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Abstract 

Bullous pemphigoid (BP) is the most common autoimmune skin blistering disease characterized by autoimmunity 
against the hemidesmosomal proteins BP180, type XVII collagen, and BP230. To elucidate the genetic basis of suscep-
tibility to BP, we performed the first genome-wide association study (GWAS) in Germans. This GWAS was combined 
with HLA locus targeted sequencing in an additional independent BP cohort. The strongest association with BP in 
Germans tested in this study was observed in the two HLA loci, HLA-DQA1*05:05 and HLA-DRB1*07:01. Further stud-
ies with increased sample sizes and complex studies integrating multiple pathogenic drivers will be conducted.
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Bullous pemphigoid (BP) is the most common autoim-
mune skin blistering disease in Europe. BP is charac-
terized by autoimmunity against the hemidesmosomal 
proteins BP180, type XVII collagen, and BP230 [1]. 
The pathophysiology of BP is incompletely understood 
and the genetic basis of susceptibility to BP is largely 
unknown as large-scale genetic studies have so far been 
hampered by the low prevalence of the disease.

Therefore, we set out to perform the first genome-wide 
association study (GWAS) in Germans to identify the 

gene variants predisposing to BP. For this purpose, 446 
BP patients were recruited by the German AIBD Genet-
ics Study Group and 433 German age- and sex-matched 
controls were retrieved from the Popgen biobank (Kiel, 
Germany). The cohorts were genotyped in two batches, 
both containing patient and control samples, using 
Applied Biosystems™ UK Biobank Axiom™ Array chips, 
containing 825,927 markers (Additional file 1: Materials 
and methods).

The meta-analysis of the GWAS revealed a strong 
association with SNPs within the HLA locus (6p21.1–
21.3) (Additional file 1: Materials and methods; Table 2; 
Additional file  2: dataset 1), reaching genome-wide sig-
nificance for 6 SNPs (p < 5E−08). In addition to the HLA 
locus, multiple loci of suggestive association supersed-
ing the background noise were identified. A λ-GC of 

Open Access

*Correspondence:  saleh.ibrahim@uksh.de
†Enno Schmidt and Saleh M. Ibrahim have contributed equally to this 
work
1 Lübeck Institute of Experimental Dermatology, University of Lübeck, 
Lübeck, Germany
Full list of author information is available at the end of the article

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s13023-021-01863-9&domain=pdf


Page 2 of 5Schwarm et al. Orphanet J Rare Dis          (2021) 16:228 

0.8501081 for the meta-analysis, adjusted for 100 cases 
and controls, indicates that the results for the non-HLA 
loci may be conservatively biased and include more false 
negatives than expected. We therefore focused on the 
HLA locus for further analysis. Allele calling based on 
the raw GWAS data (Batch 1 and Batch 2, as a discov-
ery study) showed 18 HLA alleles that are associated with 
BP (p < 0.05), including DQA1*05:05 (p = 1.23189E−08), 
DQB1*03:01 (p = 1.10574E−05) and DRB1*07:01 
(p = 0.000236558; Additional file 3: dataset 2). To confirm 
these findings, the entire HLA locus was deep sequenced 
in 87 independent BP patients samples and analysed with 
reference to a northern German blood donor cohort 
(n = 547), coded by the National Marrow Donor Program 
(NMDP) standard as a replication cohort (Additional 
file  1: Materials and methods; Additional file  3: dataset 
2). A meta-analysis of the discovery and the replication 
cohorts revealed that two of 18 HLA alleles identified in 
the discovery study, HLA-DQA1*05:05 and -DRB1*07:01, 
were confirmed (Table 1).

