Figure S1. Integrated Genome Browser visualization (IGV) of the variants.

A-  G>T variant change in SLITRK4 gene in the heterozygous form for the parents (lower panel) and the
hemizygous form for subject number 23 (upper panel).

B- T >AT variant change in MISI8BP1 gene in the heterozygous form for the subject number 45 (upper
panels) as compared to other samples included in the study.

C-  G> A variant change in H440 gene in the heterozygous form for the parents (lower panels) and the
homozygous form for subject number 45 (upper panel).

D- A>G variant change in PTCHD1 gene in the hemizygous form for subject number 64 (lower panel) as
compared to other samples included in the study.

E- G>A variant change in ASXL3 gene in the homozygous form for subject number 70 (lower panel) as
compared to other samples included in the study.

F- T>TGGAG variant change in KRTAP5-5 gene in the homozygous form for subject number 73 (upper
panel), in the homozygous form for the father and in the heterozygous form for the mother (lower panels).
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