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Adjusted for all other outcomes
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CHR SNP BP Al A2 FR) P OR_LA5 OR_US5  gone TSN penotyped  imparte2.info
T rs17512172 121198154 T A 6T 127e-07 043 0.64 - interpenic_variant ] U.Mﬁ
2 rETEA TG00 48772202 T C 0.E3 72507 03T D65 STON1, STONI- iotronvariam, regulatory_region variant ] 055915
GTF2AI1L, - ]
3 115155878 114053088 A L8] 097 B845e-07 011 0.39 ZBTRX downstreamgene_variant ] I].MIE
13 563027 51702406 T C 0.Ga 08207 045 0.71 LINCDO3T] intron_variant, nonsoding transeipt_variant ] 0.978
5 r=d57458] BOO25205 G A 034 243006 042 0.70 GPRIE introm_variant ] 0.984
13 = 1974030 48475331 G A .61 367eDG  04B 0.7d LINCDD444 downstream_gems_variant ] 00908
5 rsTT10051T OO160GE C T .06 506006 0.20 0.52 GPRIE intron_variant ] 0902
2 r=58835062 48328313 G C 0.BB 58606 037 0.67 ACOTIBITA intron_variant, non_roding_transeript_variant ] 0.9
T r=4442037 12550805 C G 0a7 62506 135 212 - intergenic variant ] 0.953
14 rs150042 TO542102 G A 034 TO9le06 043 0.72 BLCEAZ intron_variant, intronvariant, NMD_transeriptovariant ] 0.961
1 1551049 G210a676 A G 6T 79506 138 224 LPHNI intron_variamnt, intron_variant, 0 0.56%
noneoding transeript variant
3 115078432 58525210 C A 0.09 9.6%-06 006 0.34 ACOX2 WPSETEAT_FET e Viriant ] 0953
B =3852TEE2 134785001 C T 0.92 994e-06 023 0.62 CTD-2588J1.1, intron_variant, non_eoding transceript_variant, down- 0 0.471
CTI-2NMHD.3 stromm_genc variant
5 r= 10051 505 105009840 T C 0.02 di3e07 014 0.42 - interpenic_variant ] 0.975
2 r=13008718 G5061 565 G T .56 9.09%-07 033 0.62 ACOTA301.1, introm_variant, non_eoding transeript_wariant, down- 0 0.986
RP11-340F16.1 stremm_gene_variant
14 =1 BRGE2I516G 46826170 T A 0.09 402e-06  0.00 010 LINCDDET] intron_variant, non_eoding transeript_variant ] 0.9
1 chrd:142710442 142710442 C A oo 4iMeDG 164 336 - intergenic_variant 2 1
14 73501712 2744446 T C .00 44806 023 0.56 RP11-384J4.2 intronvariant, nonsoding transeript_variant ] 0908
1 r=1001 5432 166855253 T c 080 45006 021 0.a3 TLL1 introm variamt, intron variant, NMD_transeript_variant 0 0957
3 r=T4RRRMT 112614048 C A 0.09 532006 002 0.20 - intergenic_variant ] 0.5
1 =264 TRS 54394410 C T {1 i 57e-DG 1B1 4.39 LNX1-AS1, LNX1, intronvariant, noreodingtranscript_variant, in- 0 0.347
FIFIL1 tron wariant, downstream_gene viriant
B r=13281004 1247417E9 T C G4 6.7laDG 035 0.66 ANXALL, - WPSLTCT_Feme_viriant, imtron_variant, regula- 0 0.58
tory_region viriant
10 rETRGOGGLE 55268813 G A L.on 678206 0.00 0.08 - inbergenic_variant ] 0.0
19 rs1921061 48 51083352 G C 100 TA%e06 000 0.049 CEACAMIE, - intron_variant, regulatory_region_variant ] 0.9
16 r=3922610 6512728 G A 0.09 BlleDd 001 018 CNTNAP4 intron_variant, norecodingtranscript_variant, in- 0 1
tronvariant
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rsT4634500 156207690 G 8] 0.09 Q000G 003 023 PMF1, PMF1- intronvariant, downstream gene variant, intronovariam, 0O 0.9
BGLAP, BGLAP NMD_transcript variant, upstream gene variant
rs1 20901160 G1102621 G A 007 94106 008 037 RP11-TTEHI2A intron_variant, non_coding_transcript_variant ] D.:;E
r=43624 28 0341 L8] A G0 94606 03T 068 SMGG intronvariant ] 0. 1
rs13275031 TO168705 C T 0.92 69607 021 n.s1 - interpenic_variant ] D.'Jg.ﬂ
rsTR10484 49778212 T 8] 0.96 71607 012 033 - interpenic_variant ] 0.9867
=G5 3B0G6T BT050216 G T iz 255007 1B4 4.08 - intergenic variant ] 0.988
rs144756H02 122373287 A G 0.08 944007 008 034 - inberpenic_variant ] 0.98%
r=T2747h GOA1641T G T 0.53 L70e-DG 033 063 FHIT intron_variant ] 0.9%4
r=193051711 BIT37107 C T 0.09 184006 002 nig - interpenic_variant ] 0.9
r=HG00GY 40541250 T 8] 0.B2 191e-06 031 061 SUGCT intronvariant, downstreun gene_variant ] 0.997
=TG4 TG G1879513 G A 087 191e-06 012 0.42 RP11-00082.1, downstream_geme_variant, intron_variant, 0 0.997
