Supplemental Material Table 1. Primer pairs used in qPCR experiments. s, sense. as, anti-sense. Threshold Cycle (Ct) data are given as mean ± standard deviation (SD) of 7 independent experiments with RPE cells of different donors cultured under control condition. not detectable - n.d. 

	Gene/ 
Accession Number
	Gene ID 
OMIM
	Primer Sequences (5’→3’)
	Product
(bp)
Ct

	ACTB 
NM_001101.3
	60
102630
	s   ATGGCCACGGCTGCTTCCAGC 
as CATGGTGGTGCCGCCAGACAG
	237
17.1±0.9

	B2M
NM_004048.2
	567
109700
	s   TTGAAAAAGTGGAGCATTCAGA
as TCGATCCCACTTAACTATCTTGG
	155
18.4±0.9

	TLR1
NM_003263.3
	7096
601194
	s   CCACCCTACTGTGAACCTCAA
as GCAATTGGCAGCACACTAGAT
	150
28.8±1.8

	TLR2
NM_003264.5
	7097
603028
	s   ATGTCACAGGACAGCACTGG 
as TTCTCCACCCAGTAGGCATC
	219
27.1±1.9

	TLR3
NM_003265.2
	7098
603029
	s   GCTGGAAAATCTCCAAGAGC
as CTTCCAATTGCGTGAAAAC
	159
28.3±1.2

	TLR4
NM_138557.2
	7099
603030
	s   TACTCACACCAGAGTTGCTTTCA 
as AGTTGACACTGAGAGAGGTCCAG
	156
24.8±1.6

	TLR5
NM_003268.5
	7100
603031
	s   TCTTTCACATGGGTTTGTCTTCT
as TGACAAATTGAGAACTTGGAGGT
	151
32.0±0.9

	TLR6
NM_006068.4
	10333
605403
	s   TGCCCATCTGTAAGGAATTTG
as TGGGTGAAAAACAAGGTGAAG
	209
29.2±1.2

	TLR7
NM_016562.3
	51284
300365
	s   ACCTGGGCCAAAACTGTTATTAT 
as CATCTTCTTGGATTTTTGCAATC
	198
n.d.

	TLR8
NM_138636.5
	51311
300366
	s   GATGGAGTATTTGAAACGCTGAC
as TCAATCCCTTGAAATCTTCTTCA
	157
n.d.

	TLR9
NM_017442.3
	54106
605474
	s   CAGCAGCTCTGCAGTACGTC 
as AAGGCCAGGTAATTGTCACG
	224
31.5±0.9

	TLR10
NM_030956.3
	81793
606270
	s   AGGCTTATCTTGACCACAATTCA
as ATTTCGTAGGATAATTCGGGAAA
	198
n.d.

	MYD88
NM_001172566.2
	4615
602170
	s   CCTGTCTCTGTTCTTGAACGTG
as  GTCCGCTTGTGTCTCCAGTTG
	112
27.3±0.7

	IRF7
NM_004029.4
	3665
605047
	s   CCCACGCTATACCATCTACCTG
as  TGCTATCCAGGGAAGACACAC
	152
23.6±0.8

	RELA
NM_001145138.1
	5970
164014
	s   ATGGCTTCTATGAGGCTGAG
as GTTGTTGTTGGTCTGGATGC
	128
24.4±0.9

	IFNA
NM_024013.3
	3439
147660
	s   GCTGAATGACCTGGAAGCCTGTG
as GATTTCTGCTCTGACAACCTCCC
	169
29.2±0.9

	COX2
NM_000963.4
	5743
600262
	s  TGAGCATCTACGGTTTGCTG
as TGCTTGTCTGGAACAACTGC
	158
25.5±0.7
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NM_003376.5
NM_001287044.1 
NM_001025370.2
	7422
192240
	s  CCTGGTGGACATCTTCCAGGAGTA
as CTCACCGCCTCGGCTTGTCACA
	479; 407;
275
25.5±1.4

	TGFB1
NM_00060.7
	7040
190180
	s   GGGACTATCCACCTGCAAGA
as CCTCCTTGGCGTAGTAGTCG
	239
24.7±0.8

	MMP2
NM_004530.6
	4313
120360
	s   TTGACGGTAAGGACGGACTC 
as ACTTGCAGTACTCCCCATCG
	153
22.4±0.8

	MMP9
NM_004994.3
	4318
120361
	s   TTGACAGCGACAAGAAGTGG
as GCCATTCACGTCGTCCTTAT
	179
30.9±1.1



