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Iﬂyﬁgtigating the Genetic Causes of Sudden Unexpected Death in infants and
children.
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We performed next-generation sequencing ENGS) analysis in 29 sudden infant
death syndrome (SIDS) and sudden unexplained death in childhood (SUDC) cases (19 men and 10 women;
age 1-13 years, under l-year-old; 16 cases, over l-year-old; 13 cases) to identify causal variants
in disease-associated genes. Here, we forced simply on obvious pathogenic variants that could
increase the power by only considering variants with strong effects on phenotypes.

Three known pathogenic variants and 7 unknown pathogenic variants in 9 genes were identified in 7 of
the 29 cases. In four cases, heterozygous pathogenic variants in epileptic encephalopathy-related
genes were detected. In one case, a pathogenic variant was detected in the cardiomyopathy-related

gene. We identified molecular diagnoses in 5 of 29 cases (17.2%) involving 4 genes that have been
implicated in sudden death.
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