S6 Table
Curated studies of the ImmunoBase Resource

Disease Associations Study-type Author Ref. Date
GWAS Petukhova, L [1] 2010

Alopecia Areata 13 Immunochip Redler, S [2] 2014
Meta-analysis Betz, RC [3] 2015

. o GWAS TASC [4] 2010
Ankylosing Spondylitis 23 TmmunoChip IGAS 5] 2013
Autoimmune Thyroid Disease 8 ImmunoChip Cooper, JD [6] 2012
. . GWAS Dubois, PC [7] 2010
Celiac Discase 41 ImmunoChip Trynka, G 8] 2011
Celiac Disease, Multiple Sclerosis, Rheumatoid Arthritis, Type 1 Diabetes NA GWAS Fortune, MD [9] 2015
Crohn’s Disease 122 GWAS Franke, A [10] 2010
Crohn’s Disease, Inflammatory Bowel Disease, Ulcerative Colitis NA Meta-analysis Jostins, L [11] 2012
Crohn’s Disease, Inflammatory Bowel Disease, Ulcerative Colitis NA ImmunoChip Liu, JZ [12] 2015
Crohn’s Disease, Multiple Sclerosis NA Replication Uslu, VV [13] 2014
Crohn’s Disease, Rheumatoid Arthritis, Type | Diabetes NA GWAS WTCCC [14] 2007
IgE and Allergic Sensitization 10 GWAS Bonnelykke, K [15] 2013
Juvenile Idiopathic Arthritis 23 ImmunoChip Hinks, A [16] 2013
GWAS Sanna, S [17] 2010

GWAS IMSGC [18] 2011

Multiple Sclerosis 106 GWAS Patsopoulos, NA [19] 2011
GWAS IMSGC [20] 2013

ImmunoChip IMSGC [21] 2013

Narcolepsy 3 ImmunoChip Faraco, J [22] 2013
Primary Biliary Cirrhosis 31 ImmunoChip Liu, JZ [23] 2012
Primary Sclerosing Cholangitis 12 ImrgL\l};ZCShlp C(ii;lélil,ZH 7 Eg ;g iz
Poriasis 35 GWAS WTCCC [26] 2010
ImmunoChip Tsoi, LC [27] 2012

Meta-analysis Stahl, EA [28] 2010

Rheumatoid Arthritis 81 ImmunoChip Eyre, S [29] 2012
Meta-analysis Okada, Y [30] 2013

Sjogren Syndrome 8 GWAS Lessard, CJ [31] 2013
GWAS Gateva, V [32] 2009

Systemic Lupus Erythematosus 47 GWAS Armstrong, DL [33] 2014
GWAS Bentham, J [34] 2015

Systemic Scleroderma 6 ImmunoChip Mayes, MD [35] 2014
GWAS Todd, JA [36] 2007

Meta-analysis Cooper, JD [37] 2008

. GWAS Barrett, JC [38] 2009

Type 1 Diabetes 37 GWAS Bradfield, JP [39] 2011
Replication Evangelou, M [40] 2014

ImmunoChip Onengut-Gumuscu, S [41] 2015

Ulcerative Colitis 102 GWAS Anderson, CA [42] 2011
Vitiligo 25 Meta-analysis Jin, Y [43] 2012

Associations refers to the number of unique susceptibility loci identified per disease across studies of the same disease. Studies consist of
Genome-wide Association Studies (GWAS), Immunochip studies, and meta-analyses/replication. Date refers to date of publication.
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