Appendix 1. Association of candidate genetic variants with visual outcome variables 

	Gene
	Variant
	Major allele
	Minor allele
	Time point
	N (major homo/hetero/minor homo)
	Genetic model
	≥ 15-letter gain
	
	BCVA change
from baseline

	
	
	
	
	
	
	
	N (%)*
	OR (95% CI) **
	Uncor-rected
P -value†
	
	Mean (letter) *
	Uncor-rected
P -value††

	CFH
	rs800292
	G
	A
	12 mo
	201 / 156 / 37
	Additive
	58(28.9) / 42(26.9) / 15(40.5)
	1.06 (0.72-1.57)
	0.758
	
	+7.3 / +7.4 / +15.2
	0.3909

	
	
	
	
	
	
	Recessive
	
	1.43 (0.62-3.31)
	0.3952
	
	
	0.1376

	
	
	
	
	24 mo
	187 / 145 / 34
	Additive
	57(30.5) / 41(28.3) / 15(44.1)
	1.07 (0.73-1.56)
	0.7259
	
	+5.5 / +3.3 / +7.8
	0.3521

	
	
	
	
	
	
	Recessive
	
	1.66 (0.73-3.74)
	0.2235
	
	
	0.7845

	CFH
	rs1061170§
	T
	C
	12 mo
	318 / 69 / 3
	Additive
	94(29.6) / 18(26.1) / 1(33.3)
	0.82 (0.44-1.54)
	0.5343
	
	+7.7 / +9.6 / -0.7
	0.6543

	
	
	
	
	
	
	Dominant
	
	0.79 (0.40-1.56)
	0.5002
	
	
	0.5176

	
	
	
	
	24 mo
	294 / 65 / 3 
	Additive
	92(31.3) / 18(27.7) / 1(33.3)
	0.82 (0.44-1.51)
	0.521
	
	+4.4 / +7.1 / -4.0
	0.4005

	
	
	
	
	
	
	Dominant
	
	0.79 (0.41-1.53)
	0.4884
	
	
	0.2765

	CFH
	rs1410996
	G
	A
	12 mo
	186 / 160 / 47
	Additive
	55(29.6) / 42(26.3) / 18(38.3)
	1.00 (0.68-1.45)
	0.9882
	
	+7.2 / +8.0 / +11.9
	0.8482

	
	
	
	
	
	
	Recessive
	
	1.61 (0.76-3.41)
	0.2172
	
	
	0.4326

	
	
	
	
	24 mo
	173 / 149 / 44
	Additive
	52 (30.1) / 46(30.9) / 15(34.1)
	0.95 (0.66-1.37)
	0.7898
	
	+5.0 / +5.4 / +2.4
	0.0946

	
	
	
	
	
	
	Recessive
	
	1.08 (0.51-2.29)
	0.8396
	
	
	0.1032

	CFI
	rs10033900
	T
	C
	12 mo
	192 / 162 / 39
	Additive
	50(26.0) / 51(31.5) / 14(35.9)
	1.29 (0.88-1.89)
	0.1965
	
	+7.9 / +8.5 / +8.0
	0.7551

	
	
	
	
	
	
	Recessive
	
	1.30 (0.56-3.01)
	0.546
	
	
	0.8041

	
	
	
	
	24 mo
	179 / 150 / 36
	Additive
	50(27.9) / 51(34.0) / 12(33.3)
	1.15 (0.79-1.68)
	0.4525
	
	+4.1 / +5.8 / +4.7
	0.9941

	
	
	
	
	
	
	Recessive
	
	1.05 (0.46-2.40)
	0.9123
	
	
	0.8017

	C2
	rs9332739§
	G
	C
	12 mo
	385 / 8 / 1
	Additive
	112(29.1) / 3(37.5) / 0(0.0)
	0.80 (0.17-3.82)
	0.7834
	
	+8.0 / +10.7 / -15.0
	0.2951

	
	
	
	
	
	
	Dominant
	
	0.84 (0.16-4.43)
	0.84
	
	
	0.3655

	
	
	
	
	24 mo
	358 / 7 / 1
	Additive
	110(30.7) / 3(42.9) / 0 (0.0)
	0.53 (0.13-2.19)
	0.3795
	
	+4.7 / +11.5 / +11.0
	0.8113

	
	
	
	
	
	
	Dominant
	
	0.58 (0.11-2.96)
	0.5121
	
	
	0.9124

	CFB
	rs641153§
	G
	A
	12 mo
	343 / 48 / 1
	Additive
	106(30.9) / 11(22.9) / 0(0.0)
	0.50 (0.17-1.47)
	0.0743
	
