Supplement Table 1. 
Candidate variants from exome sequencing of eight PD families.
	SNP ID 
	Gene
	Allelesa
	Amino acid change
	dbSNP135
	Reported in 1000 genomes
	SIFTb
	PolyPhenc
	Cases/PD familiesd
	Hom/Hete
	Segregated with the disease status

	rs150689919
	TET1
	C/T
	S487L
	Yes
	Yes
	0
	probably damaging
	3/3
	Het
	No

	rs200128812
	ESPN
	T/C
	S170P
	Yes
	Yes
	0
	possibly damaging
	3/3
	Het
	No

	rs199807296
	GMIP
	C/G
	R838P
	Yes
	Yes
	0.01
	probably damaging
	3/3
	Het
	No

	rs200909431
	TBX21
	A/C
	T180P
	Yes
	Yes
	0.01
	[bookmark: OLE_LINK26][bookmark: OLE_LINK27]possibly damaging
	3/3
	Het
	No

	rs201537562
	C15orf27
	T/G
	V93G
	Yes
	Yes
	0
	probably damaging
	3/3
	Het
	No

	rs73840338
	FRG2C
	C/A
	L202M
	Yes
	Yes
	0.02
	probably damaging
	3/3
	Het
	No

	rs199759392
	FAM22G
	C/G
	S137C
	Yes
	Yes
	0.01
	possibly damaging
	3/3
	Het
	No

	rs139010818
	PKD2L1
	A/C
	V401G
	Yes
	Yes
	0
	probably damaging
	3/3
	Het
	No

	rs146069990
	PKD2L1
	G/A
	S249L
	Yes
	Yes
	0
	possibly damaging
	3/3
	Het
	No

	rs199920556
	PKD2L1
	C/A
	D729Y
	Yes
	Yes
	0
	possibly damaging
	3/3
	Het
	No

	rs201624272
	CXADR
	C/G
	L250V
	Yes
	Yes
	0
	possibly damaging
	3/3
	Het
	No

	rs201902185
	POLR2J2
	G/A
	P78L
	Yes
	Yes
	0.06
	possibly damaging
	3/3
	Het
	No

	rs201559724
	BTN1A1
	G/C
	G80R
	Yes
	Yes
	0.08
	possibly damaging
	3/3
	Het
	No

	rs142760061
	SMPD3
	C/T
	G635S
	Yes
	Yes
	0.02
	probably damaging
	3/3
	Het
	No

	rs144595307
	TCEAL3
	C/T
	P175S
	Yes
	Yes
	0
	probably damaging
	3/3
	Het
	No

	rs201465227
	PAK2
	G/C
	Q101H
	Yes
	Yes
	0.01
	possibly damaging
	3/3
	Het
	No

	rs201386396
	SLIT3
	T/G
	T1142P
	Yes
	Yes
	0.09
	possibly damaging
	3/2
	Het
	No

	rs200979099
	HS6ST1
	G/T
	D87E
	Yes
	Yes
	0
	probably damaging
	3/2
	Het
	No

	rs202045718
	C1orf9
	C/G
	R799G
	Yes
	Yes
	0.01
	possibly damaging
	3/2
	Het
	No

	rs201112792
	HEATR2
	T/C
	L468P
	Yes
	Yes
	0
	probably damaging
	3/2
	Het
	No

	rs200397471
	CAND2
	G/C
	L193F
	Yes
	Yes
	0
	probably damaging
	3/2
	Het
	No

	rs79546825
	BFAR
	A/G
	Y38C
	Yes
	Yes
	0.02
	possibly damaging
	3/2
	Het
	No

	rs146162152
	BFAR
	G/A
	V148M
	Yes
	Yes
	0
	possibly damaging
	3/2
	Het
	No

	rs201160764
	GDF11
	G/C
	R249P
	Yes
	Yes
	0.01
	possibly damaging
	3/2
	Het
	No

	rs142339148
	STAG3
	G/T
	G81V
	Yes
	Yes
	0.01
	probably damaging
	3/2
	Het
	No

	rs180875716
	NPAT
	T/A
	S1386C
	Yes
	Yes
	0.04
	possibly damaging
	3/2
	Het
	No

	rs41280175
	HSDL2
	A/T
	K91I
	Yes
	Yes
	0.01
	probably damaging
	3/2
	Het
	No

	rs186016030
	[bookmark: _GoBack]C3orf37
	C/G
	L112V
	Yes
	Yes
	0.01
	probably damaging
	3/2
	Het
	No


aRisk allele in bold.
bEffects of SNP predicted by SIFT: Ranges from 0 to 1. The amino acid substitution is predicted damaging if the score is <=0.05, and tolerated if the score is >0.05.
c Effects of SNP predicted by PolyPhen: Probably damaging, i.e., it is with high confidence supposed to affect protein function or structure; Possibly damaging, i.e., it is supposed to affect protein function or structure; Benign, most likely lacking any phenotypic effect;. Unknown, when in some rare cases, the lack of data do not allow PolyPhen to make a prediction 
dNumber of cases and families with variants at the position.
eHet/Hom: “Het” is short for “heterozygous”; “Hom” is short for “homozygous”.









