Supplementary Table 3. Summary statistics for SNPs to instrument hallux rigidus.
	SNP
	Chr
	Position
	EA
	OA
	EAF
	Beta
	SE
	P value
	Sample size
	R2
	F

	rs12403515
	1
	97888287
	C
	T
	0.02 
	0.6226 
	0.1261 
	7.9E-07
	149674
	1.63E-04
	24.38 

	rs77013776
	1
	159652068
	C
	A
	0.04 
	0.3551 
	0.0741 
	1.7E-06
	149674
	1.53E-04
	22.96 

	rs148771063
	2
	8360459
	A
	G
	0.01 
	0.6457 
	0.1350 
	1.7E-06
	149674
	1.53E-04
	22.88 

	rs7581046
	2
	144679083
	T
	A
	0.36 
	0.1531 
	0.0317 
	1.4E-06
	149674
	1.56E-04
	23.33 

	rs16870748
	4
	21303220
	T
	C
	0.44 
	0.1395 
	0.0302 
	3.9E-06
	149674
	1.43E-04
	21.34 

	rs75292251
	4
	4991840
	G
	A
	0.26 
	-0.1622 
	0.0347 
	2.9E-06
	149674
	1.46E-04
	21.85 

	rs141428559
	5
	151462879
	T
	C
	0.03 
	0.4619 
	0.0986 
	2.8E-06
	149674
	1.47E-04
	21.95 

	rs30641
	5
	129018314
	A
	G
	0.71 
	0.1591 
	0.0330 
	1.5E-06
	149674
	1.55E-04
	23.24 

	rs12525874
	6
	39542940
	T
	A
	0.15 
	0.2086 
	0.0426 
	1E-06
	149674
	1.60E-04
	23.98 

	rs17673852
	6
	7763858
	G
	A
	0.14 
	0.2023 
	0.0438 
	3.8E-06
	149674
	1.43E-04
	21.33 

	rs2326901
	6
	7316280
	G
	A
	0.24 
	0.1669 
	0.0352 
	2.1E-06
	149674
	1.50E-04
	22.48 

	rs10264271
	7
	101171175
	A
	G
	0.26 
	0.1680 
	0.0342 
	9.3E-07
	149674
	1.61E-04
	24.13 

	rs36137673
	7
	27543229
	G
	A
	0.40 
	0.1634 
	0.0309 
	1.3E-07
	149674
	1.87E-04
	27.96 

	rs118102915
	9
	12679889
	A
	G
	0.00 
	3.5116 
	0.7521 
	3E-06
	149674
	1.46E-04
	21.80 

	rs1530804
	10
	73827292
	G
	A
	0.62 
	-0.1586 
	0.0311 
	3.3E-07
	149674
	1.74E-04
	26.01 

	rs10891323
	11
	111993125
	C
	T
	0.09 
	0.2472 
	0.0540 
	4.8E-06
	149674
	1.40E-04
	20.96 

	rs73138186
	12
	68683153
	T
	C
	0.10 
	0.2563 
	0.0514 
	6.1E-07
	149674
	1.66E-04
	24.86 

	rs2861418
	19
	12614628
	G
	C
	0.77 
	-0.1906 
	0.0357 
	9.3E-08
	149674
	1.90E-04
	28.50 

	rs1909920
	21
	23849843
	A
	T
	0.67 
	-0.1513 
	0.0318 
	2E-06
	149674
	1.51E-04
	22.64 

	rs5768746
	22
	46513376
	A
	G
	0.09 
	0.2554 
	0.0539 
	2.1E-06
	149674
	1.50E-04
	22.45 

	SNP: single nucleotide polymorphism; EA; effect allele; OA: other allele; SE: standard error; R2: proportion of phenotypic variance explained by SNPs.