Of the identified HLA alleles, the association of 
DQA1*05:05 (p = 8.9783E−7; Table  1) is in line with 
previous reports: it was identified in Brazilian [2] and 
Chinese [3] BP cohorts as a BP-susceptible allele. The 
HLA-DRB1 gene allele DRB1*07:01 was previously iden-
tified as a protective allele in Chinese population [3]. 
However, these reports were based on studies using small 
number of non-European cohorts. These alleles have 
not been reported in Germans or other European BP 
patients, to the best of our knowledge. The allele HLA-
DRB1*07:01 has been reported to be associated with 
increased susceptibility to systemic lupus erythematosus 
and with the production of autoantibodies (anti-Sm) in 
Koreans [4].

Interestingly, the allele DQA1*05:05 is reported to be 
in linkage disequilibrium with the allele DQB1*03:01, 
which is reportedly associated with BP in multiple eth-
nic backgrounds including Caucasians [2, 5–7], in dif-
ferent populations [8, 9]. The functional impact of the 
DQB1*03:01 has been well documented [10, 11] as well 
as its strong association with drug-induced BP [12]. 
When the conditional analysis was performed in our 
data, DQA1*05:05 is conditional on DQB1*03:01 and 
vice versa (Additional file  4: dataset 3). Even though 
these alleles are significantly associated with BP in the 
discovery cohort, the effects of both alleles are not 

statistically significant at 0.05 under condition of each 
other allele. This finding supports the linkage disequi-
brilium of these two alleles. Yet, the confidence inter-
val of the effect of the DQB1*03:01 in the meta-analysis 
is still strictly positive (Table 1). A similar phenomeno 
is also observed with the DRB1*11:01 allele, which has 
also been previously reported to be associated with BP 
[12, 13], i.e., in significant linkage disequilibrium with 
HLA-DQA1*05:05 [9], and its effect in the meta-anal-
ysis is positive despite its statistical non-significance 
(Table 1).

As the sample size of our study is comparably smaller 
for a GWAS compared with today’s standard of GWAS 
for common diseases, such as cardiovascular diseases, 
detection of associated variants can only be limited 
to common variants shared between the patients, i.e., 
HLA locus. Indeed, the allele frequency of DRB1*07:01 
is approximately 1.21265E−1 in Germans [14]. How-
ever, considering the rare nature of BP, disease sus-
ceptibility may be attributable to rare variants spread 
across many different genes other than the HLA locus, 
affecting shared pathways. These gene variants would 
therefore only possess a small effect size and weak asso-
ciations, which has in recent times been characterized 
as a defining feature of GWA studies, accounting for 
what is occasionally referred to as ‘missing heritabil-
ity’ [15]. To address this issue of minor effect variants, 
which is typical for multifactorial and polygenic dis-
orders, targeted sequencing approaches are currently 
being employed. Another potential explanation for the 
lack of significant association outside the HLA locus 
in this GWAS is the potential involvement of environ-
mental factors (e.g., diet, commensal bacteria) in the 
pathogenesis of BP. Therefore, the complex gene-envi-
ronment interactions will be further investigated by the 
German AIBD Genetics Study Group.

In conclusion, we performed the very first GWAS 
in BP using the largest cohort in the world. Together 
with the HLA locus targeted sequencing result in an 
additional independent BP cohort, the strongest asso-
ciation with BP in Germans tested in this study was 
observed in the HLA loci, HLA-DQA1*05:05 and HLA-
DRB1*07:01. However, further studies using increased 
sample sizes and complex studies integrating multiple 
pathogenic drivers will be conducted.
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Table 1 HLA alleles associated with BP identified in this study

Gene Allele Study P-value 95% CI [lower, upper] P-value 
(Hommel 
adjusted)

OR OR [lower, upper]

A A*03:01 Discovery 0.034710658 [0.0208, 0.5591] 0.99908782 1.342686047 [1.0279, 1.7538]

Replication 0.58697531 [− 2.3684, 2.4882]

Meta-analysis 0.030601855 [0.0276, 0.5618]

B B*08:01 Discovery 0.02405483 [− 1.0689, − 0.0751] 0.354370169 0.571262096 [0.3987, 0.8184]

