Comparison of SCGB1A1- related gene expression changes to medium only, 
revealing 75 upregulated and 539 downregulated genes. The analysis is based on cultures of six genetically independent NHBEs of healthy 
donors. (B) Comparison of treatment with SCGB1A1+HDM and HDM only to identify SCGB1A1- related gene expression changes, revealing 
91 upregulated and 650 downregulated genes. Top 50 downregulated genes for SCGB1A1- stimulated (C) and HDM- activated, SCGB1A1- 
stimulated NHBEs (D) were extracted. The analysis is based on cultures of six genetically independent NHBEs of healthy donors.
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of pro- inflammatory enzymes such as inducible nitric oxide synthase 
(iNOS), cPLA2, and potentially cyclooxygenase.42 It is of particular 
interest that SCGB1A1 was found to be diminished in asthma pa-
tients in both BAL43 and serum.44 Serum levels of SCGB1A1 correlate 
with FEV1 and the Tiffeneau coefficient (FEV1/FVC).44 Detection of 
SCGB1A1 in serum could originate from the lung or from SCGB1A1- 
producing lymphocytes, which were shown in this study. Due to well- 
controlled clinical symptoms, our patients showed no correlation 
between SCGB1A1 levels and lung function parameters. However, 
we were able to show a significant correlation to their symptom load 
assessed by mRQLQ in-  and off- season. The mechanisms of AIT- 
induced SCGB1A1 reconstitution to levels of healthy homeostatic 
conditions are entirely unclear; however, it is known that IL4 and IL13 
are downregulating SCGB1A1.45 Therefore, it can be speculated that 
either the AIT- reduced expression of IL4 and IL13 or the increase of 
IFN- γ as natural antagonist of these type- 2 cytokines could play an 
important role in underlying mechanisms of AIT.

4.5  |  SCGB1A1 as local silencer of epithelial cells

In addition, our data demonstrate for the first time that SCGB1A1 
gene expression of resting as well as HDM- activated primary respir-
atory epithelial cells. In this experiment, primary bronchial epithelial 
cells were activated with house dust mite (HDM)- extracts in order 
to use a physiological IgE- independent mechanism. We observed a 
decrease of IL8 and IL24, which however did not reach statistical 
significance as using primary NHBEs; however, in BEAS2B cells a ro-
bust suppression was observed. SCGB1A1 downregulated expres-
sion of CARD9, an adaptor molecule in the NFκB pathway that can 
have pro-  but also anti- inflammatory functions.46,47 The SCGB1A1- 
mediated suppression of CARD9 can suppress the NFκB and ERK 
pathways resulting in decreased levels of pro- inflammatory media-
tors, such as IL- 6, IL- 12, GM- CSF, TNF, and IL- 1β upon activation, 
the latter of which also involves the RASGRF1– H- Ras pathway.48 
HDM- activation of epithelial cells resulted in downregulation of 
MEG3, a known target of CARD9 downstream signaling,49 which 
was described to be positively correlated with basal cell markers 
TP63, KRT5, KRT17, KRT14, and ITGB4.50Further, MEG3 regulates 
basal epithelial cell identity50 and inhibits SOX2,51 which is related 
to SCGB1A1 expression. In this study, transgenic deletion of SOX2 
in airway epithelial cells prevented SCGB1A1 expression, consistent 
with the requirement of SOX2 in differentiation of both club and 
ciliated cells.51SCGB1A1 is also known to bind and neutralize lipid 
mediators, which are also triggered by HDM- stimulation of NHBEs. 
As SCGB1A1 acted independently of activation, it appears unlikely 
that SCGB1A1 inhibits airway epithelial cells by neutralization of 
lipid mediators. Future studies need to clarify the role of SCGB1A1 
in epithelial lipid turnover and signaling. Our findings on the role 
of SCGB1A1 in AIT- induced immune suppression are of particular 
interest, as SCGB1A1 is the first AIT- induced gene involved in epi-
thelial biology which is not a typical immune regulator produced by 
infiltrating cells.11 Overall, AIT- induced genes that do not underlie 

seasonal changes (IL7, CCL5, CCL23, WNT5B, and SCGB1A1) are as-
sociated with tolerogenic pathways that appear to cumulate in the 
lumen tissue. Future studies are needed to clarify, whether these 
changes persist after discontinuation of AIT as it is known for T cell– 
derived factors.

