Supplemental Table 1.  Unadjusted associations between circadian polymorphisms and sleep disruption (WASO) and duration (TST) parameters (n = 289)

	
	
	
	
	
	
	WASO
	TST

	Gene
	SNP
	HGVS Description
	HuRef 
Position
	Chr
	MAF
	β
	p
	Model
	β
	p
	Model

	CLOCK
	rs1801260
		c.*213T>C
	55435202



	55435202
	4
	.222
	.100
	.093
	D
	.061
	.306
	D

	
	rs3736544
	p.Asn588=
	55443825
	4
	.330
	.104
	.077
	A
	-.070
	.233
	R

	
	rs6849474
	c.1206+759C>T
	55452295
	4
	.297
	-.069
	.245
	D
	.042
	.473
	D

	
	rs11932595
	c.793-1130T>C
	55457430
	4
	.382
	-.116
	.050
	D
	.123
	.038
	D

	
	rs11735267
	c.48-1421G>A
	55481120
	4
	.331
	.104
	.079
	A
	-.070
	.236
	R

	
	rs2070062
	c.-101T>G
	55489431
	4
	.222
	-.100
	.089
	D
	.059
	.318
	D

	
	rs6850524
	c.-289-5765G>C
	55515830
	4
	.484
	.111
	.059
	D
	-.048
	.416
	A

	CRY1
	rs10746075
	c.159-8013T>A
	107030205
	12
	.500
	-.017
	.774
	R
	-.046
	.441
	D

	PER1
	rs2253820
	p.Thr787=
	8144851
	17
	.301
	.121
	.040
	D
	-.149
	.011
	D

	
	rs885747
	c.1498-38C>G
	8147419
	17
	.465
	.039
	.512
	D
	.021
	.724
	D

	PER2
	rs10198215
	c.1901-182T>C
	238257268
	2
	.457
	.160
	.007
	A
	.180
	.002
	A

	
	rs7570188a
	c.1047-1164A>C
	238264222
	2
	.074
	
	
	
	
	
	

	
	rs2304676a,b
	c.772+39C>T
	238271273
	2
	.038
	
	
	
	
	
	

	
	rs2304674
	c.449-72T>C
	238273263
	2
	.351
	.100
	.090
	A
	-.130
	.027
	A

	
	rs10462023
	c.294-43C>T
	238275940
	2
	.273
	-.129
	.028
	D
	.187
	.001
	A

	PER3
	rs228729
	c.274+49T>C
	7785635
	1
	.292
	.040
	.500
	R
	.040
	.494
	D

	
	rs228682
	c.645-2239T>C
	7796286
	1
	.337
	-.051
	.391
	R
	.099
	.094
	R

	
	rs1012477
	c.645-450G>C
	7798075
	1
	.174
	-.109
	.064
	A
	.078
	.188
	A

	
	rs707465
	c.872+53T>C
	7801244
	1
	.446
	.030
	.610
	D
	-.042
	.480
	D

	
	rs4908482
	c.1523-1857A>G
	7817428
	1
	.467
	.080
	.177
	D
	-.079
	.180
	D

	
	rs228697a
	p.Pro864Ala
	7827519
	1
	.071
	
	
	
	
	
	

	
	rs2640908
	p.Thr977=
	7829881
	1
	.253
	.129
	.029
	D
	-.104
	.080
	D


Analyses were conducted with square root-transformed WASO values. Bold associations have p<.05. A, additive model; CLOCK, circadian locomotor output cycles kaput gene; CRY, cryptochrome gene; D, dominant model; HGVS, human genome variation society; HuRef, human reference sequence; MAF, minor allele frequency; PER, period circadian clock gene; R, recessive model; SNP, single nucleotide polymorphism; TST, total sleep time; WASO, wake after sleep onset.
a SNP excluded from analysis because one of the genotypes had a frequency <3 (n = 3).
b SNP excluded from analysis because MAF < 0.05 (n = 1).
[bookmark: _GoBack]
