Supplementary Table 3. In silico splice site prediction analysis of a sequence alteration in LMNA
	Gene
	Nucleotide change
	SpliceView
	NetGene2
	BDGP*

	
	
	wild-type
	mutated
	wild-type
	mutated
	wild-type
	mutated

	LMNA
	c.1158-44C>T
	No DSS
	DSS 0.84
	No DSS
	DSS 0.70
	No DSS
	DSS 0.56


Acceptor and donor splice site prediction scores were calculated for wild-type sequence and mutations by using the programs SpliceView, NetGene2, and Berkeley Drosophila Genome Project (BDGP). High and low scores indicate strong and weak splice sites, respectively. The nucleotide change is predicted to create a new splice donor site. *The threshold is at 0.4. ASS, acceptor splice site; DSS, donor splice site. 
