Supplementary table (1):  Copy number variations of GTF2H2 and SERF1B genes in SMA patients (n=63) with homozygous deletion of exon 7 of SMN1 gene
	
	GTF2H2 ex10
	[bookmark: _GoBack]GTF2H2 ex7
	SERF1B 

	
	Copies
	Freq. (%)
	Copies
	Freq. (%)
	Copies
	Freq. (%)

	SMA type I
(n=10)
	0
	4 (40.0)
	2
	6 (60.0)
	1
	2 (20.0)

	
	1
	5 (50.0)
	3
	4 (40.0)
	2
	8 (80.0)

	
	2
	1 (10.0)
	
	
	
	

	SMA type II
(n=21)
	0
	2 (9.5)
	0
	1 (4.8)
	0
	3 (14.3)

	
	1
	12 (57.1)
	1
	2 (9.5)
	1
	3 (14.3)

	
	2
	7 (33.3)
	2
	15 (71.4)
	2
	14 (66.7)

	
	
	
	3
	3 (14.3)
	3
	1 (4.8) 

	SMA type III
(n=31)
	0
	4 (12.9)
	1
	3 (9.7)
	0
	7 (22.6)

	
	1
	15 (48.4)
	2
	19 (61.3)
	1
	3 (9.7)

	
	2
	12 (38.7)
	3
	7 (22.6)
	2
	18 (58.1)

	
	
	
	4
	2 (6.5)
	3
	3 (9.7)

	SMA type IV
(n=1)
	2
	1 (100.0)
	2
	1 (100.0)
	2
	1 (100.0)

	R
	0.246
	 -0.007
	-0.040

	P value
	0.052
	0.957
	0.757



Supplementary table (2):  Copy number variations of SMN2 and NAIP genes in SMA patients (n=148) with homozygous deletion of exon 7 of SMN1 gene
	
	SMN2 ex7
	SMN2 ex8
	NAIP ex5

	
	Copies
	Freq. (%)
	Copies
	Freq. (%)
	Copies
	Freq. (%)

	SMA type I
 (n = 25, 16.9%)
	2
	9 (36.0)
	2
	15 (60.0)
	0
	17 (68.0)

	
	3
	7 (28.0)
	3
	4 (16.0)
	1
	8 (32.0)

	
	4
	9 (36.0)
	4
	6 (24.0)
	
	

	SMA type II
(n = 52, 35.1%)
	2
	8 (15.4)
	1
	1 (1.9)
	0
	15 (28.8)

	
	3
	20 (38.5)
	2
	14 (26.9)
	1
	23 (44.2)

	
	4
	23 (44.2)
	3
	19 (36.5)
	2
	14 (26.9)

	
	6
	1 (1.9)
	4
	17 (32.7)
	
	

	
	
	
	5
	1 (1.9)
	
	

	SMA type III 
(n = 69, 46.6%)
	2
	17 (24.6)
	2
	13 (18.8)
	0
	17 (24.6)

	
	3
	11 (15.9)
	3
	23 (33.3)
	1
	20 (29.0)

	
	4
	34 (49.3)
	4
	28 (40.6)
	2
	31 (44.9)

	
	5
	3 (4.3)
	5
	2 (2.9)
	3
	1 (1.4)

	
	6
	4 (5.8)
	6
	3 (4.3)
	
	

	SMA type IV
(n = 2, 1.4%)
	4
	2 (100.0)
	4
	2 (100.0)
	2
	2 (100.0)

	R
	0.186*
	0.294**
	0.377**

	P value
	0.024
	<0.001
	<0.001