5  |  CONCLUSION

In conclusion, the current study demonstrates that AIT is reducing 
features of local airway inflammation including a reduction in ge-
neric inflammatory genes such as IL8, but also a reduction of epithe-
lial type- 2 inflammation such as IL- 24 and CCL- 26. Secretoglobin1A1 
is identified as a local mediator induced in the response to AIT. In 
addition, secretoglobin1A1 is shown to be a factor that can restore 
intact lung tissue homeostasis and may thus be of relevance for fu-
ture therapeutic approaches.

CONFLIC T OF INTERE S T
UMZ received payment for manuscripts from Deutsches Aerzteblatt 
and funds for travel from the European Academy of Allergy and Clinical 
Immunology (EAACI) and Collegium InternationaleAllergologicum 
(CIA). CSW received support for research projects from PLS Design, 
LETI, Zeller AG, and Allergopharma and accepted honoraria for 
consultancy and seminars from LETI and Allergopharma. He also 
received travel support from EAACI. AMC has consultancy arrange-
ments through Technical University Munich with Allergopharma, 
ALK- Abello, AstraZeneca, GSK, HAL Allergy, Immunetek, Lofarma, 
Regeneron, Sanofi Genzyme; has conducted clinical studies and 
received research grants through Technical University Munich 
from Allergopharma, Novartis, the German Federal Environmental 
Agency, Bencard/Allergen Therapeutics, ASIT Biotech, GSK, 
Roche, and Zeller AG; has received payment for lectures from 
Allergopharma, ALK- Abello, AstraZeneca, GlaxoSmithKline, Leti, 
Bencard/AllergenTherapeutics, and SanofiGenzyme; has received 
payment for manuscript preparation from Bayerisches Aerzteblatt; 
and has received travel support from the European Academy of 
Allergyand Clinical Immunology (EAACI) and DGAKI. The rest of the 
authors declare that they have no relevant conflicts of interest.

ORCID
Ulrich M. Zissler  https://orcid.org/0000-0003-4826-3419 
Holger Garn  https://orcid.org/0000-0002-5178-4023 
Carsten B. Schmidt- Weber  https://orcid.
org/0000-0002-3203-8084 
Adam M. Chaker  https://orcid.org/0000-0002-5117-4073 

R E FE R E N C E S
 1. Radulovic S, Jacobson MR, Durham SR, Nouri- Aria KT. Grass pollen 

immunotherapy induces Foxp3- expressing CD4+ CD25+ cells in 
the nasal mucosa. J Allergy Clin Immunol. 2008;121(6):1467.

 2. Ebner C, Siemann U, Bohle B, et al. Immunological changes during 
specific immunotherapy of grass pollen allergy: reduced lymph-
oproliferative responses to allergen and shift from TH2 to TH1 in 

https://orcid.org/0000-0003-4826-3419
https://orcid.org/0000-0003-4826-3419
https://orcid.org/0000-0002-5178-4023
https://orcid.org/0000-0002-5178-4023
https://orcid.org/0000-0002-3203-8084
https://orcid.org/0000-0002-3203-8084
https://orcid.org/0000-0002-3203-8084
https://orcid.org/0000-0002-5117-4073
https://orcid.org/0000-0002-5117-4073


    |  13ZISSLER Et aL.

T- cell clones specific for Phl p 1, a major grass pollen allergen. Clin 
Exp Allergy. 1997;27(9):1007- 1015.

 3. Akdis M, Verhagen J, Taylor A, et al. Immune responses in healthy 
and allergic individuals are characterized by a fine balance between 
allergen- specific T regulatory 1 and T helper 2 cells. J Exp Med. 
2004;199(11):1567- 1575.

 4. Zissler UM, Jakwerth CA, Guerth FM, et al. Early IL- 10 producing 
B- cells and coinciding Th/Tr17 shifts during three year grass- pollen 
AIT. EBioMedicine. 2018;36:475- 488.

