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Supplementary table 4
	Break acronym
	Break position acc. to NCBI36/hg18
	Size , kb
	OMIM genes

absolute / per 10 kb
	DECIPHER: Del - Dup
	CNVs

absolute /
per 10 kb
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS 
cyto

	1-1
	30,301,731-30,362,255
	61
	0 / 0
	0 - 0
	4 / 0.7
	0 / 0 
	seq. gap (C,O,R,M)

inv (O,R) 

ins (O,R,M) 
	n.a.
1p35.2

	1-2
	52,182,758-52,357,446


	175
	179510 
609448
 / 0.1
	1 - 0
	4 / 0.2
	1 / 0.1
	seq. gap

(C,O,R,M)

inv (O) 

ins (O,R,M)
	n.a.
1p32.2

	1-3
	53,649,247-53,657,603
	8
	0 / 0
	1 - 0
	1 / 1.3
	0 / 0
	seq. gap (O,M)

inv (O) 
	n.a.
1p32.3

	1-4
	54,809,215-54,981,586
	172
	606803

606753

 / 0.1
	1 - 1
	29 / 1.7
	0 / 0
	seq. gap (C,R,M)

inv (O,M) 

ins (C,O,R,M)
	FRA1B
1p32.3

	1-5
	67,302,032-67,325,109
	23
	0 / 0
	5 - 0
	2 / 0.9
	0 / 0
	seq. gap (C,O,R,M)

inv (O,R,M) 

ins (O,R,M)
	n.a.
1p31.3

	1-6
	159,088,467-159,127,020
	39
	605554

609873
 / 0.5
	0 - 4
	0 / 0
	0 / 0
	seq. gap (C,O,R,M)

inv (O,M) 

ins (M)
	[FRA1P]
1q23.3

	1-7
	179,309,603-179,489,310
	180
	607177
 / 0.1
	4 - 0
	8 / 0.4
	0 / 0
	seq. gap (O,R,M)

inv (O,R,M) 

ins (O,R,M)
	n.a.
1q25.3

	1-8
	211,056,705-211,252,907
	196
	610864

609144 610471
/ 0.2
	1 - 0
	15 / 0.8
	0 / 0
	seq. gap (C,O,R,M)

inv (O,R,M) 

ins (R,M)
	[FRA1Q]
1q32.3

	2-1
	33,896,886-33,987,000
	90
	0 / 0
	1 - 0
	10 / 1.1
	5 / 0.6
	seq. gap (C,O,R,M)

inv (O,M) 

ins (O,R,M)
	[FRA2N]
2p22.3

	2-2
	73,210,000-73,610,000
	90
	605140

609108

128992 606844
/ 0.4
	0 - 2
	12 / 1.3
	1 / 0.1
	seq. gap (C,O,R,M)

inv (O,M) 

ins (M)
	[FRA2E]
2p13.2

	2-3
	88,572,646-95,267,372
human centromere
	2427
	604032 180430

188860

611972

194500
/ 0.02
	4 - 7
	~250 / ~1.0
	~500 / ~2.1
	seq. gap (C,O,R,M)

inv (C,O,R,M) 

ins (C,O,R,M)
	FRA2R

2p11.2-q11.1

	2-4
	113,496,534-113,567,936
	71
	605508

605507 615296
 / 4.4
	1 - 3
	11 / 1.5
	0 / 0
	seq. gap (C,R,M)

ins (M)
	FRA2B
2q13

	2-5
	150,051,088-150,169,501
	118
	611935
 / 0.1
	4 - 4
	2 / 0.2
	0 / 0
	seq. gap (O,R,M)

ins (M)
	FRA2S
2q23.2

	3-1
	4,165,000-4,215,000
	50
	0 / 0
	2 - 4
	36 / 7.2
	0 / 0
	seq. gap (C,M)

inv (O,R) 

ins (O,R,M)
	[FRA3E]
3p26.2

	3-2
	15,046,733-15,198,512
	152
	601426

611987 609511

612397

/ 0.3
	0 - 4
	3 / 0.2
	31 / 2.0
	seq. gap (C,O,R,M)

inv (O) 

ins (O,R,M)
	[FRA3A]
3p24.3


	Break acronym
	break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes

absolute / per 10 kb
	DECIPHER: Del - Dup
	CNVs

absolute /
per 10 kb
	segmental  duplications
absolute /
 per 10 kb
	other ape sequence features
	FS 

