A ENST00000320985.10 oo (D ©

Genome build GRCh37 / hg19 Constraint @
bl iptID EN: 5.10
Ensembl gene ID  ENSG00000148516.17 Category  Exn.SNVs Qhs.SMVs Constraint metrics
Gene symbol 7(B1 7-012
. v 1
Region 10:31608054-31318130 Synonymous 2114 98 ofe=094083-109 °—2"
References Ensembl, UCSC Browser T
o =
issense 3728 465 ofe = 081 Q75 - 088) 091
e az 4 pU =099
ol
? ore=pu00- (D °*—"
[ exome [ genome Memc[ Mean '] (Saveplol]
100-
%
8
70
Per-base %
mean depth 50.
of coverage 40
30
20
10

L

10-31784748-AGATGA... p.Glu102ValfsTer3 © frameshift (poF fisg) 1 31386 3.19e-5 0
10-31791353-C-T pGln133Ter @ stop qained 1 251216 398e-6 0
10-31791438-G-GT (€] 481+2dupT @ splice donor 1 251250 398e-6 0
10-31791439-T-C c481+2T>C @ splice donor 1 251242 3.98e-6 0
10-31809746-G-T p.Glud9sTer @ stop qained 1 249504 401e-6 0
10-31810579-C-A p.Cys772Ter @ stop qained 1 251062 398e-6 0
10-31812860-G-A €2602-1G>A @ splice acceptor 1 250750 3.99-6 0
10-31812916-ACT-A p.Ser887Ter @ frameshift 1 31372 3.19e-5 0
10-31815791-G-T (€] .Glu992Ter @ stop qained 1 250818 399%-6 0
10-31816016-G-T .Glu1067Ter @ stop qained 1 222244 45e-6 0
10-31816027-A-AG p.Glu1071GlyfsTer13 ® frameshift 1 227548 439e-6 0
10-31816040-G-T p.Glu1075Ter @ stop gained 1 233126 429e-6 0
10-31816077-CA-C (] p.Thr1089LeufsTera @ frameshift 2 243374 8.22e-6 1
10-31816100-G-GAT pAsp1096MetfsTer11 ® frameshift 1 246760 405e-6 0
10-31816105-CAG-C (] p.Arq1097GlyfsTer2 @ frameshift 1 246882 405e-6 0
10-31816122-C-CA pSer1103LysfsTer11 @ frameshift 5 247320 202e-5 0

Figure S1. Screenshots of gnomADv.2.1.1 page documenting ZEB1 variants. (A) pLI and o/e scores assessing intolerance
to haploinsufficiency (B) Loss-of-function variants. Information shown is for the ENST00000320985.10 transcript that cor-
responds to NM_030751.6 used as the reference sequence in studies reporting on variants causing PPCD3. Source:
https://gnomad.broadinstitute.org/.



