Supplementary Table 1: Exonic candidate variants co-segregating with AD in the analyzed family members and likely being pathogenic.
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ADAM17<-
>MMP14,ADAM17<-
>MMP3,ADAM17<-
>ACE,ADAM17<-
>APP, ADAM17<~
>NOTCH1,ADAM17<-
>FURIN, ADAM17<-
>NOTCH3,ADAM17<-
>TIMP2,ADAM17<-
>ADAM10,ADAM17<-
>NOTCH2,ADAM17<-
>SORT1,ADAM17<-
>TNFSF11,ADAM17<-
>MMP2,ADAM17<-
>TIMP1,ADAM17<-

>TNFRSF1B,ADAM17<-
>CXCL12,ADAM17<-
>MMP9,ADAM17<-
>VEGFA,ADAM17<-
>ADAM12,ADAM17<-
>ERBBA,ADAM17<-

ADAM17__|chr2 9666348| 9666349 | ADAM17:NM_003183:ex0n6:c.G644T:.R2151 nonsvnonvmous SNV T 4.685 0.14749289300958188 >MMP1.ADAM17<->BACEL

USP34 chr2 61566815 USP34:NM_014709:exon17:¢.G2501T:0.G834V. nonsvnonvmous SNV 0.2455167145666326 0
WFS1<->GSK3A, WFS1<-
>FTO, WFS1<-
>CDH23,WFS1<-
>TCF7L2,WFS1<-
>LMNA, WFS1<-

WFS1:NM_001145853: exon6:c. GB3A:p.R228H,WFS >TPPLWFS1<-
WES1 chra 6293694 | 6293695 1: sexon6:c.G6BIA: nonsynonymous SNV 01 N 0,0000| > HHEX.WFS1<->ELN
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GPR125 chrd. 22422614] 22422615 nonsvnonvmous SNV 0.21275939973079794 N 0.0000
LIMCH1:NM_001112719:exon:
CHLINM_001112720:ex0n2:c.C121T:p.R41C, LIMCHL
:NM_001112717:ex0n7:¢.C583T:p.R195C,LIMCHL:N
X X0n7:C.C583T:p.R195C, LIMCHL:NM_
umcn1  |chra | 41615578 1c.C583T:0.R195C N 0,0000
3 TNIPL<->TNFAIP3, TNIP1 <
ey chrs | 150416472| 1,5€+08] 0, nonsynonymous SNV _|T o N 0,0000| >NFKB1
DAAM2:NM_001201427:ex0n24:c.G2866A:p.E956K, -_ DAAM2<->DVL, DAAM2 <~
DaAM2 chrs | 39860131| 30869132 | DAAM2:NM 015345:ex0n24:c.G2863A:0.EQ55K sy 5.809/0.49086129330090683 0.1829870149983611 0,0000| >CELSR2
DDHD2:NM_001164232:exon1 1:c.AL306C:p.K436Q, -

DoHD2 |chvs | 38107282 1:c.A1306C:0.K4360 04 I
>SLC6A3,ADRA2A<-
>SSTR1,ADRA2A<-
>GAL ADRA2A<-
>OPRK1,ADRA2A<-
>GALR3, ADRA2A<-

ADRA2A|chrio | 112838908 1136408 nonsvnonvmous SNV 4.155 302 0.15734106894419156 0.0000

TSC22D1|chri3 | 5147304 nonsvnonvmous SNV 4.006 0.1777355402267678 N 0.0000[TSC2201<->TPTL
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# number of rare (MAF<0.01) exonic and solicina variants seareaating with the disease
nonsvnonvmous. 49
svnonvmaus 3
frameshift indel 3
nanframeshift indel 5
solicin 7



