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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin X N−terminal SH3 domain

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 936
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 181
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0
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Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 1
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Split reads = 189
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SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 189
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 2
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Split reads = 27
Discordant mates = 0
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Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Clathrin propeller repeat

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

4768

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

TL
K

2

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.
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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Split reads = 33
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

5546

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15453085

0

5546

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 432

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 = 1
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

385

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

P
C

D
H

AC
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

PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

385

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

P
C

D
H

AC
2

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

PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 11

p15.4

chromosome 7

q21.12

SWAP70
ENST00000318950.11

ELAPOR2
ENST00000450689.7

breakpoint1
chr11:9713639

breakpoint2
chr7:86926916

0

3831

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 222120191817161514131211109

4 kbp
introns not to scale

ELAPOR2

SWAP70

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 = 23
Discordant mates = 0



chromosome 11

p15.4

chromosome 7

q21.12

SWAP70
ENST00000318950.11

ELAPOR2
ENST00000450689.7

breakpoint1
chr11:9694286

breakpoint2
chr7:86926916

0

3831

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 222120191817161514131211109

4 kbp
introns not to scale

ELAPOR2

SWAP70

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 = 3
Discordant mates = 0



chromosome 1

p12

chromosome 1

p13.3

WARS2
ENST00000235521.5

RBM15−AS1
ENST00000449169.1

breakpoint1
chr1:119042264

breakpoint2
chr1:110292507

0

668

C
ov

er
ag

e

6 5 4 3 2 1 4 3 2 1

4321 43

1 kbp
introns not to scale

RBM15−AS1WARS2

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

WARS2

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (W and Y)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 5

p15.2

chromosome Y

q11.21

TRIO
ENST00000344204.9

AC134878.2
ENST00000652671.1

breakpoint1
chr5:14374343

breakpoint2
chrY:11212802

0

98341

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 192021 22 23242526272829 30 313233 34 35 36 373839404142434445 46 47 48 49 505152 5354 55 56 57 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 32

5 kbp
introns not to scale

T
R

IO

AC134878.2

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

TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0


