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A. Known Susceptibility Genes for Rheuma-

toid Arthritis

Table 1: Non-HLA genes implicated in genome-wide as-

sociation studies with European genotypic data (that

reached study specific Bonferroni-corrected significance

threshold p < 0.05).

Gene

(HUGO)

Gene

(KEGG)

Reference

TNFSF14 hsa:8740 [18], [9]

PTPN22 hsa:26191 [2], [13], [4], [8], [3], [12]

CD2 hsa:914 [19], [24]

IGSF2 hsa:9398 [19]

CD58 hsa:965 [19], [24]

FCGR2A hsa:2212 [19]

PTPRC hsa:5788 [19]

REL hsa:5966 [6], [24]

AFF3 hsa:3899 [1], [21]

STAT4 hsa:6775 [20], [5], [24]

CD28 hsa:940 [19]

CTLA4 hsa:1493 [16], [8], [6], [24]

IL2 hsa:3558 [23], [3], [5], [24]

IL21 hsa:59067 [23], [5], [24]

PRDM1 hsa:639 [19]

TNFAIP3 hsa:7128 [17], [22], [14], [8], [18], [7], [24]

TAGAP hsa:117289 [19]

BLK hsa:640 [6], [7], [14]

CCL21 hsa:6366 [18], [14], [21]

TRAF1 hsa:7185 [17], [11], [18], [15], [24]

IL2RA hsa:3559 [22], [10], [3], [21]

PRKCQ hsa:5588 [18], [1], [24]

RAG1 hsa:5896 [18]
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TRAF6 hsa:7189 [18]

KIF5A hsa:3798 [18], [1]

CD40 hsa:958 [18], [14]

IL2RB hsa:3560 [1], [3]

MMEL1 has:79258 [18], [9]

ICOS hsa:29851 [16], [8], [6], [24]

CDK6 hsa:1021 [14], [18]

PXK hsa:54899 [8], [21]

IRF5 hsa:3663 [21], [7]

GPSM3 hsa:63940 [12]

RBPJ hsa:3516 [21]

IL6ST hsa:3572 [21]

CCR6 hsa:1235 [21]

AIF1 hsa:199 [12]

CREBL1 hsa:1388 [12]

EHMT2 hsa:10919 [12]

AGPAT1 hsa:10554 [12]

RPS18 hsa:6222 [12]

RDBP hsa:7936 [12]

BAT3 hsa:7917 [12]

BAT4 hsa:7918 [12]

ZFP57 hsa:346171 [12]

T1D hsa:100038246[3]

BANK1 hsa:55024 [7]

ANKRD55 hsa:79722 [24]

UBE2L3 hsa:7332 [14]

UBASH3A hsa:53347 [14]
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