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SUPPORTING READ COUNT

Split reads = 860
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 225
Discordant mates = 0
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Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT

Split reads = 205
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 13
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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 10
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SUPPORTING READ COUNT

Split reads = 13
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 10
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

4116

C
ov

er
ag

e

3 2 1 4 3 2 1

21 4

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
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

5404

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 = 1
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525817.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

13194

C
ov

er
ag

e

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

1 2 3 4 5 6 72 3 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 142
Discordant mates = 8
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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Split reads = 43
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

564

C
ov

er
ag

e

1 4 3 2 1

1 4

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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 = 2
Discordant mates = 0



chromosome 20

q11.23

chromosome 20

q11.23

EPB41L1
ENST00000636016.2

CNBD2
ENST00000373973.7

breakpoint1
chr20:36182347

breakpoint2
chr20:36008297

0

8856

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 24 25 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 69 10 11 12

3 kbp
introns not to scale

CNBD2

EPB41L1

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

EPB41L1 CNBD2

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 3



chromosome 20

q11.23

chromosome 20

q11.23

EPB41L1
ENST00000636016.2

CNBD2
ENST00000373973.7

breakpoint1
chr20:36182347

breakpoint2
chr20:36011137

0

8856

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 24 25 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 610 11 12

3 kbp
introns not to scale

CNBD2

EPB41L1

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

EPB41L1 CNBD2

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1



chromosome 20

q11.23

chromosome 20

q11.23

EPB41L1
ENST00000636016.2

CNBD2
ENST00000373973.7

breakpoint1
chr20:36182347

breakpoint2
chr20:36030357

0

8856

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 24 25 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 12

3 kbp
introns not to scale

CNBD2

EPB41L1

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

EPB41L1 CNBD2

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 20

q11.23

chromosome 20

q11.23

EPB41L1
ENST00000636016.2

CNBD2
ENST00000373973.7

breakpoint1
chr20:36178672

breakpoint2
chr20:36008297

0

8856

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 24 25 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 59 10 11 12

3 kbp
introns not to scale

CNBD2

EPB41L1

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

EPB41L1 CNBD2

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 12

p13.2

chromosome 12

p13.2

KLRC4
ENST00000309384.2

KLRK1
ENST00000240618.11

breakpoint1
chr12:10407636

breakpoint2
chr12:10388875

0

609

C
ov

er
ag

e

4 3 2 1 8 7 6 5 4 3 2 1

4321 8765432

900 bp
introns not to scale

KLRK1

KLRC4

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

KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 16

p11.2

chromosome 16

q24.3

SMG1P2
ENST00000566127.1

ZNF778
ENST00000306502.6

breakpoint1
chr16:29538195

breakpoint2
chr16:89224719

0

4970

C
ov

er
ag

e

29 28 27 26 25 24 23 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 4 5

2019181716151413121110987654321 3 4 5

3 kbp
introns not to scale

S
M

G
1P

2
Z

N
F

77
8

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

ZNF778

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 9

q22.33

chromosome 9

q22.33

AL512590.2
ENST00000531758.2

CCDC180
ENST00000494917.6

breakpoint1
chr9:97294991

breakpoint2
chr9:97307736

0

637

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 112 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

AL512590.2

CCDC180

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 9

q22.33

chromosome 9

q22.33

AL512590.2
ENST00000531758.2

CCDC180
ENST00000494917.6

breakpoint1
chr9:97290902

breakpoint2
chr9:97307736

0

637

C
ov

er
ag

e

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

1 2 3 4 5 6 72 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

AL512590.2

CCDC180

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

q22.33

chromosome 9

q22.33

AL512590.2
ENST00000531758.2

CCDC180
ENST00000494917.6

breakpoint1
chr9:97294110

breakpoint2
chr9:97307736

0

637

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AL512590.2

CCDC180

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

DNM2
ENST00000355667.11

SMARCA4
ENST00000643549.1

breakpoint1
chr19:10718403

breakpoint2
chr19:11058255

0

35942

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112131415 16 17 18 19 20 21 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

131 32 33 34 35

4 kbp
introns not to scale

D
N

M
2

SM
ARCA4

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

DNM2 SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Bromodomain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.2

DNM2
ENST00000355667.11

SMARCA4
ENST00000444061.8

breakpoint1
chr19:10718403

breakpoint2
chr19:11058258

0

35942

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12131415 16 17 18 19 20 21 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 2324 25 26 27 28 29 30 31 32 33 34 35

1 31 32 33 34 35

4 kbp
introns not to scale

D
N

M
2

SM
ARCA4

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

DNM2 SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Bromodomain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 5

p13.2

chromosome 18

q21.32

NIPBL
ENST00000282516.13

CPLX4
ENST00000587244.5

breakpoint1
chr5:36877178

breakpoint2
chr18:59276734

0

6514

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13141516 17 18 1920 21 22 23 24 25 26 2728 29 30 313233 34 35 36 37 38 39 40 41 42 43 44 45 46 47 3 2 1

1 3

4 kbp
introns not to scale

N
IP

B
L

C
PL

X4

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 = 9
Discordant mates = 0