Replication 0.122675915 [− 1.6824, 0.1457]

Meta-analysis 0.002271604 [− 0.9194, − 0.2004]

B*37:01 Discovery 0.014767834 [− 2.1156, − 0.2300] 0.99908782 0.309496161 [0.1206, 0.7946]

Replication [NA, NA]

Meta-analysis 0.014767834 [− 2.1156, − 0.2300]

B*38:01 Discovery 0.034632674 [0.0562, 1.4982] 0.99908782 2.265753431 [1.1271, 4.5546]

Replication 0.31618692 [− 1.8167, 4.6785]

Meta-analysis 0.021680056 [0.1197, 1.5161]

C C*04:01 Discovery 0.001280217 [0.2229, 0.9162] 0.421598674 1.637652525 [1.1862, 2.2609]

Replication 0.996052508 [− 0.9515, 0.8322]

Meta-analysis 0.002719991 [0.1708, 0.8158]

C*06:02 Discovery 0.008418861 [− 0.7650, − 0.1124] 0.99908782 0.681311521 [0.5036, 0.9218]

Replication 0.900089924 [− 0.9435, 0.6911]

Meta-analysis 0.012845693 [− 0.6860, − 0.0814]

DQA1 DQA1*02:01 Discovery 0.000236558 [− 1.0487, − 0.3194] 0.99908782 0.585901665 [0.3874, 0.8860]

Replication 0.821096838 [− 1.0133, 0.6346]

Meta-analysis 0.011292202 [− 0.9482, − 0.1210]

DQA1*05:01 Discovery 0.01391165 [− 1.8228, − 0.2060] 0.99908782 0.454746049 [0.2362, 0.8757]

Replication 0.710972174 [− 1.1973, 0.6923]

Meta-analysis 0.01842072 [− 1.4433, − 0.1328]

DQA1*05:05 Discovery 1.23189E-08 [0.5081, 1.0413] 8.97827E−07 2.04569062 [1.6082, 2.6022]
Replication 0.109203061 [− 0.1211, 1.0059]

Meta-analysis 5.54214E-09 [0.4751, 0.9564]

DQB1 DQB1*02:01 Discovery 0.01391165 [− 1.8228, − 0.2060] 0.109465545 0.401052978 [0.2366, 0.6797]

Replication 0.167679623 [− 1.9823, 0.2065]

Meta-analysis 0.000688463 [− 1.4413, − 0.3861]

DQB1*02:02 Discovery 0.00278635 [− 1.0331, − 0.2150] 0.630186648 0.581980108 [0.4020, 0.8426]

Replication 0.70501071 [− 1.1817, 0.6072]

Meta-analysis 0.004145965 [− 0.9114, − 0.1712]

DQB1*03:01 Discovery 1.10574E−05 [0.4521, 1.1798] 0.99908782 1.835883195 [1.0057, 3.3513]

Replication 0.889954019 [− 0.4514, 0.5064]

Meta-analysis 0.047871422 [0.0057, 1.2094]



Page 4 of 5Schwarm et al. Orphanet J Rare Dis          (2021) 16:228 

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13023- 021- 01863-9.

Additional file 1. Materials and methods. References. Table 1: The age 
range of samples used in this study. Table 2: Sample numbers of the BP 
GWAS cohorts. Table 3: Distribution of posterior probabilities of imputed 
HLA alleles.

Additional file 2. Dataset 1. Meta-analysis results data table of suggestive 
SNPs (-log10(p) > 5.0).

Additional file 3. Dataset 2. Full HLA sequencing data table.

Additional file 4. Dataset 3. HLA sequencing “conditional” analysis data 
list.

Additional file 5. Dataset 4. Imputation accuracy table.

Acknowledgements
The authors would like to extend their gratitude towards all patients for their 
participation in this study. We are also grateful to the numerous study nurses, 
physicians, and technicians of the study centres who were involved in patient 
recruitment, sample storage, and sample shipping. We also thank the German 
Autoimmune Bullous Disease Study Group.

