	Supplementary Table 1. Summary of selected 100 SNPs in NEUROD1 target genes and response to chemotherapy and overall survival.

	SNP ID a
	Gene
	Location
	Alleles
	CR (%)
	MAF
	HWP
	P for response b
	
	P for overall survival c

	
	
	
	
	
	
	
	Dominant
	Recessive
	Codominant
	
	Dominant
	Recessive
	Codominant

	rs11265375
	NHLH1
	intron
	CT
	97.7
	0.25
	0.06
	0.04
	0.92
	0.10
	
	0.02
	0.35
	0.16

	rs3806915
	SEMA6A
	nearGene-5'
	CA
	98.9
	0.21
	0.16
	0.13
	0.07
	0.04
	
	0.11
	0.05
	0.04

	rs751994
	GABRB3
	nearGene-5'
	AG
	98.5
	0.25
	0.33
	0.25
	0.15
	0.12
	
	0.82
	0.05
	0.29

	rs17753970
	DCC
	nearGene-5'
	AG
	99.6
	0.48
	0.40
	0.07
	0.18
	0.05
	
	0.98
	0.50
	0.68

	rs2286511
	NTN1
	exon-synonymous
	TC
	99.6
	0.41
	0.41
	0.32
	0.88
	0.43
	
	0.00
	0.62
	0.04

	rs1288401
	SLC1A7
	exon-missense
	TC
	99.6
	0.28
	0.71
	0.91
	0.52
	0.72
	
	0.01
	0.24
	0.01

	rs532598
	SEMA6D
	exon-missense
	AG
	100.0
	0.36
	0.52
	0.18
	0.41
	0.17
	
	0.01
	0.73
	0.04

	rs34418279
	SLC1A7
	nearGene-5'
	CA
	99.6
	0.35
	0.82
	0.57
	0.96
	0.67
	
	0.01
	0.95
	0.05

	rs8018340
	SLC8A3
	nearGene-5'
	GC
	99.6
	0.25
	0.62
	0.86
	0.50
	0.67
	
	0.05
	0.47
	0.17

	rs4936538
	GRIK4
	intron
	CT
	100.0
	0.32
	0.38
	0.96
	0.27
	0.60
	
	0.05
	0.60
	0.08

	rs1368298
	EBF1
	exon-synonymous
	GA
	97.3
	0.35
	0.05
	0.30
	0.75
	0.37
	
	0.36
	0.01
	0.04

	rs3866543
	ISL2
	intron
	TG
	95.0
	0.34
	0.95
	0.41
	0.48
	0.79
	
	0.68
	0.01
	0.12

	rs2297385
	KCNQ2
	exon-synonymous
	GA
	100.0
	0.40
	0.46
	0.91
	0.72
	0.91
	
	0.80
	0.04
	0.18

	rs3809401
	SLC8A3
	3' UTR
	CT
	99.6
	0.48
	0.72
	0.04
	0.75
	0.15
	
	0.52
	0.68
	0.88

	rs13419910
	SOX11
	3' UTR
	AG
	98.5
	0.48
	0.92
	0.05
	0.98
	0.20
	
	0.89
	0.19
	0.39

	rs2274853
	NTNG2
	intron
	GA
	99.6
	0.34
	0.69
	0.40
	0.98
	0.50
	
	0.54
	0.06
	0.64

	rs3737989
	SLC1A7
	exon-synonymous
	AG
	99.6
	0.32
	0.12
	0.79
	0.30
	0.81
	
	0.25
	0.08
	0.09

	rs12756339
	BEND5
	nearGene-5'
	CT
	100.0
	0.35
	0.77
	0.44
	0.44
	0.34
	
	0.14
	0.08
	0.06

	rs11206113
	SLC1A7
	nearGene-5'
	GA
	99.2
	0.31
	0.78
	0.87
	0.06
	0.31
	
	0.42
	0.21
	0.23

	rs2237255
	FYN
	intron
	CT
	99.6
	0.48
	0.56
	0.09
	0.87
	0.25
	
	0.92
	0.27
	0.57

	rs1527028
	FYN
	intron
	TC
	99.2
	0.41
	0.12
	0.79
	0.05
	0.38
	
	0.70
	0.99
	0.79

	rs3790110
	GNAO1
	intron
	TC
	97.3
	0.37
	0.35
	0.27
	0.06
	0.08
	
	0.39
	0.20
	0.97

	rs209698
	EPHA8
	3' UTR
	AG
	97.7
	0.23
	0.84
	0.47
	0.87
	0.51
	
	0.04
	0.38
	0.04

	rs3746372
	KCNQ2
	3' UTR
	CA
	99.2
	0.45
	0.97
	0.31
	0.14
	0.88
	
	0.04
	0.14
	0.03

	rs8022091
	SLC8A3