	3-3
	19,797,534-19,830,119
	33
	0 / 0
	1 - 1
	5 / 1.5
	0 / 0
	seq. Gap (R,M)

inv (O) 

ins (M)
	[FRA3A]

3p24.3

	3-4
	56,551,723-56,604,120
	52
	0 / 0
	2 - 1
	11 / 2.1
	0 / 0
	seq. gap (C,O,R,M)

inv (O,R) 
	n.a.

3p14.3

	3-5
	58,685,891-58,774,457
	89
	0 / 0
	2 - 1
	7 / 0.8
	0 / 0
	seq. gap (C,O,R,M)

inv (O,R,M) 

ins (M)
	n.a.

3p14.2

	3-6
	75,285,549-75,885,024
	600
	0 / 0
	1 - 0
	79 / 1.3
	252 / 4.2
	seq. gap 

(O,R,M)

inv (O,R,M) 

ins (C,O;R,M)
	FRA3R

3p12.3

	3-7
	131,354,295-131,347,364
	7
	0 / 0
	0 - 0
	14 / 20.0
	12 / 1.7
	seq. gap 

(C,O,R,M)

inv (C) 

ins (O)
	[FRA3M]

3q21.3

	3-8
	147,570,405-147,758,367
	187
	607610

604170 / 0.1
	2 - 1
	7 / 0.4
	0 / 0
	seq. gap 

(O,R,M)

inv (R,M) 

ins (M)
	n.a.

3q24

	4-1
	52,416,530-52,592,708
	176
	612977

600900

 / 0.1
	0 - 1
	7 / 0.4
	0 / 0
	seq. gap 

(C,O,R,M)

inv (C,O,R) 

ins (M)
	[FRA4B]

4q12

	4-2
	110,420,793-110,495,686
	75
	610004

 / 0.1
	1 - 1
	5 / 0.7
	4 / 0.5
	seq. gap 

(C,O,R,M)

ins (R,M)
	n.a.

4q25

	5-1
	45,865,412-49,474,142

human centromere
	3600
	0 / 0
	0 - 0
	51 / 0.1


	0 / 0


	human seq. gap
	[FRA5I]

5p11q11.1

	5-2
	75,668,456-75,738,869
	70
	610291

605401

 / 0.1
	0 - 0
	4 / 0.6
	0 / 0
	seq. gap 

(C,O,R,M)

inv (C) 

ins (M)
	[FRA5K]

5q13.3

	5-3
	132,428,789-132,612,983
	184
	601113

 / 0.1
	1 - 2
	4 / 0.2
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 


	[FRA5C]

5q31.1

	6-1
	36,310,583-36,488,793
	178
	612121

605255 / 0.1
	0 - 2
	4 / 0.2
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 
	FRA6H

6p21.31

	6-2
	57,351,232-57,548,984
	198
	176636 / 0.1
	0 - 0
	60 / 3.0
	0 / 0
	seq. gap 

(O,R,M)

inv (M) 

ins (M)
	[FRA6I]

6p11.2

	6-3
	86,020,570-86,185,023
	165
	0 / 0
	5 - 1
	9 / 0.5
	11 / 0.7
	seq. gap 

(C,O,R,M)

inv (M) 

ins (R,M)
	n.a.

