Supplementary Table. Summary of rare missense variants in NEK1 identified in patients with SALS and control subjects.
	c.DNA
	Protein
	Allele frequency in gnomAD
	SALS (n=446)
	Control (n=1163)
	Fisher's exact test

	c.302A>G
	p.Gln101Arg
	―
	1
	0
	

	c.445A>C
	p.Ile149Leu
	6.76E-06
	1
	0
	

	c.899T>C
	p.Ile300Thr
	1.61E-05
	0
	2
	

	c.1283G>A
	p.Ser428Asn
	―
	0
	1
	

	c.1534G>T
	p.Ala512Thr
	4.01E-06
	1
	2
	

	c.1754A>G
	p.Tyr585Cys
	―
	0
	1
	

	c.1823G>A
	p.Arg608His
	6.46E-05
	1
	1
	

	c.1928G>A
	p.Arg643His
	4.16E-05
	0
	1
	

	c.1986A>C
	c.Glu662Asp
	―
	0
	1
	

	c.2470A>G
	p.Asn824Asp
	4.04E-06
	0
	1
	

	c.2647T>C
	p.Cys883Arg
	1.36E-04
	1
	1
	

	c.3287C>T
	p.Thr1096Ile
	4.05E-06
	0
	1
	

	c.3322G>C
	p.Asp1108His
	4.07E-06
	0
	2
	

	Total
	
	
	5 (1.1%)
	14 (1.2%)
	P = 1.00


[bookmark: _GoBack]All of the missense variants identified are in the heterozygous state. The rare missense variants were designated for those with a minor allele frequency (MAF) <0.1% in all of the following population databases, including Genome Aggregation Database (gnomAD; https://gnomad.broadinstitute.org/), Japanese Multi Omics Reference Panel (jMorp; https://jmorp.megabank.tohoku.ac.jp; 4.7KJPN), and our in-house exome database of 1,163 healthy control subjects.

