Table S1: missense mutations in NER genes in 15 multiple myeloma cell line
	Cell line
	Gene
	Chromosome
	Functional class
	AA Change
	NER phenotype

	MM1S
	XPA
	9
	missense
	D70H
	Slow

	MM1R
	ERCC6
	10
	missense
	L682I
	Slow

	MM1R
	XPA
	9
	missense
	D70H
	Slow

	KMS34
	ERCC6
	10
	missense
	N1064S
	Rapid

	KMS26
	CCNH
	5
	missense
	C84F
	Rapid

	KMS11
	CCNH
	5
	missense
	C84F
	Rapid

	KMS12BM
	POLE
	12
	misense
	T37A
	Rapid

	KMS12PE
	POLE
	12
	misense
	T37A
	Slow

	U266
	POLE
	12
	misense
	I1767N
	Slow












Table S2: NER genes relative expression in comparision to 16 normal plasma cell samples and copy number abnormalities in a cohort of 292 newly diagnosed multiple myeloma patients according to RNA sequencing and single nucleotide polymorphism microarray data (DGE: differential gene expression, Adj. value: adjusted p value, CNV: copy-number variation)

	Gene
	Chromosome
Location
	logFC
(DGE)
	Adj.Value

	CNV

	CCNH
	chr5
	0.52
	5.18E-03
	2.24

	CDK7
	chr5
	0.02
	9.12E-01
	2.25

	CETN2
	chrX
	-0.37
	1.70E-01
	NA

	COPS2
	chr15
	-0.02
	9.22E-01
	2.43

	COPS3
	chr17
	-0.69
	7.49E-03
	1.95

	COPS4
	chr4
	-0.63
	8.77E-06
	1.89

	COPS5
	chr8
	0.52
	8.58E-06
	1.92

	COPS6
	chr7
	0.46
	3.27E-03
	2.15

	COPS7A
	chr12
	0.38
	7.33E-02
	1.86

	COPS8
	chr2
	-0.004
	9.80E-01
	1.96

	CUL4A
	chr13
	-0.37
	5.92E-03
	1.68

	CUL4B
	chrX
	-0.001
	9.95E-01
	NA

	DDB1
	chr11
	0.40
	2.36E-03
	2.19

	DDB2
	chr11
	0.16
	7.24E-01
	2.20

	ERCC1
	chr19
	0.49
	1.31E-03
	2.33

	ERCC2
	chr19
	0.40
	7.13E-02
	2.33

	ERCC3
	chr2
	-0.04
	7.47E-01
	1.95

	ERCC4
	chr16
	0.36
	1.77E-01
	1.91

	ERCC5
	chr13
	-0.66
	2.42E-05
	1.60

	ERCC6
	chr10
	-0.20
	5.62E-01
	1.97

	ERCC8
	chr5
	0.51
	9.64E-02
	2.25

	GPS1
	chr17
	0.25
	1.24E-01
	2.102

	GTF2H1
	chr11
	0.74
	2.74E-04
	2.18

	GTF2H2
	chr5
	0.32
	3.73E-01
	NA

	GTF2H3
	chr12
	-0.09
	6.30E-01
	2.03

	GTF2H4
	chr6
	0.47
	6.79E-02
	2.09

	GTF2H5
	chr6
	0.08
	7.49E-01
	1.85

	LIG1
	chr19
	-0.74
	6.99E-02
	2.44

	LIG3
	Chr17
	0.49
	3,87E-05
	2.02

	MMS19
	chr10
	0.42
	1.21E-02
	2.02

	MNAT1
	chr14
	0.92
	1.12E-05
	1.83

	NEDD8
	chr14
	0.21
	1.28E-01
	1.88

	PCNA
	chr20
	-1.69
	3.60E-11
	1.87

	POLD1
	chr19
	-0.23
	3.74E-01
	2.27

	POLD2
	chr7
	0.55
	2.67E-02
	2.11

	POLD3
	chr11
	-0.84
	3.93E-06
	2.35

	POLD4
	chr11
	0.46
	1.36E-02
	2.26

	POLE
	chr12
	-0.51
	6.41E-03
	1.96

	POLE2
	chr14
	-1.27
	5.94E-02
	1.83

	POLE3
	chr9
	-0.07
	6.59E-01
	NA

	POLE4
	chr2
	-0.33
	9.41E-02
	1.98

	POLR2A
	chr17
	-0.59
	1.06E-03
	1.88

	POLR2B
	chr4
	0.004
	9.82E-01
	1.99

	POLR2C
	chr16
	0.06
	6.60E-01
	1.75

	POLR2D
	chr2
	-0.15
	2.77E-01
	1.96

	POLR2E
	chr19
	0.25