Authors’ contributions
CS: data curation, data analysis, writing-original draft, writing-reviewing and 
editing. DG, AB, JEr, HB, IRK, MWi, AF: GWAS data and HLA data formal analysis, 

data validation, methodology, writing-reviewing and editing. MF: Sample 
preparation, writing-reviewing and editing. PN, MT: Performed array genotyp-
ing, methodology, writing-reviewing and editing. WL, AF: Popgen cohort 
recruitment, writing-reviewing and editing. MMH, AD, NvB, MWo, MS, JEh, 
CG, RG, WKP, MS, RE, MHe, SB, MG, CP, MK, AK, DZ, CDS, ES: Patients recruit-
ment, writing-reviewing and editing. NvB, JEr, HB, DZ, CDS, MHi, IRK, ES, SMI: 
Funding acquisition, wrting-reviewing and editing. MHi: Writing the original 
draft, writing-reviewing and editing. SMI: Conceptualization, direction, funding 
acquisition, writing- original draft, writing-reviewing and editing. All authors 
read and approved the final manuscript.

Funding
This work was supported by the Germany Research Council (Deutsche 
Forschungsgemeinschaft, DFG) through the Clinical Research Unit 303 Pem-
phigoid Diseases  (to NvB, IRK, JEr, HB, CDS, MHi, DZ, ES, and SMI).

Availability of data and materials
Datasets related to this article were submitted to the European Genome-phe-
nome Archive (EGA) with ID: EGAD00010001956 (GWAS Called Data Batch 2 
Called genotypes of samples in batch 2 of CRU303 GWAS), EGAD00010001955 
(GWAS Raw Data Batch 1 Controls Raw data files of samples in batch 1 of 
CRU303), EGAD00010001954 (GWAS Raw Data Batch 1 Cases Raw data 
files of samples in batch 1 of CRU303 GWAS), EGAD00010001953 (GWAS 
Raw Data Batch 2 Controls Raw data files of samples in batch 2 of CRU303), 
EGAD00010001952 (GWAS Raw Data Batch 2 Cases Raw data files of samples 
in batch 2 of CRU303 GWAS), and EGAD00010001951 (GWAS Called Data 
Batch 1 Called genotypes of samples in batch 1 of CRU303 GWAS). These data 
are available upon request.

Numbers in bald, statistically significant value in the meta-analysis

OR odds ratio, CI confidence interval

Table 1 (continued)

Gene Allele Study P-value 95% CI [lower, upper] P-value 
(Hommel 
adjusted)

OR OR [lower, upper]

DRB1 DRB1*03:01 Discovery 0.00383576 [− 1.5352, − 0.2947] 0.99908782 0.233278746 [0.2608, 0.9996]

Replication 0.96806271 [− 0.8528, 0.8063]

Meta-analysis 0.049872143 [− 1.3439, − 0.0004]

DQB1*06:01 Discovery 0.032188411 [− 2.7873, − 0.1237] 0.99908782 0.510607993 [0.0616, 0.8836]

Replication [NA, NA]

Meta-analysis 0.032188411 [− 2.7873, − 0.1237]

DRB1*07:01 Discovery 0.000236558 [− 1.0487, − 0.3194] 0.01463864 0.51542337 [0.3698, 0.7183]

Replication 0.170712241 [− 1.4540, 0.1740]

Meta-analysis 9.09232E-05 [− 0.9947, − 0.3308]

DRB1*11:01 Discovery 0.011897502 [0.1177, 0.9489] 0.069015473 1.627822652 [1.2409, 2.1354]

Replication 0.176829458 [− 0.2289, 1.1130]

Meta-analysis 0.00043406 [0.2158, 0.7587]