	5' UTR
	CA
	99.6
	0.31
	0.62
	0.62
	0.60
	0.91
	
	0.04
	0.11
	0.02

	rs12624577
	TCF15
	nearGene-5'
	CT
	99.6
	0.22
	0.41
	0.54
	0.97
	0.21
	
	0.06
	0.43
	0.06

	rs6671475
	AKT3
	intron
	AG
	99.2
	0.24
	0.98
	0.12
	0.30
	0.32
	
	0.06
	0.27
	0.05

	rs4936537
	GRIK4
	intron
	AG
	100.0
	0.28
	0.97
	0.88
	0.38
	0.63
	
	0.08
	0.86
	0.14

	rs3803349
	SEMA6D
	3' UTR
	TA
	98.9
	0.16
	0.87
	0.70
	0.72
	0.65
	
	0.08
	0.32
	0.15

	rs6700378
	RGS7
	3' UTR
	GA
	98.1
	0.13
	0.38
	0.60
	0.09
	0.94
	
	0.10
	0.73
	0.14

	rs3755485
	CHRNA1
	nearGene-5'
	TG
	100.0
	0.33
	0.26
	0.71
	0.06
	0.24
	
	0.88
	0.00
	0.27

	rs2427625
	MYT1
	3' UTR
	AC
	98.5
	0.13
	0.07
	0.83
	0.99
	0.65
	
	0.40
	0.01
	0.49

	rs1047741
	SLC1A7
	exon-missense
	GA
	100.0
	0.25
	0.53
	0.13
	0.12
	0.56
	
	0.49
	0.01
	0.18

	rs7560774
	CHRNA1
	nearGene-5'
	CA
	99.6
	0.29
	0.62
	0.74
	0.57
	0.62
	
	0.38
	0.03
	0.12

	rs537052
	SEMA6D
	3' UTR
	TC
	95.0
	0.20
	0.21
	0.07
	0.75
	0.12
	
	0.30
	0.06
	0.11

	rs2243885
	NEUROD4
	intron
	CA
	95.0
	0.30
	0.43
	0.22
	0.52
	0.23
	
	0.12
	0.07
	0.04

	rs294219
	EPHB2
	nearGene-5'
	TC
	98.1
	0.47
	0.48
	0.08
	0.14
	0.05
	
	0.40
	0.09
	0.65

	rs10861034
	SYT1
	nearGene-5'
	GA
	98.1
	0.21
	0.10
	0.40
	0.72
	0.39
	
	0.80
	0.10
	0.53

	rs4906902
	GABRB3
	nearGene-5'
	AG
	99.2
	0.31
	0.07
	0.02
	0.20
	0.03
	
	0.12
	0.60
	0.18

	rs12589013
	FOXG1
	nearGene-5'
	GA
	96.9
	0.14
	0.87
	0.03
	0.98
	0.12
	
	0.93
	0.96
	0.92

	rs1005573
	OLIG2
	intron
	CT
	99.6
	0.38
	0.23
	0.04
	0.27
	0.04
	
	0.64
	0.82
	0.66

	rs3813389
	NTNG2
	intron
	GA
	100.0
	0.11
	0.44
	0.04
	0.99
	0.03
	
	0.97
	0.55
	0.92

	rs10926365
	RGS7
	intron
	TC
	98.9
	0.44
	0.38
	0.06
	0.98
	0.21
	
	0.41
	0.53
	0.85

	rs254208
	SEMA6A
	intron
	CA
	99.2
	0.17
	0.70
	0.07
	0.47
	0.08
	
	0.38
	0.36
	0.30

	rs4926754
	BEND5
	nearGene-5'
	TC
	99.6
	0.30
	0.25
	0.08
	0.84
	0.15
	
	0.21
	0.91
	0.32

	rs9889875
	NTN1
	3' UTR
	TC
	98.5
	0.42
	0.71
	0.09
	0.27
	0.08
	
	0.84
	0.29
	0.48

	rs1385152
	BEND5
	3' UTR
	TG
	100.0
	0.19
	0.27
	0.10
	0.50
	0.09
	
	0.10
	0.79
	0.12

	rs6916861
	FYN
	3' UTR
	AC
	99.2
	0.33
	0.09
	0.25
	0.08
	0.96
	
	0.48
	0.15
	0.23

	rs883318
	NTNG2
	intron
	AG
	100.0
	0.46
	0.87
	0.12
	0.10
	0.05
	
	0.30
	0.87
	0.55

	rs13337678
	GNAO1
	intron
	TC
	98.5
	0.42
	0.57
	0.13
	0.12
	0.06
	
	0.33
	0.22
	0.19

	rs320316
	AKT3
	intron
	AG
	98.9
	0.28
	0.18
	0.19
	0.20
	0.11
	
	0.94
	0.54
	0.85

	rs12910
	FYN
	nearGene-5'
	TG
	98.5
	0.13
	0.20
	0.14
	0.61
	0.15
	
	0.45
	0.14
	0.93

	rs2241953
	GNAO1
	intron
	GA
	99.2
	0.23
