
Figure S1
The variant functions for 253 SIDS-associated variants (combined C4 and C5 variants) (A), 133 cardiac-associated variants (B) and 273 random variants (C). Left: All variant functions. Right: Coding variant functions. 
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Figure S2
Network analysis performed on cardiac-associated genes. The colors correspond to the network types.  
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Figure S3
Network analysis was performed on random C4 (A) and C5 (B) genes. The colors correspond to the network types.  
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