	8.50E-02
	NA

	POLR2F
	chr22
	0.44
	2.83E-02
	1.87

	POLR2G
	chr11
	-0.24
	1.70E-01
	NA

	POLR2H
	chr3
	0.83
	3.54E-07
	2.31

	POLR2I
	chr19
	1.02
	4.70E-02
	2.33

	POLR2J
	chr7
	0.33
	6.49E-03
	2.13

	POLR2K
	chr8
	0.38
	1.42E-02
	1.94

	POLR2L
	chr11
	0.90
	2.36E-07
	NA

	RAD23A
	chr19
	0.65
	3.95E-05
	2.41

	RAD23B
	chr9
	-0.07
	5.77E-01
	2.45

	RBX1
	chr22
	-0.41
	6.09E-03
	1.82

	RFC1
	chr4
	0.03
	8.65E-01
	1.90

	RFC2
	chr7
	-0.39
	5.02E-02
	2.14

	RFC3
	chr13
	-1.09
	1.07E-05
	1.62

	RFC4
	chr3
	-0.15
	4.83E-01
	2.25

	RFC5
	chr12
	-0.83
	4.50E-04
	1.90

	RPA1
	chr17
	-0.40
	1.11E-01
	1.99

	RPA2
	chr1
	-0.01
	9.54E-01
	1.88

	RPA3
	chr7
	0.42
	1.38E-02
	2.09

	RPA4
	Chr X
	NA
	NA
	NA

	TCEA1
	chr8
	0.04
	8.47E-01
	1.96

	USP7
	chr16
	-0.42
	6.80E-03
	1.96

	XAB2
	chr19
	0.41
	3.54E-02
	2.44

	XPA
	chr9
	0.51
	3.06E-03
	2.47

	XPC
	chr3
	0.70
	3.22E-07
	2.26













table S3: ERCC3 is an independent prognosis marker in multiple myeloma

	         
	coef
	exp(coef)
	se(coef)    
	z
	Pr(>|z|)   
	 

	ERCC3  
	0.8666   
	2.3787  
	0.3982
	2.176
	0.029544
	* 

	ISS2/3  
	0.3510   
	1.4205  
	0.3838
	0.915
	0.360340   
	 

	t(4;14)
	0.9888   
	2.6880  
	0.4041
	2.447
	0.014402
	* 

	Del(17p)
	1.2900   
	3.6330  
	0.3569
	3.615
	0.000301
	***

	
	
	
	
	
	
	

	Signif. codes:  0 ‘***’ 0.001 ‘**’ 0.01 ‘*’ 0.05 ‘.’ 0.1 ‘ ’ 1
	
	

	
	
	
	
	
	
	

	       
	exp(coef)
	exp(-coef)
	lower 0.95
	upper 0.95
	
	

	ERCC3      
	2.379    
	0.4204   
	1.0899    
	5.192
	
	

	ISS2/3    
	1.421    
	0.7040   
	0.6696    
	3.014
	
	

	t(4;14)
	2.688    
	0.3720   
	1.2175    
	5.935
	
	

	Del(17p)
	3.633    
	0.2753   
	1.8049    
	7.312
	
	

	
	
	
	
	
	
	

	Concordance= 0.719  (se = 0.048 )
	
	
	
	

	Rsquare= 0.071   (max possible= 0.752 )
	
	
	

	Likelihood ratio test= 22.97  on 4 df,   p=0.0001286
	
	
	

	Wald test            = 27.55  on 4 df,   p=1.542e-05
	
	
	

	Score (logrank) test = 31.33  on 4 df,   p=2.626e-06
	
	
	















[bookmark: _GoBack]Table S4: non silent mutated NER genes in multiple myeloma patients
	NER genes 
	Lohr et al. (15)
(n=203 samples)
	Bolli et al. (14)
(n= 84 samples)

	ERCC2
	n=1
	

	ERCC8
	n=1
	

	COPS2
	n=1
	

	COPS3
	n=1
	

	COPS8
	n=1
	

	XPC
	n=1
	

	GTF2H1
	n=1
	

	GTF2H3
	n=1
	

	CDK7
	n=2
	

	USP7
	n=2
	n=2

	CUL4A
	n=1
	n=1

	CUL4B
	n=1
	n=2

	LIG1
	n=1
	

	LIG3
	n=1
	

	CETN2
	n=1
	

	POLD1
	n=1
	

	POLD2
	
	n=1

	POLD3
	
	n=1

	POLE
	n=1
	

	POLE3
	n=2
	

	POLR2A
	n=1
	

	POLR2B
	n=2
	

	POLR2F
	
	n=1

	POLR2L
	n=1
	

	RFC3
	n=1
	

	RPA4
	n=2
	

	TCEA1
	n=1
	

	Total
	29 mutations
	8 mutations














































