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Number of affected individuals in the families with any sequence variant compared to the families with no sequence variants. The families for which the selected sample carried a sequence variant have a higher mean number of affected individuals (6.88 ± 4.5 (4-28)), than the families without sequence variants (5.62 ± 2.21 (4-19)). For this analysis we included all of the sequence variants identified in this study, even if they were considered non-pathogenic.

