S3S2 Table. Overall estimated mean MAF of seven rare AMD-associated genetic variants across five geographical regions. 
	 
	Eastern USA
	Western Europe
	Britain
	Western USA
	Australia

	CFH rs121913059
	0.229 (0.185-0.283)
	0.178 (0.119-0.267)
	0.087 (0.042-0.177)
	0.136 (0.076-0.242)
	0.088 (0.048-0.161)

	CFI rs141853578
	0.197 (0.156-0.247)
	0.163 (0.107-0.249)
	0.249 (0.163-0.379)
	0.184 (0.112-0.302)
	0.213 (0.145-0.314)

	C3 rs147859257
	0.803 (0.717-0.900)
	0.907 (0.758-1.084)
	0.918 (0.738-1.143)
	0.917 (0.734-1.144)
	0.840 (0.691-1.020)

	C9 rs34882957
	1.196 (1.090-1.312)
	1.286 (1.107-1.493)
	1.276 (1.060-1.536)
	1.366 (1.140-1.637)
	1.065 (0.896-1.266)

	CFH rs148553336
	0.630 (0.554-0.716)
	0.573 (0.457-0.717)
	0.815 (0.645-1.027)
	0.503 (0.373-0.679)
	0.740 (0.601-0.910)

	CFH rs35292876
	1.535 (1.414-1.665)
	1.840 (1.624-2.084)
	1.230 (1.018-1.485)
	1.331 (1.107-1.599)
	1.350 (1.158-1.573)

	CFH rs191281603
	0.321 (0.268-0.384)
	0.391 (0.297-0.513)
	0.295 (0.200-0.434)
	0.337 (0.234-0.486)
	0.313 (0.228-0.431)


Calculated by SAS for each variant in percentage separated by geographical region including 95% confidence interval