RP11-146N18.1 noncoding transeript variant
=1 77R001% B3277510 A G 0.ED 24306 023 054 CDHI13 intron variant, NMD_transcript variant, intronovariam, 0O 0.977
introm_variant, non_coding transeript_variant
r=4298578 2834741 T A 0.96 27606 012 0.42 - intergenic_variant ] 0935
r=191166845 BT015130 T C 0.99 37806 04 0.26 AGEL1 intron_variant ] 0.5
59137280 74071304 A G 0.1 57006 025 058 - inbergenic_variant ] 0.987
r=ATA4G52 T4639028 T C 0is 50806 160 327 - intergenic variant ] 09435
rs 117092646 B5199964 A G 0.08 6.25e-06 010 040 CTC-T6C10.1 UPSETEAM_FeT e viriant ] 09556
115246628 183787321 L8] T 1.00 TA4e-DG 001 014 RGL1 intron_variant ] 0.9%8
r=T44TEG2 GTHS6247 G C 0.97 T.T6e-06 012 0.44 - intergenic_variant ] 0906
r=Td31 7074 4177001 A G 0.09 BATe-DG 04 0.30 RP11-739G5.1 intron_variant, non_coding transcript_variant ] 0.9
= 147007521 2RINGR2T G C 0.6 943206 015 048 LINGO2 introm_variant ] 0.98%
rs112855075 20332523 T G 0.96 99506 018 n.s1 - interpenic_variant ] 09556
rETROGAGIT 71723181 C T 0.09 3TTe-DE 001 n.oa PHLFP2 intron_variant, intron variant, 0 0.997
non_eoding_transeript_variant, upstream_gens variant
=1 B403GEH58 2157063 L8] T 1.00 1.23e-07 00D n.0a - intergenic_variant ] 0.9
r=1R0437T18 134655419 A G 0.99 36007 001 nis ENORALD downst reamgrne_variant ] 0906
r=T2654815 21304625 G A 097 67007 005 0.27 EIF4G3, - intron_variant, regulatory_region_variant ] 0.987
113318533 191203487 C A 0.6 TORa-07 008 033 - intergenic variant ] 0.9%2
=1 430G20E] 2679706 G A 0.08 L1ge0G 005 0.27 - inbergenic_variant ] 0.938
rs1 3996708 4508396 G A 0.09 19506  0.01 iz - regulatory_region_variant, intergenic_variant ] 0.997
r=TE4ETGELE 72134102 T A 0.99 21006 002 0.22 NEGRI, - intron_variant, regulatory_region_variant ] 0906
r=T2801516 BAMGI3ET A G (LGE 21906 0.21 053 RP11-254F19.3 intron_variant, non_coding transcript_variant ] 081
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Not adjusted to all other outcomes
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penotyped impu;éz.iuﬂ:u

CHR 5NP BP Al AD FRO P OR_L35 OB U9 peme CONEE]
T =17512172 121198154 T A 0G7 {%e07 046G 0.71 - intergenic_variant ] 09975
11 0563027 517024006 T C .Go L5306 046 0.72 LINCDOZTL intron_variant, non_coding transeript_variant ] 0978
T r= 1460640 42535300 C T 034 La87eDE  1.36 210 - intergenic_variant ] 0. ]
3 r=115155878 114055088 A C 0ar 23leD6 D12 0.42 ZBTEM downstream gens variant o 0.991a
2 rETASTEO0 18772302 T c 083 274e06 030 0.68 STON1, STON1- intron variant, regulatory_region variant ] 0.991
GTF2AI1L, -
14 r=150856 TO530706 C G 03 35Te DG D42 0.70 SLCEAZ intron_variant, intronwvariant, NMD transeript variamt, 0 0.948
NPSLTE T Ee e Viriant
11 r= 1974030 18475331 G A 61 50406 040 0.75 LINCDO444 downstream_gens variant ] 0,998
3 r=2G61405 21358636 G C 082 T.7TleDG 044 0.72 - intergenic_variant ] 0.995
] E5852TRI2 134785001 C T 0.9z 02606 030 0.63 CTD-258811.1, intron_variant, nocoding tramseript_variant, down- 0 0.971
CTT-2300H.3 stream_gene_variant
10 r=TOERITS 121096445 A G 041 05206  1.33 210 RP11-TOM19.2, Upstream_gene variant, intron_variant, regula- 0 0.916
GREKS, - tory_regicnoviriant
N r= 20800 1792080 C T 44 L1805 1.33 195 RP5-0G811.1 intron_variant, non_coding_transcript_variant ] 0.955
2 r=1 16266836 1553 76RO00 A G 096 {1TeDG 010 0.51 - intergenic_variant ] 0,994
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non_coding transeript_variant, Intromovariant,
MNMD_transcript_variant, upstieam gene variant
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2 r=1 2614005 650943823 C G .55 1.53e06 034 0.64 ACOTAZ01.1 intron_wariant, non_coding transeript variant o 0.952
1 chrd:142710442 142710442 C A [ 1] 3MeDG 165 138 - intergenic_variant 2 1
14 r=73501 712 744446 T C 090 1MeDs D23 0.55 RP11-384J42 intron_variant, non_coding_transeript_variant ] 0,998
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