Table 3: results of observed genotyped distributions and genotype relative risks
	Genotypes
	Genotype distribution [n (%)]
	OR [CI]95%
	P values

	
	RA cases (n=758)
	Controls (n=789)
	
	

	S2/S3P
	39 (5.1%)
	7 (0.9%)
	7.25 [3.26;16.14]
	p<10-5

	S3P/S3P
	74 (9.8%)
	31 (4%)
	5.15 [2.91;9.12]
	p<10-5

	S2/S2
	24 (3.2%)
	8 (1%)
	4.95 [2.2;11.18]
	p<10-4

	S2/L
	121 (16%)
	78 (9.9%)
	2.41 [1.60;3.65]
	p<10-4

	S3P/L
	179 (23.6%)
	136 (17.2%)
	2.33 [1.57;3.45]
	p<10-4

	L/L
	321 (42.3%)
	529 (67%)
	1
	


Alleles S2, S3P and L are defined according to the amino acid sequence at positions 70-74. The HLA-DRB1 alleles were first divided into 2 groups according to the presence or absence of the RAA sequence at position 72-74 and were denoted S and X alleles, respectively. The S alleles were subsequently divided into 4 groups according to the amino acid (alanine [A], glutamic acid [E], lysine [K], or arginine [R]) at position 71: .S1 for ARAA and ERAA, S2 for KRAA, S3 for RRAA, and X for all non-RAA patterns. Two additional groups were defined: S3D for DRRAA and S3P for QRRAA or RRRAA. The L alleles are at the low-risk alleles S1, S3D and X. The reference genotype is L/L. 
Odds ratios are global weighted OR from the meta-analysis. For example: 7.25 results from a meta-analysis of the samples. A computation taking all samples as a single population would expect 9.18 (39*529/321*7) (not relevant).