	0.64
	0.25
	0.20
	0.16
	
	0.21
	0.94
	0.33

	rs1065375
	GNAO1
	exon-synonymous
	TC
	100.0
	0.28
	0.10
	0.25
	0.22
	0.16
	
	0.72
	0.49
	0.56

	rs2149171
	NTNG2
	exon-synonymous
	TC
	98.5
	0.49
	0.95
	0.42
	0.21
	0.21
	
	0.52
	0.38
	0.35

	rs712723
	GRM8
	3' UTR
	AG
	99.6
	0.40
	0.54
	0.41
	0.35
	0.29
	
	0.95
	0.16
	0.47

	rs3816596
	GABRB2
	nearGene-5'
	CT
	97.7
	0.45
	0.43
	0.27
	0.56
	0.29
	
	0.52
	0.89
	0.62

	rs6729137
	SOX11
	3' UTR
	AG
	97.7
	0.14
	0.69
	0.50
	0.21
	0.32
	
	0.78
	0.13
	0.50

	rs3733724
	SEMA6A
	3' UTR
	CT
	99.2
	0.12
	0.45
	0.48
	0.25
	0.34
	
	0.41
	0.60
	0.54

	rs7724329
	SEMA6A
	intron
	CA
	99.6
	0.29
	0.42
	0.53
	0.35
	0.37
	
	0.23
	0.28
	0.16

	rs1153819
	SEMA6D
	intron
	AT
	100.0
	0.48
	0.97
	0.64
	0.37
	0.40
	
	0.22
	0.24
	0.15

	rs3743075
	CHRNA3
	exon-missense
	CT
	95.4
	0.46
	0.54
	0.91
	0.13
	0.40
	
	0.23
	0.37
	0.21

	rs1561624
	EPHB2
	intron
	TG
	99.6
	0.37
	0.30
	0.38
	0.68
	0.42
	
	0.61
	0.29
	0.36

	rs1610037
	ADCYAP1
	3' UTR
	AG
	98.5
	0.25
	0.22
	0.57
	0.43
	0.45
	
	0.15
	0.69
	0.17

	rs521570
	EPHA8
	intron
	AT
	99.6
	0.25
	0.80
	0.37
	0.94
	0.45
	
	0.45
	0.78
	0.64

	rs7979581
	SYT1
	intron
	GA
	96.6
	0.42
	0.61
	0.51
	0.58
	0.46
	
	0.65
	0.95
	0.73

	rs3790112
	GNAO1
	intron
	GT
	98.9
	0.42
	0.17
	0.32
	0.96
	0.49
	
	0.30
	0.67
	0.36

	rs7549922
	SLC1A7
	nearGene-5'
	AC
	96.2
	0.34
	0.33
	0.28
	0.71
	0.51
	
	0.28
	0.26
	0.18

	rs209696
	EPHA8
	exon-synonymous
	CT
	99.2
	0.14
	0.47
	0.48
	0.97
	0.52
	
	0.26
	0.61
	0.25

	rs2229080
	DCC
	exon-missense
	GC
	98.9
	0.44
	0.70
	0.92
	0.30
	0.52
	
	0.62
	0.85
	0.67

	rs934345
	DCC
	nearGene-5'
	GC
	98.1
	0.25
	0.06
	0.59
	0.61
	0.52
	
	0.57
	0.36
	0.40

	rs6517135
	OLIG2
	nearGene-5'
	TC
	100.0
	0.22
	0.52
	0.68
	0.43
	0.53
	
	0.68
	0.84
	0.79

	rs2298725
	GRIK4
	exon-synonymous
	GA
	99.2
	0.30
	0.74
	0.33
	0.78
	0.53
	
	0.75
	0.18
	0.39

	rs7939968
	GRIK4
	intron
	TA
	99.2
	0.29
	0.66
	0.30
	0.51
	0.56
	
	0.41
	0.34
	0.77

	rs2295453
	MYT1
	intron
	GA
	99.6
	0.11
	0.23
	0.63
	0.71
	0.59
	
	0.29
	0.21
	0.52

	rs8117259
	INSM1
	nearGene-5'
	CT
	99.2
	0.12
	0.13
	0.45
	0.77
	0.59
	
	0.58
	0.89
	0.66

	rs2241955
	GNAO1
	intron
	CT
	98.1
	0.13
	0.89
	0.53
	0.75
	0.61
	
	0.48
	0.83
	0.49

	rs2270954
	DCC
	3' UTR
	CA
	100.0
	0.25
	0.44
	0.90
	0.33
	0.61
	
	0.17
	0.80
	0.33

	rs7206796
	GNAO1
	intron
	CT
	100.0
	0.17
	0.37
	0.53
	0.84
	0.64
	
	0.94
	0.78
	0.98

	rs17059231
	GABRB2
	3' UTR
	CT
	95.8
	0.14
	0.56
	0.73
	0.59
	0.64
	
	0.29
	0.39
	0.23

	rs12038803
	RGS7
	nearGene-5'
	GA
	98.5
