Supplementary Table 2. LMNA, ZMPSTE24, and ICMT sequence alterations identified in eight patients with HSS
	Gene
	Exon/ Intron
	Nucleotide alteration
	Protein conse​quen​ce
	Frequency of

second allele

in patients
	Clinical significance
	dbSNP

	LMNA
	Exon 5
	c.861T>C
	p.=
	2/16
	non-pathogenic
	rs538089

	
	Intron 6
	c.1157+16G>A
	–
	1/16
	non-pathogenic
	rs534807
	

	
	Intron 6
	c.1158-44C>T 
	–
	2/16 (1)#
	unknown
	–
	

	
	Exon 7
	c.1338T>C
	p.=
	1/16
	non-pathogenic
	rs505058

	
	Exon 10
	c.1698C>T
	p.=
	3/16
	non-pathogenic
	rs4641

	
	Exon 10
	c.1761G>A
	p.=
	1/16
	non-pathogenic
	rs80356813

	
	Exon 11
	c.1930C>T
	p.R644C
	1/16
	possibly pathogenic
	–

	

	ZMPSTE24
	Intron 5
	c.627+18T>G
	–
	2/16
	unknown
	rs16827109
	

	
	Exon 6
	c.651T>C
	p.=
	2/16
	unknown
	rs2076697

	

	ICMT
	5’-UTR
	c.-41_-64dup24
	–
	1/16
	unknown
	–


#Total number of homozygotes
p.= indicates that there is no effect on protein level expected
5’-UTR: 5’-untranslated region