	+8.4 / +6.5 / -19.0
	0.2159

	
	
	
	
	
	
	Dominant
	
	0.49 (0.20-1.20)
	0.05876
	
	
	0.298

	
	
	
	
	24 mo
	318 / 45 / 1
	Additive
	98(30.8) / 15(33.3) / 0(0.0)
	1.02 (0.50-2.08)
	0.952
	
	+4.7 / +7.5 / +11.0
	0.411

	
	
	
	
	
	
	Dominant
	
	1.11 (0.53-2.32)
	0.7831
	
	
	0.3312

	SKIV2L
	rs429608§
	G
	A
	12 mo
	344 / 44 / 4
	Additive
	103(29.9) / 11(25.0) / 0(0.0)
	0.56 (0.26-1.17)
	0.1222
	
	+8.2 / +8.4 / -5.3
	0.3013

	
	
	
	
	
	
	Dominant
	
	0.61 (0.27-1.39)
	0.2389
	
	
	0.5423

	
	
	
	
	24 mo
	318 / 42 / 4
	Additive
	96(30.2) / 16(38.1) / 0(0.0)
	0.85 (0.44-1.66)
	0.6359
	
	+4.2 / +9.6 / +7.5
	0.219

	
	
	
	
	
	
	Dominant
	
	1.08 (0.51-2.27)
	0.8417
	
	
	0.1986

	VEGFA
	rs699947
	C
	A
	12 mo
	202 / 148 / 42
	Additive
	54(26.7) / 47(31.8) / 12(28.6)
	1.16 (0.80-1.68)
	0.4351
	
	+8.1 / +6.8 / +11.4
	0.5789

	
	
	
	
	
	
	Recessive
	
	0.79 (0.35-1.79)
	0.5737
	
	
	0.2822

	
	
	
	
	24 mo
	188 / 137 / 39
	Additive
	53(28.2) / 45(32.8) / 13(33.3)
	1.20 (0.83-1.72)
	0.3252
	
	+5.1 / +4.3 / +4.4
	0.7802

	
	
	
	
	
	
	Recessive
	
	1.06 (0.49-2.30)
	0.8836
	
	
	0.7397

	VEGFA
	rs3025039
	C
	T
	12 mo
	236 / 133 / 25
	Additive
	68(28..8) / 37(27.8) / 11(44.0)
	1.47 (0.78-2.77)
	0.2453
	
	+7.6 / +8.2 / +12.0
	0.2643

	
	
	
	
	
	
	Recessive
	
	2.07 (0.95-4.51)
	0.0622
	
	
	0.2432

	
	
	
	
	24 mo
	219 / 124 / 23
	Additive
	62(28.3) / 36(29.0) / 15(65.2)
	1.98 (0.99-3.96)
	0.0542
	
	+4.2 / +4.8 / +11.4
	0.1382

	
	
	
	
	
	
	Recessive
	
	4.57 (1.89-11.1)
	0.0027
	
	
	0.0921

	ARMS2
	rs10490924
	T
	G
	12 mo
	196 / 150 / 47
	Additive
	53(27.0) / 45(30.0) / 17(36.2)
	1.25 (0.86-1.82)
	0.2413
	
	+6.7 / +9.3 / +10.2
	0.6213

	
	
	
	
	
	
	Recessive
	
	1.57 (0.72-3.42)
	0.2535
	
	
	0.6922

	
	
	
	
	24 mo
	183 / 139 / 44
	Additive
	50(27.3) / 48(34.5) / 15(34.1)
	1.24 (0.86-1.78)
	0.2473
	
	+3.1 / +6.0 / +8.4
	0.4311

	
	
	
	
	
	
	Recessive
	
	1.20 (0.56-2.60)
	0.6404
	
	
	0.9891

	HTRA1
	rs11200638
	A
	G
	12 mo
	202 / 144 / 48
	Additive
	56(27.7) / 42(29.2) / 17(35.4)
	1.17 (0.81-1.70)
	0.3955
	
	+6.9 / +9.1 / +10.0
	0.7315

	
	
	
	
	
	
	Recessive
	
	1.44 (0.67-3.10)
	0.3559
	
	
	0.6912

	
	
	
	
	24 mo
	188 / 133 / 45
	Additive
	53(28.2) / 45(33.8) / 15(33.3)
	1.18 (0.82-1.69)
	0.3642
	
