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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

Split reads = 645
Discordant mates = 2
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Cadherin−like

Cadherin domain
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 645
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 645
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SUPPORTING READ COUNT

Split reads = 645
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Split reads = 645
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SUPPORTING READ COUNT

Split reads = 645
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 645
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 645
Discordant mates = 2
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Syntaxin
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 279
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

12729

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 2 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
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Kinesin motor domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 248
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 192
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Domain of unknown function (DUF4571)

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 0
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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

Split reads = 91
Discordant mates = 0
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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

Split reads = 91
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 91
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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 = 23
Discordant mates = 0



chromosome 1

p36.33

chromosome 1

p36.33

GNB1
ENST00000378609.9

CFAP74
ENST00000642590.1

breakpoint1
chr1:1890820

breakpoint2
chr1:1947054

0

20802

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 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 2524232221201918171615141312111098765

3 kbp
introns not to scale

GNB1
CFAP741

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 = 19
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p13.3

C16orf96
ENST00000444310.4

SEPTIN12
ENST00000268231.13

breakpoint1
chr16:4588331

breakpoint2
chr16:4786105

0

402

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 109876543

2 kbp
introns not to scale

C
16

or
f9

6
S

E
P

T
IN

12

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

C16orf96 SEPTIN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4795)

Septin

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.2

TMEM123
ENST00000398136.7

MMP20
ENST00000260228.3

breakpoint1
chr11:102452524

breakpoint2
chr11:102610030

0

27513

C
ov

er
ag

e

5 4 3 2 1 10 9 8 7 6 5 4 3 2 1

1 10987654

2 kbp
introns not to scale

TMEM123

MMP20

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

TMEM123 MMP20

RETAINED PROTEIN DOMAINS
reading frame unclear

Hemopexin

Matrixin

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.2

TMEM123
ENST00000398136.7

MMP20
ENST00000260228.3

breakpoint1
chr11:102448812

breakpoint2
chr11:102617059

0

27513

C
ov

er
ag

e

5 4 3 2 1 10 9 8 7 6 5 4 3 2 1

21 1098765432

2 kbp
introns not to scale

TMEM123

MMP20

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

TMEM123 MMP20

RETAINED PROTEIN DOMAINS
reading frame unclear

Hemopexin

Matrixin

Putative peptidoglycan binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p12.3

ADCY9
ENST00000294016.8

AC010601.1
ENST00000569048.5

breakpoint1
chr16:4113750

breakpoint2
chr16:17971946

0

2620

C
ov

er
ag

e

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

21 432

2 kbp
introns not to scale

A
D

C
Y

9
A

C
01

06
01

.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

ADCY9

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 17

q11.2

chromosome 17

q11.2

SMURF2P1
ENST00000579301.5

LRRC37B
ENST00000394713.7

breakpoint1
chr17:30610942

breakpoint2
chr17:32049102

0

1630

C
ov

er
ag

e

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

1 2 3 4 10 11 12

1 kbp
introns not to scale

S
M

U
R

F
2P

1
LR

R
C

37
B

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

LRRC37B

RETAINED PROTEIN DOMAINS
reading frame unclear

LRRC37A/B like protein 1 C−terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000493945.6

breakpoint1
chr8:84948969

breakpoint2
chr7:5528696

0

163598

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

700 bp
introns not to scale

ACTB

ACTBP6

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

ACTB

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000493945.6

breakpoint1
chr8:84948967

breakpoint2
chr7:5528698

0

163598

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

700 bp
introns not to scale

ACTB

ACTBP6

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

ACTB

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


