Supplementary figure 1. Integrative Genomics Viewer (IGV) screenshots and Sanger
sequencing chromatograms for GN and HSP variants reported in manuscript tables 2 and 3.
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B. fam_081 GRCh38 g.11999054 C>T (het) MFN2 NP_055689.1:p.Arg259Cys
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K. i. fam 007 GRCh38 g.27313074 G>A (het) MPV17 NP_002428.1:p.GIn36Ter
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M. i. fam_001 GRCh38 g.240783773 G>T (het) KIF14 NP_001230937.1:p.Ala255Asp
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