Table S3
	FS
	Mapping
	Mb 
	Size
	CNV/
	References

	 
	Cyto
	start/stop
	Mb
	INDEL
	 

	FRA1E
	1p21.3
	97.521
	0.411
	x
	(S1)

	 
	1p21.3
	97.932
	 
	 
	

	FRA1H*
	1q41
	214.175
	10.634
	x/x
	(S2)

	 
	1q42.12
	224.809
	 
	 
	

	FRA2G*
	2q24.3
	169.207
	0.973
	x
	(S3)

	 
	2q31.1
	170.180
	 
	 
	

	FRA4F
	4q22.1
	89.514
	8.018
	x
	(S4)

	 
	4q22.3
	97.532
	 
	 
	

	FRA5C
	5q31.1
	133.085
	1.389
	x 
	(S5, S6)

	 
	5q31.1
	134.474
	 
	
	

	FRA6H*
	6p22.1
	27.912
	9.350
	x
	(S9)

	 
	6p21.2
	37.262
	 
	 
	

	FRA6F
	6q21
	111.685
	0.841
	x
	(S8)

	 
	6q21
	112.526
	 
	 
	

	FRA6E*
	6q25.3
	160.097
	3.541
	x
	(S9)

	 
	6q26
	163.638
	 
	 
	

	FRA7E
	7q21.11
	80.295
	4.432
	x
	(S10)

	 
	7q21.11
	84.727
	 
	 
	

	FRA7K
	7q31.1
	110.439
	0.453
	x
	(S11)

	 
	 
	110.892
	 
	 
	

	FRA7G
	7q31.1
	112.017
	4.209
	x
	(S12)

	 
	7q31.2
	116.226
	 
	 
	

	FRA7I
	7q35
	144.399
	1.383
	x
	(S13)

	 
	7q35
	145.782
	 
	 
	

	FRA9G*
	9p22.2
	17.136
	0.353
	x
	(S14)

	 
	9p22.2
	17.489
	 
	 
	

	FRA9E*
	9q31.2
	108.394
	9.687
	x
	(S15)

	 
	9q33.1
	118.081
	 
	 
	

	FRA10D
	10q22.3
	79.688
	0.157
	x
	(S6)

	 
	 
	79.845
	 
	 
	

	FRA10E
	10q25.2
	112.963
	0.174
	–
	(S10)

	 
	 
	113.137
	 
	 
	

	FRA11E
	11p13
	31.922
	2.063
	x
	(S16)

	 
	11p13
	33.985
	 
	 
	

	FRA11F*
	11q14.1
	83.932
	7.438
	x
	(S17)

	 
	11q14.3
	91.370
	 
	 
	

	FRA11G*
	11q23.2
	113.120
	4.549
	x
	(S7)

	 
	11q23.3
	117.669
	 
	 
	

	FRA13A*
	13q13.2
	34.444
	0.637
	x
	(S18)

	 
	13q13.3
	35.081
	 
	 
	

	FRA13E*
	13q22.1
	72.184
	3.100
	x
	(S7)

	 
	13q22.3
	75.284
	 
	 
	

	FRA16D
	16q23.1
	76.596
	0.983
	x
	(S19)

	 
	16q23.1
	77.579
	 
	 
	


	FS
	Mapping
	Mb 
	Size
	CNV/
	References

	 
	Cyto
	start/stop
	Mb
	INDEL
	 

	FRA18A
	18q12.2
	32.376
	0.177
	x
	(S5)

	 
	 
	32.553
	 
	 
	

	FRA18C
	18q22.2
	65.506
	0.155
	x
	(S20)

	 
	 
	65.661
	 
	 
	

	FRAXB*
	Xp22.31
	6.605
	0.830
	x
	(S21)

	 
	 
	7.435
	 
	 
	 


* Exact proximal and distal breakpoint of fragile sites mapped

FS: Fragile site

Size Mb: Size in Mb with respect to the UCSC genome browser, version March 2006
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