	+3.0 / +6.3 / +8.4
	0.3328

	
	
	
	
	
	
	Recessive
	
	1.13 (0.53-2.42)
	0.7554
	
	
	0.9132

	SCARB1
	rs5888
	C
	T
	12 mo
	216 / 146 / 31
	Additive
	63(29.2) / 45(30.8) / 7(22.6)
	0.93 (0.62-1.40)
	0.7339
	
	+8.1 / +8.4 / +7.1
	0.8514

	
	
	
	
	
	
	Recessive
	
	0.71 (0.26-1.95)
	0.5099
	
	
	0.7852

	
	
	
	
	24 mo
	201 / 136 / 29
	Additive
	65(32.3) / 42(30.9) / 6(20.7)
	0.78 (0.52-1.16)
	0.2142
	
	+5.1 / +3.8 / +7.8
	0.7634

	
	
	
	
	
	
	Recessive
	
	0.48 (0.17-1.35)
	0.1648
	
	
	0.2901

	PEDF
	rs1136287
	C
	T
	12 mo
	100 / 195 / 97
	Additive
	31(31.0) / 51(26.2) / 33(34.0)
	1.11 (0.78-1.59)
	0.5614
	
	+7.7 / +7.6 / +9.8
	0.523

	
	
	
	
	
	
	Recessive
	
	1.47 (0.83-2.62)
	0.1904
	
	
	0.3381

	
	
	
	
	24 mo
	92 / 182 / 91
	Additive
	27(29.3) / 55(30.2) / 31(34.1)
	1.17 (0.83-1.67)
	0.3718
	
	+5.9 / +4.9 / +4.2
	0.6142

	
	
	
	
	
	
	Recessive
	
	1.30 (0.74-2.28)
	0.3553
	
	
	0.6627

	SYN3/
TIMP3
	rs9621532§
	T
	G
	12 mo
	372 / 20 / 1
	Additive
	110(29.6) / 4(20.0) / 1(100.0)
	1.60 (0.57-4.51)
	0.3743
	
	+8.5 / +2.0 / +18.0
	0.3035

	
	
	
	
	
	
	Dominant
	
	1.47 (0.46-4.66)
	0.5167
	
	
	0.2524

	
	
	
	
	24 mo
	346 / 19 / 1
	Additive
	108(31.2) / 4(21.1) / 1(100.0)
	1.32 (0.48-3.62)
	0.5921
	
	+4.9 / +1.6 / +35.0
	0.9858

	
	
	
	
	
	
	Dominant
	
	1.18 (0.38-3.67)
	0.772
	
	
	0.8371

	APOE
	apoE§§
	-
	-
	12mo
	42 / 274 / 70
	ε2+ / ε3/ε3 / ε4+
	14(33.3) / 80(29.2) / 20(28.6)
	0.95 (0.48-1.88)
	0.6752
	
	+7.6 / +7.9 / +8.1
	0.7842

	
	
	
	
	
	
	others / ε2 carriers
	
	1.28 (0.65-2.52)
	0.3258
	
	
	0.2845

	
	
	
	
	
	
	others / ε4 carriers
	
	1.03 (0.53-2.00)
	0.8326
	
	
	0.8752

	
	
	
	
	24mo
	40 / 253 / 66
	ε2+ / ε3/ε3 / ε4+
	13(32.5) / 77(30.4) / 23(34.8)
	1.17 (0.63-2.17)
	0.3782
	
	+4.4 / +4.5 / +5.9
	0.6744

	
	
	
	
	
	
	others / ε2 carriers
	
	1.12 (0.59-2.13)
	0.5913
	
	
	0.5133

	
	
	
	
	
	
	others / ε4 carriers
	
	1.21 (0.67-2.19)
	0.4972
	
	
	0.7171


[bookmark: _GoBack]OR = Odds ratio; CI = Confidence interval; BCVA = Best-corrected visual acuity

*: Major allele homozygote / Heterozygote / Minor allele homozygote
**: All odds ratio are calculated with respect to minor allele 
†: Uncorrected P-value from logistic regression model. When applying Bonferroni correction, uncorrected P-value for significance should be less than 0.0031.  
††: Uncorrected P-value from linear regression model. When applying Bonferroni correction, uncorrected P-value for significance should be less than 0.0031.  
§: Analyzed under dominant model because of extremely low proportion of minor allele homozygotes
§§: ε2+ = ε2 carrier, ε4+ = ε4 carrier

