Table S1: Genotype of the index patient (I11.3) analysed with panel sequencing. Only variants with a
minor allele frequency < 0.0005 in GnomAD [1] are shown. As SNTA1 is only listed with Long QT
syndrome in the Online Mendelian Inheritance in Man database

(https://www.ncbi.nlm.nih.gov/omim) the cosegregation of this variant within the family was not

analyzed.
gene reference variant
sequence
FKTN NM_006731.2 | c.895A>C, p.Ser299Arg, rs367662190
FKTN NM_006731.2 | c.1325A>G, p.Asn442Ser, rs1429464723
SNTA1 NM_003098.2 | ¢.356A>G, p.Lys119Arg, rs n.a.
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