Supplementary Table 1: Significant regions detected by methylation array in ADCA-DN versus control individuals

Region Region Meth. # Distanceto  Distance to nearest
Chr  start end average probes Estimate Nearest gene nearest gene CpG island
chrlé 67223723 67224639 0.751 5 0.22 EXOC3L1 (-) 0 4503
chr3 46618658 46619374 0.659 5 0.23 TDGF1 (+) 0 0
chr3 16216084 16216616 0.639 5 0.20 GALNT15 (+) 0 89521
chrl5 29213240 29213870 0.600 7 0.21 APBAZ2 (+) 0 81031
chr7 150885074 150885664 0.599 5 0.20 ASB10 (-) 154 13037
chrl4 94461903 94462617 0.591 5 0.20 LINC00521 (+) 999 30023
chr6 32158917 32159617 0.526 6 0.22 GPSM3 (-) 0 3676
chr6 30853245 30853618 0.500 5 0.25 DDR1 (+) 0 568
chr6 28555643 28555939 0.492 5 0.22 ZBED?9 (-) 530 518
chr6 33240458 33241036 0.458 5 0.30 RPS18 (+) 0 358
chrl2 6745047 6745578 0.420 6 0.21 LPARS (-) 0 10424
chrll 32449153 32450114 0.367 7 0.29 WT1 (-) 0 0
chrl7 21355997 21356382 0.365 5 0.26 KCNJ18 (+) 35514 0
chr2 19553227 19553960 0.361 5 0.22 OSR1 () 0 0
chr5 134872114 134872669 0.303 8 0.21 NEUROGI (-) 474 62
chr8 48099605 48100196 0.300 5 0.22 LOC100287846 (+) 734 0
chr2 39187523 39188016 0.297 6 0.20 ARHGEF33 (+) 0 0
chr5 2749705 2750768 0.295 5 0.23 IRX2 (-) 0 0
chrl9 18343292 18344332 0.279 5 0.22 PDEA4C (-) 0 0
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chr2 162279954 162281121 0.123 6 0.23 TBR1 (+) 0 0
chr2 227700104 227700578 0.119 7 0.26 RHBDDL (+) 93 0
chrl 197887285 197888315 0.118 8 0.20 LHX9 (+) 0 0
chr8 145910536 145911670 0.112 8 0.21 ZNF251 (-) 34624 0
chr3 27765222 27765556 0.110 5 0.21 EOMES (-) 1015 0
chr5 16179002 16179670 0.109 5 0.25 MARCH11 (-) 0 0
chrld 29235894 29237490 0.107 16 0.25 FOXGL1 (+) 0 0
chrl0 22634028 22634612 0.107 11 0.21 SPAGS6 (+) 0 0
chr5 112823161 112824298 0.101 5 0.25 MCC (-) 0 0
chrl5 40212096 40212791 0.096 5 0.24 GPR176 (-) 0 0
chr8 24771115 24771655 0.096 6 0.25 NEFM (+) 0 0
chr5 72715454 72716132 0.095 7 0.25 FOXD1 (-) 25953 0
chr6 100912812 100913602 0.093 7 0.20 SIM1 () 1260 0
chrl3 25745396 25745996 0.091 5 0.26 AMER?2 (-) 0 0
chrl5 30114285 30115309 0.086 10 0.25 TIPL () 0 0
chrll 2291250 2292014  0.081 8 0.23 ASCL2 (-) 0 0
chr5 42951701 42952379 0.074 5 0.24 FLJ32255 (-) 33122 0
chr20 21377661 21378237 0.059 8 0.20 NKX2-4 (-) 0 0
chrl 47882255 47882749 0.031 5 0.20 FOXE3 (+) 0 0

Human Reference Genome: hgl9; Estimate value represents extend of methylation change (methylation difference between
groups); Nearest gene shows 5°-3° (+) and 3’-5’ (-) strands; Distance to nearest feature is presented in bps; Significant regions:

Probes>5, Estimate > 20%o, p-value<0.05



