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Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 226
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Split reads = 111
Discordant mates = 15



chromosome 14

q24.2

chromosome 14

q24.2

AC005993.1
ENST00000655301.1

RGS6
ENST00000556437.5

breakpoint1
chr14:71908434

breakpoint2
chr14:71964772

0

1589

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

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

1 kbp
introns not to scaleA

C
005993.1

R
G

S
6

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

RGS6

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT
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Split reads = 9
Discordant mates = 8



chromosome 14

q24.2

chromosome 14

q24.2

AC005993.1
ENST00000555581.1

RGS6
ENST00000556437.5

breakpoint1
chr14:71848736

breakpoint2
chr14:72352095

0

1589

C
ov

er
ag

e

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

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

1 kbp
introns not to scaleA

C
005993.1

R
G

S
6

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

RGS6

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 5
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

4111

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

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

13267

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 = 136
Discordant mates = 5
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SUPPORTING READ COUNT
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Discordant mates = 18
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SUPPORTING READ COUNT
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Split reads = 8
Discordant mates = 21
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Split reads = 3
Discordant mates = 21
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 100
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 = 74
Discordant mates = 0
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PCDHGB2 PCDHGA11

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 = 74
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 = 74
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 = 74
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 = 74
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 = 74
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 = 74
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 = 74
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

OAR motif

Homeodomain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 2
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reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

PDZ domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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DNM2 SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Bromodomain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Bromodomain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