 5. Vaeth M, Wang YH, Eckstein M, et al. Tissue resident and follic-
ular Treg cell differentiation is regulated by CRAC channels. Nat 
Commun. 2019;10(1):1183.

 6. Deshane JS, Redden DT, Zeng M, et al. Subsets of airway 
myeloid- derived regulatory cells distinguish mild asthma from 
chronic obstructive pulmonary disease. J Allergy Clin Immunol. 
2015;135(2):413.

 7. Amodio G, Cichy J, Conde P, et al. Role of myeloid regulatory cells 
(MRCs) in maintaining tissue homeostasis and promoting tolerance 
in autoimmunity, inflammatory disease and transplantation. Cancer 
Immunol Immunother. 2019;68(4):661- 672.

 8. Wilson DR, Nouri- Aria KT, Walker SM, et al. Grass pollen immuno-
therapy: symptomatic improvement correlates with reductions in 
eosinophils and IL- 5 mRNA expression in the nasal mucosa during 
the pollen season. J Allergy Clin Immunol. 2001;107(6):971- 976.

 9. Roberts G, Hurley C, Turcanu V, Lack G. Grass pollen immunother-
apy as an effective therapy for childhood seasonal allergic asthma. 
J Allergy Clin Immunol. 2006;117(2):263- 268.

 10. Zissler UM, Chaker AM, Effner R, et al. Interleukin- 4 and interferon- 
gamma orchestrate an epithelial polarization in the airways. Mucosal 
Immunol. 2016;9(4):917- 926.

 11. Zissler UM, Esser- von Bieren J, Jakwerth CA, Chaker AM, Schmidt- 
Weber CB. Current and future biomarkers in allergic asthma. 
Allergy. 2016;71(4):475- 494.

 12. Dery RE, Bissonnette EY. IFN- gamma potentiates the release of 
TNF- alpha and MIP- 1alpha by alveolar macrophages during allergic 
reactions. Am J Respir Cell Mol Biol. 1999;20(3):407- 412.

 13. Arpaia N, Green JA, Moltedo B, et al. A distinct function of regula-
tory T cells in tissue protection. Cell. 2015;162(5):1078- 1089.

 14. Ali N, Zirak B, Rodriguez RS, et al. Regulatory T cells in skin facilitate 
epithelial stem cell differentiation. Cell. 2017;169(6):1119.

 15. Mathie SA, Dixon KL, Walker SA, et al. Alveolar macrophages are 
sentinels of murine pulmonary homeostasis following inhaled anti-
gen challenge. Allergy. 2015;70(1):80- 89.

 16. Bjornfot Holmstrom S, Clark R, Zwicker S, et al. Gingival tissue in-
flammation promotes increased matrix metalloproteinase- 12 pro-
duction by CD200R(low) monocyte- derived cells in periodontitis. J 
Immunol. 2017;199(12):4023- 4035.

 17. Lauzon- Joset JF, Langlois A, Lai LJ, et al. Lung CD200 receptor 
activation abrogates airway hyperresponsiveness in experimental 
asthma. Am J Respir Cell Mol Biol. 2015;53(2):276- 284.

 18. Suarez- Fueyo A, Ramos T, Galan A, et al. Grass tablet sublingual 
immunotherapy downregulates the TH2 cytokine response fol-
lowed by regulatory T- cell generation. J Allergy Clin Immunol. 
2014;133(1):130.

 19. Hekking PP, Loza MJ, Pavlidis S, et al. Transcriptomic gene signa-
tures associated with persistent airflow limitation in patients with 
severe asthma. Eur Respir J. 2017;50(3):1602298.

 20. Chaker AM, Shamji MH, Dumitru FA, et al. Short- term subcutane-
ous grass pollen immunotherapy under the umbrella of anti- IL- 4: a 
randomized controlled trial. J Allergy Clin Immunol. 2016;137(2):452.

 21. Nadeem A, Al- Harbi NO, Ahmad SF, et al. Protease activated re-
ceptor- 2 mediated upregulation of IL- 17 receptor signaling on air-
way epithelial cells is responsible for neutrophilic infiltration during 
acute exposure of house dust mite allergens in mice. Chem Biol 
Interact. 2019;304:52- 60.

