[bookmark: _GoBack]Appendix 1 Details of the 19 single nucleotide variants associated with risk of advanced AMD in a genome-wide meta-analysis [1] that were used to calculate the genetic risk score.
	rs ID
	gene
	Chr
	Bp position
	Risk allele
	Alt allele
	Risk score weight

	rs10737680
	CFH
	1
	196679455
	A
	C
	0.18

	rs6795735
	ADAMTS9
	3
	64705365
	T
	C
	0.01

	rs13081855
	COL8A1/FILIP1L
	3
	99481539
	T
	G
	0.03

	rs4698775
	CFI
	4
	110590479
	G
	T
	0.02

	rs429608
	C2/CFB
	6
	31930462
	G
	A
	0.13

	rs943080
	VEGFA
	6
	43826627
	T
	C
	0.02

	rs3812111
	COL10A1
	6
	116443735
	T
	A
	0.01

	rs3130783
	IER3/DDR1
	6
	30774357
	A
	G
	0.03

	rs13278062
	TNFRSF10A
	8
	23082971
	T
	G
	0.03

	rs334353
	TGFBR1
	9
	101908365
	T
	G
	0.03

	rs10490924
	ARMS2
	10
	124214448
	T
	G
	0.21

	rs9542236
	B3GALTL
	13
	31819325
	C
	T
	0.02

	rs8017304
	RAD51B
	14
	68785077
	A
	G
	0.02

	rs920915
	LIPC
	15
	58688467
	C
	G
	0.02

	rs1864163
	CETP
	16
	56997233
	G
	A
	0.03

	rs2230199
	C3
	19
	6718387
	C
	G
	0.06

	rs4420638
	APOE
	19
	45422946
	A
	G
	0.04

	rs5749482
	TIMP3
	22
	33059665
	G
	C
	0.07

	rs8135665
	SLC16A8
	22
	38476276
	T
	C
	0.02
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