6q14.3

	7-1
	2,445,000-2,668,000
	223
	602576

614506

608919

 / 0.1
	2 - 5
	36 / 1.6
	1 / 0.1
	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (M)
	FRA7B

7p22.2


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes

absolute / per 10 kb
	DECIPHER: Del - Dup
	CNVs

absolute /
per 10 kb
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS 

	7-2
	5,710,199-6,392,079
	682
	609948

164795

600259

613635

605081

602048

 / 0.1
	2 - 5
	47 / 0.1
	29 / 0.4
	seq. gap 

(C,O,R,M)

inv (O,R,M) 

ins (R,M)
	FRA7B

7p22.1

	7-3
	6,850,303-6,991,152
	141
	0 / 0
	1 - 3
	19 / 1.3
	140 / 9.9
	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (C,O,R,M)
	FRA7B

7p22.1

	7-4
	76,102,246-76,687,499
	585
	0 / 0
	1 - 0
	105 / 1.8
	70 / 1.2
	seq. gap 

(O,R,M)

inv (O,R,M) 

ins (C,O,R,M)
	[FRA7J]

7q11.23

	7-5
	97,263,693-97,536,166
	273
	108370 
 / 0
	3 - 1
	12 / 0.4
	112 / 4.1
	seq. gap 

(C,O,R,M)

inv (O,R,M) 

ins (C,O,R,M)
	[FRA7E]

7q21.3

	7-6
	101,666,107-101,984,409
	318
	116896 

605300

610929

613302

615167

604150

/ 0.2
	2 - 6
	46 / 1.4
	84 / 2.6
	seq. gap 

(C,O,R,M)

inv (O,R,M) 

ins (C,O,M)
	n.a.

7q22.1

	8-1
	19,963,556-20,005,388
	42
	0 / 0
	1 - 6
	4 / 1.0
	0 / 0
	seq. gap 

(R,M)

inv (M) 
	[FRA8H]

8p21.3

	8-2
	43,872,082-47,199,357

human centromere
	3300
	0 / 0
	0 - 1
	28 / 0.1.
	0 / 0
	human seq. gap
	FRA8I

8p11.1-q11.1

	8-3
	73,283,150-73,793,280
	510
	607738

 / 0
	0 - 0
	16 / 0.3
	0 / 0
	seq. gap 

(C,O,R,M)

ins (R,M)
	[FRA8F]

8q13.3

	9-1
	169,193-219,193
	50
	611432 
/ 0.2
	9 - 6
	27 / 5.4
	6 / 1.2
	seq. gap 

(C,O,R,M)

inv (O,R) 

ins (M)
	[FRA9H]

9p24.3

	9-2
	27,287,023-27,262,953
	24
	0 / 0
	0 - 0
	6 / 0.3
	0 / 0
	seq. gap 

(R,M)

inv (O,R,M) 
	[FRA9A]

9p21.2

	9-3
	38,241,473-38,423,166
	181
	100670

610413

 / 0.1
	0 - 0
	10 / 0.6
	0 / 0
	seq. gap 

(C,O,R,M)

inv (O,R) 

ins (M)
	[FRA9I]

9p13.1

	9-4
	70,831,740-71,036,759
	205
	606829

607709 

/ 0.1
	2 - 1
	43 / 2.1
	3 / 0.2
	seq. gap 

(C,O,R,M)

inv (M) 

ins (O,R,M)
	[FRA9K]

9q21.11

	9-5
	140,000,252-140,273,252
	273
	601012 / 0.1
	11 - 5
	41 / 0.2
	56 / 2.1
	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (C,O,R,M)
	[FRA9N]

9q34.3


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes
	DECIPHER: Del / Dup
	CNVs
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS

	10-1
	24,031,681-24,054,396
	23
	0 / 0
	1 - 1
	1 / 0.4
	0 / 0
	seq. gap 

(O,R,M)
	[FRA10I]
10p12.2

	10-2
	51,442,402-51,622,394
	180
	0 / 0
	1 - 0
	19 / 1.1
	34 /1.9
	seq. gap 

(C,O,R,M)

inv (C,O,R,M) 

ins (O,R,M)
	FRA10C
10q11.23

	10-3
	89,041,485-89,237,407
	196
	0 / 0
	3 - 2
	32 / 1.6
	34 / 1.7
	seq. gap 

(R,M)

inv (C,O,R,M) 

ins (O,R,M)
	[FRA10A]
10q23.2

	11-1
	1,103,000-1,258,017
	155
	158373
600770

606277

 / 0.2
	0 - 3
	32 / 2.1
	4 / 0.3
	seq. gap 

(C,OR,M)

ins (M)
	[FRA11J]