DRB1*12:01 Discovery 0.00440014 [0.4163, 2.2540] 0.99908782 3.18164846 [1.3614, 7.4358]

Replication 0.914702144 [− 2.8669, 2.0659]

Meta-analysis 0.007535421 [0.3085, 2.0063]

DRB1*15:02 Discovery 0.032188411 [− 2.7873, − 0.1237] 0.99908782 0.233278746 [0.0616, 0.8836]

Replication [NA, NA]

Meta-analysis 0.032188411 [− 2.7873, − 0.1237]

https://doi.org/10.1186/s13023-021-01863-9
https://doi.org/10.1186/s13023-021-01863-9


Page 5 of 5Schwarm et al. Orphanet J Rare Dis          (2021) 16:228  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

Declarations

Ethics approval and consent to participate
The study was performed following the Declaration of Helsinki and approved 
by the ethics committee of the University of Lübeck (12-178 and 15-051) and 
the corresponding local ethics committees of the study centers.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Lübeck Institute of Experimental Dermatology, University of Lübeck, Lübeck, 
Germany. 2 CRIS, Center for Research On Inflammation of the Skin, University 
of Lübeck, Lübeck, Germany. 3 Institute of Medical Biometry and Statistics, 
University of Lübeck, University Clinic Schleswig-Holstein, Campus Lübeck, 
Lübeck, Germany. 4 Department of Dermatology, University Hospital 
Schleswig-Holstein, Campus Lübeck, Lübeck, Germany. 5 Institute for Cardio-
genetics, University of Lübeck, Lübeck, Germany. 6 Cologne Center for Genom-
ics, University of Cologne, Cologne, Germany. 7 Institute of Epidemiology 
and Popgen Biobank, Christian Albrechts-University of Kiel, Kiel, Germany. 
8 Institute of Clinical Molecular Biology, Christian Albrechts-University of Kiel, 
Kiel, Germany. 9 Allegologie Und Immunologie, Klinik Für Dermatologie, Ven-
erologie und Allergologie, Charité Universitätsmedizin Berlin, Berlin, Germany. 
10 Department of Dermatology, University Hospital Erlangen, Deutsches Zen-
trum Immuntherapie (DZI), Erlangen, Germany. 11 Department of Dermatol-
ogy, University of Münster, Münster, Germany. 12 Department of Dermatology, 
University Hospital Dresden, Dresden, Germany. 13 University Clinic Schleswig-
Holstein, Campus Kiel, Kiel, Germany. 14 Department of Dermatology and Phle-
bology, Vivantes Klinikum Im Friedrichshain, Berlin, Germany. 15 Department 
of Dermatology, Venereology and Dermatooncology, Semmelweis University, 
Budapest, Hungary. 16 Department of Dermatology and Allergology, University 
Hospital, LMU Munich, Munich, Germany. 17 Department of Dermatology 
and Allergology, Philipps-Universität Marburg, Marburg, Germany. 18 Depart-
ment of Dermatology, Venereology and Allergology, University Hospital 
Würzburg, Würzburg, Germany. 19 Department of Dermatology, Saarland Uni-
versity Medical Center, Homburg/Saar, Germany. 20 Department of Dermatol-
ogy, Venereology and Allergology, Leipzig University Medical Center, Leipzig, 
Germany. 21 Department of Dermatology, Venerology and Allergology, Helios 
St. Elisabeth Hospital Oberhausen, University Witten/Herdecke, Oberhausen, 
Germany. 22 College of Medicine and Sharjah Institute for MedicalResearch, 
University of Sharjah, Sharjah, UAE. 

Received: 22 September 2020   Accepted: 10 May 2021

References
 1. Schmidt E, Zillikens D. Pemphigoid diseases. Lancet. 2013;381:320–32.

 2. Chagury AA, Sennes LU, Gil JM, Kalil J, Rodrigues H, Rosales CB, et al. HLA-
C*17, DQB1*03:01, DQA1*01:03 and DQA1*05:05 alleles associated to 
bullous pemphigoid in Brazilian population. Ann Dermatol. 2018;30:8–12.