 22. Yao X, Gao M, Dai C, et al. Peptidoglycan recognition protein 1 pro-
motes house dust mite- induced airway inflammation in mice. Am J 
Respir Cell Mol Biol. 2013;49(6):902- 911.

 23. Mitamura Y, Nunomura S, Nanri Y, et al. The IL- 13/periostin/IL- 24 
pathway causes epidermal barrier dysfunction in allergic skin in-
flammation. Allergy. 2018;73(9):1881- 1891.

 24. Zissler UM, Ulrich M, Jakwerth CA, et al. Biomatrix for upper and 
lower airway biomarkers in patients with allergic asthma. J Allergy 
Clin Immunol. 2018;142(6):1980- 1983.

 25. KleinJan A, Willart M, van Nimwegen M, et al. United airways: cir-
culating Th2 effector cells in an allergic rhinitis model are respon-
sible for promoting lower airways inflammation. Clin Exp Allergy. 
2010;40(3):494- 504.

 26. Sheikh V, Porter BO, DerSimonian R, et al. Administration of inter-
leukin- 7 increases CD4 T cells in idiopathic CD4 lymphocytopenia. 
Blood. 2016;127(8):977- 988.

 27. Schreiber M, Weigelt M, Karasinsky A, et al. Inducible IL- 7 hyper-
expression influences lymphocyte homeostasis and function and 
increases allograft rejection. Front Immunol. 2019;10:742.

 28. Gawlik R, Gluck J, Jawor B, Rogala B. Effects of venom immu-
notherapy on serum level of CCL5/RANTES in patients with hy-
menoptera venom allergy. Immunopharmacol Immunotoxicol. 
2015;37(4):375- 379.

 29. Palgan K, Zbikowska- Gotz M, Bartuzi Z. Expression of eosinophils, 
RANTES and IL- 25 in the first phase of hymenoptera venom immu-
notherapy. Postepy Dermatol Alergol. 2020;37(4):590- 596.

 30. Tavares LP, Garcia CC, Goncalves APF, et al. ACKR2 contributes 
to pulmonary dysfunction by shaping CCL5:CCR5- dependent re-
cruitment of lymphocytes during influenza A infection in mice. Am 
J Physiol Lung Cell Mol Physiol. 2020;318(4):L655- L670.

 31. Byrnes HD, Kaminski H, Mirza A, Deno G, Lundell D, Fine JS. 
Macrophage inflammatory protein- 3 beta enhances IL- 10 produc-
tion by activated human peripheral blood monocytes and T cells. J 
Immunol. 1999;163(9):4715- 4720.

 32. Heijink IH, de Bruin HG, Dennebos R, et al. Cigarette smoke- 
induced epithelial expression of WNT- 5B: implications for COPD. 
Eur Respir J. 2016;48(2):504- 515.

 33. Dhanabal M, Jeffers M, LaRochelle WJ, Lichenstein HS. 
Angioarrestin: a unique angiopoietin- related protein with 
anti- angiogenic properties. Biochem Biophys Res Commun. 
2005;333(2):308- 315.

 34. Lafitte M, Moranvillier I, Garcia S, et al. FGFR3 has tumor sup-
pressor properties in cells with epithelial phenotype. Mol Cancer. 
2013;12:83.

 35. Nord M, Andersson O, Bronnegard M, Lund J. Rat lung polycholori-
nated biphenyl- binding protein: effect of glucocorticoids on the ex-
pression of the Clara cell- specific protein during fetal development. 
Arch Biochem Biophys. 1992;296(1):302- 307.

 36. Yao XL, Ikezono T, Cowan M, Logun C, Angus CW, Shelhamer 
JH. Interferon- gamma stimulates human Clara cell secretory pro-
tein production by human airway epithelial cells. Am J Physiol. 
1998;274(5 Pt 1):L864- L869.

 37. Mandal AK, Zhang Z, Ray R, et al. Uteroglobin represses allergen- 
induced inflammatory response by blocking PGD2 receptor- 
mediated functions. J Exp Med. 2004;199(10):1317- 1330.