11p15.5

	11-2
	3,338,575-3,354,824
	16
	602187 / 0.6
	1 - 4
	6 / 3.75
	0 / 0
	seq. gap 

(C,M)

inv (M) 

ins (O,R,M)
	[FRA11J]

11p15.4

	11-3
	49,797,160-49,844,305
	47
	0 / 0
	0 - 0
	13 / 2.8
	38 / 8.1
	seq. gap 

(O,R,M)

inv (C,O,R) 

ins (C,O,R,M)
	[FRA11L or M]

11p11.12

	11-4
	70,954,905-71,304,364
	350
	0 / 0
	1 - 2
	20 / 0.6
	220 / 6.3
	seq. gap 

(C,O,R,M)

multiple ins (C,O,R,M)
	FRA11H
11q13.4

	12-1
	34,493,774-36,152,752

human centromere
	1659
	0 / 0
	0 - 0
	32 / 0.2
	5 / 0.03
	human seq. gap
	[FRA12I]
12p11.1q11

	12-2
	45,707,794-45,757,794
	50
	615690 / 0.2
	1 - 2
	1 / 0.2
	0 / 0
	seq. gap 

(O,R,M)

inv (C,M) 

ins (R,M)
	[FRA12A]

12q13.11

	12-3
	50,966,807-50,977,596
	11
	602153

/ 0.9
	0 - 0
	16 / 14.5
	1 / 0.9
	seq. gap 

(C,O,M)

inv (C,M) 

ins (M)
	[FRA12A]

12q13.13

	12-4
	63,441,896-63,614,208
	172
	615077 / 0.1
	5 - 0
	6 / 0.3
	0 / 0
	seq. gap 

(C,O,R,M)

inv (C) 

ins (M)
	[FRA12J]

12q14.3

	12-5
	99,048,295-99,260,384
	212
	0 / 0
	1 - 0
	5 / 0.2
	2 / 0.1
	seq. gap 

(C,O,R,M)

inv (M) 

ins (C,O,M)
	[FRA12L]

12q23.1

	13-1
	18,963,055-19,013,055
	50
	606791 / 0.2
	0 - 3
	14 / 2.8
	18 / 3.6



	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (R,M)
	n.a.

13q12.11

	13-2
	38,988,139-39,162,449
	174
	606710

606977 

/ 0.1
	3 - 0
	8 / 0.5
	0 / 0
	seq. gap 

(C,O,R,M)

ins (,M)
	n.a.
13q13.3

	13-3
	49,188,949-49,505,419
	316
	601892

607866

605766

605661

607947

 / 0.2
	8 - 0
	20 / 0.6
	7 / 0.2
	seq. gap 

(C,O,R,M)

inv (M) 

ins (R,M)
	[FRA13G]

13q14.3

	13-4
	102,017,912-102,149,936
	132
	190470

615259

 / 0.2
	2 - 1
	7 / 0.5
	0 / 0
	seq. gap 

(O,R,M)

inv (M) 
	n.a.

13q33.1


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes
	DECIPHER: Del / Dup
	CNVs
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS

	14-1
	19,535,692-19,585,692
	50
	0 / 0
	1 - 1
	20 / 4
	0 / 0


	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (O,M)
	[FRA14D]
14q11.2

	14-2
	49,008,370-49,190,501
	182
	603633

609193

180469

602616

612517

602670

 / 0.3
	0 - 0
	8 / 0.4
	2 / 0.1
	seq. gap 

(C,O,R,M)

inv (M) 

ins (R,M)
	[FRA14F]

14q22.1

	15-1
	20,310,887-20,360,887
	50
	0 / 0
	36 - 30
	60 / 12
	5 / 1
	seq. gap 

(C,O,R,M)

inv (O,R,M) 

ins (C,O,R,M)
	[FRA15C]

15q11.2

	15-2
	55,550,827-55,721,436
	170
	607856

614071

 / 0.1
	4 - 1
	10 / 0.6
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 

ins (M)
	[FRA15E]

15q21.3

	15-3
	98,467,303-98,517,303
	50
	607511

 / 0.2
	6 - 5
	11 / 2.2
	0 / 0
	seq. gap 

(C,O,R,M)


	[FRA15G]

15q26.3

	16-1
	2,992,344-3,081,611
	89
	615799

615798

605914

615403

608482

606001

/ 0.7
	0 - 6
	23 / 0.3
	3 / 0.3
	seq. gap 

(C,O,R,M)

inv (M) 

ins (M)
	n.a.

