
chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

52537

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 321
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SUPPORTING READ COUNT

Split reads = 216
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 1
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Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 3



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581315

0

8815

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT
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Discordant mates = 4
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Discordant mates = 0



chromosome 9

p22.2

chromosome 9

p22.2

BNC2
ENST00000471301.3

AL358117.1
ENST00000673812.1

breakpoint1
chr9:16704753

breakpoint2
chr9:16988744

0

4791

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

1 65432

600 bp
introns not to scale

BNC2
AL358117.1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 3



chromosome 9

p22.2

chromosome 9

p22.2

BNC2
ENST00000380672.9

AL358117.1
ENST00000673812.1

breakpoint1
chr9:16727797

breakpoint2
chr9:16988744

0

4791

C
ov

er
ag

e

7 6 5 4 3 2 1 6 5 4 3 2 1

321 65432

3 kbp
introns not to scale

BNC2
AL358117.1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 9

p22.2

chromosome 9

p22.2

BNC2
ENST00000471301.3

AL358117.1
ENST00000673812.1

breakpoint1
chr9:16704753

breakpoint2
chr9:16982867

0

4791

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

1 6

600 bp
introns not to scale

BNC2
AL358117.1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

5304

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

5304

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 3



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

5304

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

5304

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

5304

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

3549

C
ov

er
ag

e

3 2 1 4 3 2 1

21 43

800 bp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1



chromosome 3

p21.31

chromosome 3

p21.31

ZKSCAN7
ENST00000447279.2

KIF15
ENST00000326047.9

breakpoint1
chr3:44570665

breakpoint2
chr3:44814911

0

1402

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

1 2 3 4 5 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

3 kbp
introns not to scale

ZKSC
AN

7

K
IF15

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0



chromosome 3

p21.31

chromosome 3

p21.31

ZKSCAN7
ENST00000426540.6

KIF15
ENST00000326047.9

breakpoint1
chr3:44568433

breakpoint2
chr3:44826375

0

1402

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

1 2 3 4 522 23 24 25 26 27 28 29 30 31 32 33 34 35

3 kbp
introns not to scale

ZKSC
AN

7

K
IF15

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 3

p21.31

chromosome 3

p21.31

ZKSCAN7
ENST00000426540.6

KIF15
ENST00000326047.9

breakpoint1
chr3:44568433

breakpoint2
chr3:44814911

0

1402

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

1 2 3 4 520 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

3 kbp
introns not to scale

ZKSC
AN

7

K
IF15

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 3

p21.31

chromosome 3

p21.31

ZKSCAN7
ENST00000426540.6

KIF15
ENST00000326047.9

breakpoint1
chr3:44568433

breakpoint2
chr3:44826039

0

1402

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35

1 2 3 4 521 22 23 24 25 26 27 28 29 30 31 32 33 34 35

3 kbp
introns not to scale

ZKSC
AN

7

K
IF15

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3

p14.3

chromosome 3

p21.2

ARHGEF3
ENST00000338458.8

RRP9
ENST00000232888.7

breakpoint1
chr3:57035088

breakpoint2
chr3:51941491

0

5532

C
ov

er
ag

e

13 12 11 10 9 8 7 6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 15141312111098765432

2 kbp
introns not to scale

R
R

P9

A
R

H
G

E
F3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ARHGEF3 RRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 3

p14.3

chromosome 3

p21.2

ARHGEF3
ENST00000338458.8

RRP9
ENST00000232888.7

breakpoint1
chr3:57035088

breakpoint2
chr3:51938204

0

5532

C
ov

er
ag

e

13 12 11 10 9 8 7 6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 1514131211109876543

2 kbp
introns not to scale

R
R

P9

A
R

H
G

E
F3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ARHGEF3 RRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 3

p14.3

chromosome 3

p21.2

ARHGEF3
ENST00000338458.8

RRP9
ENST00000232888.7

breakpoint1
chr3:57079226

breakpoint2
chr3:51941491

0

5532

C
ov

er
ag

e

13 12 11 10 9 8 7 6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 15141312111098765432

2 kbp
introns not to scale

R
R

P9

A
R

H
G

E
F3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

RRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

p13.2

AC008969.1
ENST00000550135.5

SMARCA4
ENST00000344626.10

breakpoint1
chr19:58003046

breakpoint2
chr19:10994828

0

15625

C
ov

er
ag

e

1 2 3 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 2223 24 25 26 27 28 29 30 31 32 33 34 35

1 9 10 11 12 13 14 15 16 17 18 19 20 21 2223 24 25 26 27 28 29 30 31 32 33 34 35

4 kbp
introns not to scale

SM
AR

CA4

AC00
89

69
.1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain
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