
Supplementary Figure S1. Sanger sequencing analysis of III-1 member from family 8, according 
p.Val931Glyfs*120 MYBPC3 variant. 

 

Sanger sequencing was performed with a custom primer design that covers the specific region 
of the genome where the variant is located, both forward and reverse. Sequencing was 
performed in both forward and reverse (data shown) using the SeqStudio GeneƟc Analyzer 
System. 

InserƟon of a G base, approximately at posiƟon 120, of the amplified sequence (red arrow) 
generates a downstream frameshiŌ alteraƟon, which generate the formaƟon of a STOP codon 
120 amino acids downstream from the inserƟon. 


