Table S12. Information on proxies used in three iPLEX pools.

	locus
	SNP GWAS
	iPLEX BI A
	Celera B
	NARAC2 C
	R2
	Corresp of alleles1
	Corresp of alleles2 

	CDK4
	rs10876993
	na
	na
	failed
	na
	na
	na

	DDX6
	rs10892279
	na
	rs6589684
	na
	1
	rs10892279*G= rs6589684*G
	rs10892279*A= rs6589684*A

	GALNTL4
	rs11043097
	na
	failed
	failed
	na
	na
	na

	UBASH3A
	rs11203203
	na
	failed
	na
	na
	na
	na

	ELMO1
	rs11984075
	na
	na
	failed
	na
	na
	na

	PPR2R3C
	rs17103033
	rs7156770
	rs7156770
	failed
	1
	rs17103033*G= rs7156770*A
	rs17103033*A= rs7156770*G

	IFI16
	rs1772408
	na
	rs1633256
	failed
	1
	rs1772408*A= rs1633256*A
	rs1772408*G= rs1633256*G

	SPRED2
	rs1876518
	na
	na
	na
	na
	na
	na

	TRAF1
	rs1953126
	na
	na
	na
	na
	na
	na

	SOCS1
	rs243323
	na
	na
	na
	na
	na
	na

	JHDM1D
	rs4626515
	na
	na
	na
	na
	na
	na

	HTRA1
	rs6585827
	rs10510110
	na
	rs10510110
	1
	rs6585827*G= rs10510110*T
	rs6585827*A= rs10510110*C

	STAT4
	rs7574865
	na
	rs11889341
	na
	1
	rs7574865*T= rs11889341*T
	rs7574865*G= rs11889341*C

	LBH
	rs7579944
	na
	na
	na
	na
	na
	na

	8q24.2
	rs975730
	na
	na
	na
	na
	na
	na


R2 - r2 between GWAS and SNP pools used in replication step (HapMap CEU, as calculated in SNAP (http://www.broadinstitute.org/mpg/snap/))
A – iPLEX pool used in Broad institute (BI) was used to genotype all replication cohorts for celiac disease and replication cohorts R1 and R2 in rheumatoid arthritis, as indicated in Table S11
B – SNP pool used at Celera was used to genotype replication cohorts R3 and R4 in rheumatoid arthritis, as indicated in Table S11

C – SNP pool used at NIAMS was used to genotype replication cohorts R5 in rheumatoid arthritis, as indicated in Table S11