 3. Fang H, Shen S, Zheng X, Dang E, Zhang J, Shao S, et al. Association of 
HLA class I and class II alleles with bullous pemphigoid in Chinese Hans. J 
Dermatol Sci. 2018;89:258–62.

 4. Bang S-Y, Choi J-Y, Park S, Choi J, Hong S-J, Lee H-S, et al. Brief report: 
influence of HLA-DRB1 susceptibility alleles on the clinical subpheno-
types of systemic lupus erythematosus in Koreans. Arthritis Rheumatol. 
2016;68:1190–6.

 5. Delgado JC, Turbay D, Yunis EJ, Yunis JJ, Morton ED, Bhol K, et al. A com-
mon major histocompatibility complex class II allele HLA-DQB1* 0301 
is present in clinical variants of pemphigoid. Proc Natl Acad Sci USA. 
1996;93:8569–71.

 6. Esmaili N, Mortazavi H, Chams-Davatchi C, Daneshpazhooh M, Dama-
vandi MR, Aryanian Z, et al. Association between HLA-DQB1*03:01 and 
Bullous pemphigoid in Iranian patients. Iran J Immunol. 2013;10:1–9.

 7. Sun Y, Liu H, Wang Z, Fu X, Wang C, Mi Z, et al. The HLA-DQB1*03:01 is 
associated with bullous pemphigoid in the Han Chinese population. J 
Investig Dermatol. 2018;138:1874–7.

 8. Gonzalez-Galarza FF, McCabe A, Santos EJMD, Jones J, Takeshita L, 
Ortega-Rivera ND, et al. Allele frequency net database (AFND) 2020 
update: gold-standard data classification, open access genotype data 
and new query tools. Nucleic Acids Res. 2020;48:D783–8.

 9. Spínola H, Lemos A, Couto AR, Parreira B, Soares M, Dutra I, et al. 
Human leucocyte antigens class II allele and haplotype association 
with Type 1 Diabetes in Madeira Island (Portugal). Int J Immunogenet. 
2017;44:305–13.

 10. Büdinger L, Borradori L, Yee C, Eming R, Ferencik S, Grosse-Wilde H, et al. 
Identification and characterization of autoreactive T cell responses to 
bullous pemphigoid antigen 2 in patients and healthy controls. J Clin 
Investig. 1998;102:2082–9.

 11. Fogdell-Hahn A, Ligers A, Grønning M, Hillert J, Olerup O. Multiple 
sclerosis: a modifying influence of HLA class I genes in an HLA class II 
associated autoimmune disease. Tissue Antigens. 2000;55:140–8.

 12. Ujiie H, Muramatsu K, Mushiroda T, Ozeki T, Miyoshi H, Iwata H, et al. HLA-
DQB1*03:01 as a biomarker for genetic susceptibility to bullous pemphi-
goid induced by DPP-4 inhibitors. J Investig Dermatol. 2018;138:1201–4.

 13. Koga H, Ishii N, Ohata C, Nakama T. Bullous pemphigoid in a mother 
(DQB1*03:01:01) and daughter (DRB1*11:01) receiving antidiabetic drugs. 
Eur J Dermatol. 2018;28:131–3.

 14. Eberhard H-P, Schmidt AH, Mytilineos J, Fleischhauer K, Müller CR. Com-
mon and well-documented HLA alleles of German stem cell donors by 
haplotype frequency estimation. HLA. 2018;92:206–14.

 15. Boyle EA, Li YI, Pritchard JK. An expanded view of complex traits: from 
polygenic to omnigenic. Cell. 2017;169:1177–86.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Identification of two novel bullous pemphigoid- associated alleles, HLA-DQA1*05:05 and -DRB1*07:01, in Germans
	Abstract 
	Acknowledgements
	References


