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Split reads = 371
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140809572

breakpoint2
chr5:141009627

0

3172

C
ov

er
ag

e

1 2 1 2 3 4

1 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 = 6
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

3172

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
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SUPPORTING READ COUNT

Split reads = 315
Discordant mates = 3



chromosome 5

q12.3

chromosome 5

q12.3

NLN
ENST00000380985.10

ERBIN
ENST00000506030.5

breakpoint1
chr5:65722414

breakpoint2
chr5:66012057

0

14057

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 1 2 3 4 5 6 7 8 9 10 11 12 13 1415 16 17 18 19 20 21 22 23 2425 26

15 6 7 8 9 10 11 12 13 1415 16 17 18 19 20 21 22 23 2425 26

4 kbp
introns not to scale

N
LN

E
R

B
IN

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

NLN ERBIN

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

9841

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
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SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

9841

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 = 92
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

9841

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 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 = 42
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

9841

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 = 39
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

6781

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
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PHF8 PFKFB1

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

Histidine phosphatase superfamily (branch 1)

6−phosphofructo−2−kinase

SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 0
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reading frame unclear

PHD−finger

Histidine phosphatase superfamily (branch 1)

6−phosphofructo−2−kinase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

q13.2

chromosome 19

q13.33

GSK3A
ENST00000453535.1

NUCB1
ENST00000407032.5

breakpoint1
chr19:42239955

breakpoint2
chr19:48911149

0

9388

C
ov

er
ag

e

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

21 5 6 7 8 9 10 11 12 13 14

2 kbp
introns not to scale

G
SK

3A
NUCB1

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

GSK3A NUCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 158
Discordant mates = 7



chromosome 19

q13.2

chromosome 19

q13.33

GSK3A
ENST00000453535.1

NUCB1
ENST00000407032.5

breakpoint1
chr19:42242183

breakpoint2
chr19:48911149

0

9388

C
ov

er
ag

e

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

1 5 6 7 8 9 10 11 12 13 14

2 kbp
introns not to scale

G
SK

3A
NUCB1

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

GSK3A NUCB1

RETAINED PROTEIN DOMAINS
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EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 10
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RETAINED PROTEIN DOMAINS
reading frame unclear

Diaphanous GTPase−binding Domain

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 13

q21.2

chromosome 7

q21.12

DIAPH3
ENST00000400324.9

ELAPOR2
ENST00000450689.7

breakpoint1
chr13:60163587

breakpoint2
chr7:86965024

0

9952

C
ov

er
ag

e

28 2726 25 24 23 22 21 20 19 18 17 16 151413 12 11 10 9 8 7 6 5 4 3 2 1 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2221201918171615141312111098765432

4 kbp
introns not to scale

ELAPOR2

D
IA

P
H

3

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
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 0
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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 = 124
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Leucine−rich repeat

PAP2 superfamily C−terminal

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 0
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reading frame unclear

Ras family

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

HAUS augmin−like complex subunit 4

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

TUBD1
ENST00000592426.5

VMP1
ENST00000262291.9

breakpoint1
chr17:59863664

breakpoint2
chr17:59839768

0

21466

C
ov

er
ag

e

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

7654321 12

2 kbp
introns not to scale

V
M

P
1

TU
B

D
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

TUBD1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 3
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Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger receptor cysteine−rich domain

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 5
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SUPPORTING READ COUNT

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

Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 9

p22.1

chromosome 9

p22.1

RRAGA
ENST00000380527.3

SAXO1
ENST00000380534.9

breakpoint1
chr9:19049703

breakpoint2
chr9:19049258

0

3664

C
ov

er
ag

e

1 4 3 2 1

1 4321

900 bp
introns not to scale

SAXO1
RRAGA

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

RRAGA SAXO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SCAMP family

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SCAMP family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RFC3 ATP8A2

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase III, delta subunit

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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ARHGAP6

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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ARHGAP6

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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CHKA PPM1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/ethanolamine kinase

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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ERP44

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger mRNA decapping enzyme C−term binding

TLD

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 22

q13.31

chromosome 22

q13.31

TBC1D22A
ENST00000337137.9

ATXN10
ENST00000252934.10

breakpoint1
chr22:46997709

breakpoint2
chr22:45842991

0

35176

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 1011 12

2 kbp
introns not to scale

ATXN10

TBC1D22A

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

TBC1D22A ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SLC38A10

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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WDR88

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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ZNF776 WDR88

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PIK3CB CEP70

RETAINED PROTEIN DOMAINS
reading frame unclear

PI3−kinase family, p85−binding domain

PI3−kinase family, ras−binding domain

Phosphoinositide 3−kinase C2

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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TNS4 CCR7

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 3

q27.1

chromosome 17

q25.3

MCF2L2
ENST00000328913.7

C17orf99
ENST00000340363.9

breakpoint1
chr3:183295300

breakpoint2
chr17:78160955

0

1582

C
ov

er
ag

e

30 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

13121110987654321 3 4 5

3 kbp
introns not to scale

M
C

F
2L2

C
17

or
f9

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

MCF2L2 C17orf99

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

C17orf99 Ig domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