16p13.3

	16-2
	19,299,550-19,446,808
	147
	605943

609544

 / 0.1
	0 - 1
	11 / 0.1
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 


	[FRA16G]

16p12.3

	16-3
	31,813,248-31,771,592
	42
	604752

 / 0.2
	0 - 1
	9 / 0.2
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 

ins (O,R,M)
	n.a.

16p11.2

	16-4
	34,034,648-34,084,648
	50
	0 / 0
	0 - 2
	16 / 3.2
	34 / 6.8


	seq. gap 

(C,O,R,M)

inv (C,R,M) 

ins (C,O,R,M)
	[FRA16F]

16p11.2

	16-5
	73,373,593-73,547,169
	174
	0 / 0
	0 - 2
	10 / 0.6
	3 / 0.2
	seq. gap 

(C,O,R,M)

ins (O,M)
	n.a.
16q23.1

	17-1
	39,510-89,510
	50
	604881

 / 0.2
	5 - 8
	41 / 3.3
	0 / 0
	seq. gap 

(C,O,R,M)

ins (M)
	n.a.

17p13.3

	17-2
	16,521,931-16,646,713
	125
	0 / 0
	6 - 12
	12 / 1.0
	12 / 1.0
	seq. gap 

(C,O,R,M)

inv (C,O,R,M) 

ins (O,R,M)
	[FRA17A]

17p11.2

	17-3
	19,113,306-19,167,235
	53
	607263

 / 0.2
	11 - 20
	6 / 1.1
	0 / 0
	seq. gap 

(C,O,R,M)

inv (C,M) 


	n.a.

17p11.2


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes
	DECIPHER: Del / Dup
	CNVs
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS

	17-4
	33,322,352-34,153,641
	831
	610806

610809

607741

611850

614515

608788

610590

610786

600328

611933

600346

 / 0.1
	6 - 5
	50 / 0.6
	130 / 1.6
	seq. gap 

(C,O,R,M)

inv (C,O,R,M) 

ins (C,O,R,M)
	n.a.

17q12

	17-5
	45,808,833-45,967,387
	159
	610885

614854

610465

602178

609835

607264

 / 0.4
	1 - 1
	12 / 0.8
	0 / 0
	seq. gap 

(C,O,R,M)

inv (O) 

ins (O,R,M)
	[FRA17D]

17q21.33

	17-6
	57,597,393-57,765,672
	168
	0 / 0
	1 - 1
	18 / 1.1
	48 / 2.9
	seq. gap 

(C,O,R,M)

inv (R,M) 

ins (R,M)
	FRA17B

17q23.2

	17-7
	61,609,840-61,626,783
	16
	0 / 0
	1 - 0
	1 / 1.6
	0 / 0
	seq. gap 

(R,M)

ins (O,M)
	[FRA17E]

17q24.2

	17-8
	69,878,103-71,921,323
	2043
	604990

607696

606521

608755

147557

604313

608897

609751

+39 not disease causing OMIM genes (not analyzed in detail) / 0.2
	2 - 6
	57 / 0.3
	7 / 0
	seq. gap 

(C,O,R,M)

ins (O,R,M)
	[FRA17E]

17q25.1

	17-9
	77,802,604 +/-25kb
	50
	603877

600864

 / 0.4
	1 - 9
	24 / 4.8
	0 / 0
	seq. gap 

(C,O,R,M)

inv (M) 

ins (R,M)
	[FRA17E]