	0.17
	0.14
	0.86
	0.29
	0.66
	
	0.22
	0.44
	0.33

	rs3790111
	GNAO1
	intron
	AG
	99.6
	0.25
	0.68
	0.76
	0.62
	0.66
	
	0.44
	0.73
	0.45

	rs12749316
	AKT3
	intron
	GA
	99.6
	0.48
	0.37
	0.14
	0.41
	0.68
	
	0.15
	0.35
	0.14

	rs9428966
	AKT3
	intron
	TG
	99.2
	0.24
	0.83
	0.35
	0.26
	0.70
	
	0.17
	0.72
	0.20

	rs6495309
	CHRNA3
	nearGene-5'
	CT
	99.6
	0.43
	0.23
	0.23
	0.06
	0.07
	
	0.25
	0.01
	0.03

	rs8040868
	CHRNA3
	exon-synonymous
	TC
	98.9
	0.39
	0.06
	0.60
	0.24
	0.78
	
	0.97
	0.36
	0.65

	rs247455
	SEMA6A
	intron
	AG
	99.2
	0.47
	0.91
	0.91
	0.76
	0.80
	
	0.50
	0.40
	0.36

	rs1535176
	FYN
	intron
	GT
	99.6
	0.38
	0.11
	0.68
	0.89
	0.81
	
	0.39
	0.87
	0.57

	rs379042
	MYT1
	nearGene-5'
	GA
	99.2
	0.37
	0.62
	0.57
	0.70
	0.83
	
	0.83
	0.36
	0.75

	rs7218002
	NTN1
	nearGene-5'
	AT
	99.6
	0.17
	0.87
	1.00
	0.55
	0.84
	
	0.99
	0.32
	0.77

	rs951111
	GRM8
	intron
	TC
	96.6
	0.19
	0.79
	0.74
	0.72
	0.88
	
	0.13
	0.68
	0.16

	rs4630831
	TCF15
	3' UTR
	CT
	99.2
	0.26
	0.23
	0.93
	0.92
	0.91
	
	0.40
	0.23
	0.25

	rs1275988
	KCNK3
	nearGene-5'
	CT
	98.1
	0.24
	0.60
	0.60
	0.41
	0.92
	
	0.37
	0.19
	0.87

	rs17139805
	SEMA6A
	intron
	CT
	99.6
	0.18
	0.84
	0.86
	0.85
	0.92
	
	0.27
	0.43
	0.22

	rs8013825
	SLC8A3
	nearGene-5'
	AC
	100.0
	0.14
	0.07
	0.70
	0.26
	0.93
	
	0.93
	0.90
	0.98

	rs2846583
	ADCYAP1
	nearGene-5'
	AT
	98.5
	0.41
	0.70
	0.50
	0.45
	0.95
	
	0.82
	0.87
	0.80

	rs17560911
	GABRB3
	intron
	CG
	100.0
	0.15
	0.29
	0.81
	0.63
	0.95
	
	0.32
	0.10
	0.89

	rs7521304
	NHLH1
	3' UTR
	TG
	99.6
	0.41
	0.41
	0.68
	0.66
	0.97
	
	0.24
	0.38
	0.20

	rs4784642
	GNAO1
	nearGene-5'
	GA
	100.0
	0.40
	0.87
	0.85
	0.83
	0.99
	
	0.88
	0.67
	0.74

	rs2846584
	ADCYAP1
	nearGene-5'
	CT
	100.0
	0.38
	0.70
	0.42
	0.26
	1.00
	
	0.41
	0.71
	0.69

	Abbreviation: SNP, single nucleotide polymorphism; CR, call rate; MAF, minor allele frequency; and HWP, P value for Hardy-Weinberg equilibrium. 
a Information about SNPs and SNP ID were obtained from NCBI database (http://ncbi.nih.gov). 
b P values were calculated by multivariate regression analysis, adjusted for age, sex, smoking status, stage, Eastern Cooperative Oncology Group performance status, weight loss, chemotherapy regimen and neuron specific enolase.
c P values were calculated using multivariate Cox proportional hazard models, adjusted for age, sex, smoking status, stage, Eastern Cooperative Oncology Group performance status, weight loss, chemotherapy regimen, 2nd line chemotherapy, radiotherapy and neuron specific enolase. 