 38. Laing IA, de Klerk NH, Turner SW, et al. Cross- sectional and longi-
tudinal association of the secretoglobin 1A1 gene A38G polymor-
phism with asthma phenotype in the Perth infant asthma follow- up 
cohort. Clin Exp Allergy. 2009;39(1):62- 71.

 39. Ray R, Choi M, Zhang Z, Silverman GA, Askew D, Mukherjee AB. 
Uteroglobin suppresses SCCA gene expression associated with al-
lergic asthma. J Biol Chem. 2005;280(11):9761- 9764.

 40. Wang H, Long XB, Cao PP, et al. Clara cell 10- kD protein suppresses 
chitinase 3- like 1 expression associated with eosinophilic chronic 
rhinosinusitis. Am J Respir Crit Care Med. 2010;181(9):908- 916.



14  |    ZISSLER Et aL.

 41. Tokita E, Tanabe T, Asano K, Suzaki H, Rubin BK. Club cell 10- kDa 
protein attenuates airway mucus hypersecretion and inflammation. 
Eur Respir J. 2014;44(4):1002- 1010.

 42. Reynolds SD, Reynolds PR, Snyder JC, Whyte F, Paavola KJ, Stripp 
BR. CCSP regulates cross talk between secretory cells and both cil-
iated cells and macrophages of the conducting airway. Am J Physiol 
Lung Cell Mol Physiol. 2007;293(1):L114- L123.

 43. Guerra S, Vasquez MM, Spangenberg A, Halonen M, Martin RJ. 
Club cell secretory protein in serum and bronchoalveolar lavage of 
patients with asthma. J Allergy Clin Immunol. 2016;138(3):932.

 44. Rava M, Tares L, Lavi I, et al. Serum levels of Clara cell secretory 
protein, asthma, and lung function in the adult general population. 
J Allergy Clin Immunol. 2013;132(1):230- 232.

 45. Zhu L, An L, Ran D, et al. The club cell marker SCGB1A1 down-
stream of FOXA2 is reduced in asthma. Am J Respir Cell Mol Biol. 
2019;60(6):695- 704.

 46. Zhernakova A, Festen EM, Franke L, et al. Genetic analysis of innate 
immunity in Crohn's disease and ulcerative colitis identifies two 
susceptibility loci harboring CARD9 and IL18RAP. Am J Hum Genet. 
2008;82(5):1202- 1210.

 47. Cao Z, Conway KL, Heath RJ, et al. Ubiquitin ligase TRIM62 regu-
lates CARD9- mediated anti- fungal immunity and intestinal inflam-
mation. Immunity. 2015;43(4):715- 726.

 48. Jia XM, Tang B, Zhu LL, et al. CARD9 mediates Dectin- 1- induced 
ERK activation by linking Ras- GRF1 to H- Ras for antifungal immu-
nity. J Exp Med. 2014;211(11):2307- 2321.

 49. Sekino N, Kano M, Sakata H, et al. Caspase recruitment do-
main family member 9 expression is a promising biomarker in 
esophageal squamous cell carcinoma. Ann Gastroenterol Surg. 
2020;4(2):135- 141.

 50. Gokey JJ, Snowball J, Sridharan A, et al. MEG3 is increased in idio-
pathic pulmonary fibrosis and regulates epithelial cell differentia-
tion. JCI Insight. 2018;3(17):e122490.

 51. Tompkins DH, Besnard V, Lange AW, et al. Sox2 activates cell pro-
liferation and differentiation in the respiratory epithelium. Am J 
Respir Cell Mol Biol. 2011;45(1):101- 110.

SUPPORTING INFORMATION
Additional supporting information may be found online in the 
Supporting Information section.

How to cite this article: Zissler UM, Jakwerth CA, Guerth F, 
et al. Allergen- specific immunotherapy induces the 
suppressive secretoglobin 1A1 in cells of the lower airways. 
Allergy. 2021;00:1–14. https://doi.org/10.1111/all.14756

https://doi.org/10.1111/all.14756

