Table S4: Summary of coding and selected non-coding de novo indels and non-synonymous SNVs
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De novo coding variants
CCT2 No NC_000012.11:8.69993654G>A missense  HD09C Yes Yes 0 0 41 11.05% D D 32
VASH1 No NC 000014.8:g.77242233A>G splicing HDO09C Yes Yes 0 0 39 25.70% NA NA 239
CYP26A1 No NG _008067.1:2.7481A>G missense  HK9C Yes Yes 0 0 40 10.02% T B 18.47
PKDIL2 No NG 033236.1 :g.84039G>A synonymous HDO9C Yes No 0 0 43 98.71% NA NA 9.129
TMEMI175 No NC_000004.11:¢.952275C>T synonymous HK9C Yes Yes 0 8.83E-06 55 98.56% NA NA 11.94
CSMD3 No NC 000008'10:%] 13841961T>C missense  VHI05C Yes No 0 8.13E-06 58 0.13% T B 7.16
CCDC82 No NC 000011.9:2.96117858 A>T synonymous VH108C Yes Yes 0 0 63 74.54% NA NA 0.773
De novo non-coding variants in selected ENS genes
NRGI Yes NG 012005.2:g.667454G>C SNV VH106C Yes Yes 0 0 49 NA NA NA 1.46
NRGI Yes NG _012005.2:2.92222G>T SNV HK164C Yes Yes 0 0 37 NA NA NA 0.679
NRGI Yes NG 012005.2:g.146]24A>G SNV VHI108C Yes Yes 0 0 55 NA NA NA 3.126
ERBB4 Yes NG 01 1805.1:g.835055 835059delAAACA indel VH106C Yes Yes 0 0 40 NA NA NA 6.129
SEMA3A4 Yes NG_011489.1:¢.210732delT indel ~ VHIO6C Yes Yes 0 0 32 NA NA NA 1.407
ZEB2 Yes NC 000002.11 g 145137510C>T SNV HK164C Yes Yes 0 0 55 NA NA NA NA
DCC Yes NG 013341.2:2.651331G>A SNV HK180C Yes Yes 0 0 41 NA NA NA 0.668

D: damaging; B: benign; T: tolerated; NA: not applicable; *In-house unpublished data