17q25.3

	18-1
	151,392 +/-25kb
	50
	607274

 / 0.2
	10 - 6
	4 / 0.8
	0 / 0
	seq. gap 

(C,O,R,M)

inv (C,O,R,M) 
	[FRA18D]

18p11.32


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes
	DECIPHER: Del / Dup
	CNVs
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS

	18-2
	13,025,432-18,822,421

human centromere
	5796
	606571

603514

600042

607397

601702

609674

601063

612197

608677

610254

610252

601656

608856

604124

 / 0.02
	5 - 4
	264 / 0.5.
	294 / 0.5
	seq. gap 

(C,O,R,M)

inv (C,O,R)

ins(C,O,R,M)
	[FRA18E]

18p11.21-q11.2

	19-1
	5,567,545-5,577,406
	9
	608066

602895

 / 2.2
	0 - 2
	5 / 5.5
	0 / 0
	seq. gap 

(R,M)

inv (M)
	n.a.

19p13.3

	19-2
	41,887,535-42,217,128
	329
	0 / 0
	0 - 1
	30 / 0.9
	40 / 1.2
	seq. gap 

(C,O,R,M)

inv (C)

ins(O,R,M)
	[FRA19A]

19q13.12

	19-3
	49,372,198-49,525,226
	153
	0 / 0
	0 - 0
	3 / 0.2
	0 / 0
	seq. gap 

(C,O,R,M)

ins(M)
	[FRA19A]

19q13.31

	19-4
	51,551,265-51,719,089
	167
	600658

614145

 / 0.1
	1 - 0
	32 / 1.0
	3 / 0.2
	seq. gap 

(C,O,R,M)

inv (M)

ins(O,R,M)
	[FRA19A]

19q13.32

	19-5
	58,432,939-58,584,601
	151
	0 / 0
	0 - 1
	20 / 1.3
	9 / 0.6
	seq. gap 

(C,O,R,M)

inv (O,M)

ins(R,M)
	[FRA19A]

19q13.41

	20-1
	2,965,247-3,015,247
	50
	176884

602352

611988

167050

192340

 / 1.0
	0 - 6
	8 / 1.6
	0 / 0
	seq. gap 

(C,O,R,M)

inv (O)

ins(M)
	[FRA20C]

20p13

	20-2
	5,343,692-5,528,006
	184
	614124 / 0.1
	0 - 5
	15 / 0.8
	3 / 0.2
	seq. gap 

(C,O,R,M)

inv (O)

ins(C,R,M)
	n.a.

20p12.3

	20-3
	24,698,219-30,113,914

human centromere
	5415
	605020

613599

607976

606566

+21 not disease causing OMIM genes (not analyzed in detail)  / 0.1
	1 - 3
	156 / 0.3
	168 / 0.3
	seq. gap 

(C,O,R,M)

inv (R)

ins(C,O,R,M)
	n.a.

20p11.21-q11.21

	21-1
	chr21:11,305,759-13,342,486
human centromere
	2036
	610838

159595

609039

/ 0.01
	seq. gap 


	seq. gap 


	seq. gap 


	seq. gap 


	n.a.

21p11.1-q11.2


	Break acronym
	Break position acc. to NCBI36/hg18
	Size [kb]
	OMIM genes
	DECIPHER: Del / Dup
	CNVs
	Segmental  duplications
absolute /
 per 10 kb
	Other ape sequence features
	FS

	22-1
	15451855-15501855
	50
	0 / 0
	0 - 5
	10 / 2.0
	15 / 3.0 


	seq. gap 

(C,O,R,M)

inv (O,R,M)

ins(C,O,R,M)
	n.a.

22q11.1

	22-2
	47,740,349-47,838,795 
	98
	0 / 0
	12 - 7
	26 / 2.7
	0 / 0
	seq. gap 

(C,O,R,M)

ins(M)
	n.a.

22q13.32

	22-3
	subtelomere rearrangement

	140
	605413

/ 0.1
	6 - 3
	3 / 0.2
	32 / 2.3
	seq. gap 

(C,O,R,M)

ins(C,O,R,M)
	n.a.

22q13.33
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