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Supplemental Table S3-1  The annotation results of PER3 SNP identified by exome sequencing in the unaffected individuals of the DUH family.

	Sample ID
	I-1, II-1, II-4,  II-13, III-5
	I-1,II-1,II-4, II-13, III-5
	I-1,II-1, II-4, 
II-13, III-5
	I-1,II-1,II-4,
 II-13, III-5
	I-1, II-1, II-4, II-13, III-5

	Variant 
	1:7887248-G-
A
	1:7887493-T-C
	1:7887605-G-A
	1:7890024-T-G
	1:7890026-A-G

	RS ID
	rs2859387
	rs228696
	rs17031614
	rs201662971
	rs199947375

	Gene
	PER3
	PER3
	PER3
	PER3
	PER3

	Coding DNA change
	NM_001289861:exon18:c.G2259A; NM_001289862:exon18:c.G2259A; NM_001289863:exon18:c.G2238A;
NM_001289864:exon18:c.G1302A;
NM_016831:exon18:c.G2235A.
	NM_001289861:exon18:c.T2504C;
:NM_001289862:exon18:c.T2504C;
NM_001289863:exon18:c.T2483C;
NM_001289864:exon18:c.T1547C;
NM_016831:exon18:c.T2480C.
	NM_001289861:exon18:c.G2616A;
NM_001289862:exon18:c.G2616A;
NM_001289863:exon18:c.G2595A;
NM_001289864:exon18:c.G1659A;,
NM_016831:exon18:c.G2592A.
	NM_001289862:exon19:c.T3017G;
NM_001289864:exon19:c.T2057G;
NM_016831:exon19:c.T2990G.
	NM_001289862:exon19:c.A3019G;
NM_001289864:exon19:c.A2059G;
NM_016831:exon19:c.A2992G.

	Protein change
	p.P753P, p.P753P, p.P746P, p.P434P, p.P745P

	
p.L835P, p.L835P,
p.L828P,
p.L516P,
p.L827P


	
p.S872S,
p.S872S,
p.S865S,
p.S553S,
p.S864S


	p.M1006R,
p.M686R,
p.M997R
	p.K1007E,
p.K687E,
p.K998E.


	ExonicFunc
	synonymous SNV
	missense 
SNV
	synonymous SNV
	missense 
SNV
	missense
 SNV

	SIFT,
Polyphen2
_HVAR,
Polyphen2
_HDIV,
MutationTaster,
CADD.
	-
	0.501,T;
0.001,B;
0.0,B;
1,P;
-
	
-,
-,
-,
-,
1.084674,11.13

	
0.332,T;
0.0,B;
0.0,B;
1,N;
-

	0.89,T;
0.0,B;
0.0,B;
1,N;
-

	GnomAD_ALL_AF
	0.42844744
	0.96931002
	0.08330748
	-
	-

	GnomAD_ALL_AN
	271912
	277224
	277226
	-
	-

	GnomAD_EAS_AF
	0.80892265
	0.99947006
	0.28015688
	-
	-

	GnomAD_EAS_AN
	18694
	18870
	18868
	-
	-

	1000g_Chinese
	0.825581
	1
	0.262458
	-
	-

	1000g_EAS
	0.8026
	1
	0.2728
	-
	-

	1000g_ALL
	0.516773
	0.97524
	0.0964457
	-
	-

	esp6500si_all
	0.4065
	0.961
	0.0242
	-
	-
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	Sample ID(unaffected)
	III-5
	III-5
	III-5
	III-5

	Variant 
	1:7870048-T-C
	1:7887404-C-T
	1:7887605-G-A
	1:7889941-C-T

	RS ID
	rs228669
	rs35733104
	rs17031614
	rs2640908

	Gene
	PER3
	PER3
	PER3
	

	Coding DNA change
	NM_001289861:exon12:c.T1338C;
NM_001289862:exon12:c.T1338C;
NM_001289863:exon12:c.T1338C;
NM_001289864:exon12:c.T381C; NM_016831:exon12:c.T1335C.
	NM_001289861:exon18:c.C2415T;
NM_001289862:exon18:c.C2415T;
NM_001289863:exon18:c.C2394T;
NM_001289864:exon18:c.C1458T;
NM_016831:exon18:c.C2391T
	NM_001289861:exon18:c.T2504C;
NM_001289862:exon18:c.T2504C;
NM_001289863:exon18:c.T2483C;
NM_001289864:exon18:c.T1547C;
NM_016831:exon18:c.T2480C:
	NM_001289861:exon19:c.C2931T;
NM_001289862:exon19:c.C2934T;
NM_001289863:exon19:c.C2910T;
NM_001289864:exon19:c.C1974T;
NM_016831:exon19:c.C2907T.

	Protein change
	p.S446S,
p.S446S,
p.S446S,
p.S127S,
p.S445S.


	p.Y805Y,
p.Y805Y,
p.Y798Y,
p.Y486Y,
p.Y797Y.

	p.L835P,
p.L835P,
p.L828P,
p.L516P,
p.L827P.

	p.T977T,
p.T978T,
p.T970T,
p.T658T,
p.T969T.




	ExonicFunc
	synonymous SNV
	synonymous SNV
	missense SNV
	synonymous SNV

	SIFT,
Polyphen2
_HVAR,
Polyphen2
_HDIV,
MutationTaster,
CADD.
	-
	-
	0.501,T;
0.001,B;
0.0,B;
1,P;
-
	-,
-,
-,
-,
1.373346,12.65

	1000g_Chinese
	0.825581
	0.0813953
	1
	0.523256

	1000g_EAS
	0.8026
	0.0764
	1
	0.4851

	1000g_ALL
	0.516773
	0.0161741
	0.97524
	0.304313

	esp6500si_all
	0.4065
	0.0008
	0.961
	0.2269
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