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Ribosomal protein L11 methyltransferase (PrmA)

Coactivator−associated arginine methyltransferase 1 N terminal
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reading frame unclear

Dpy−30 motif

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 0



chromosome 17

q23.2

chromosome 3

p14.1

BCAS3
ENST00000408905.7

ATXN7
ENST00000522345.2

breakpoint1
chr17:60747279

breakpoint2
chr3:63995505

0

30279

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

1 2 3 4 5 10 11 12

3 kbp
introns not to scale

ATX
N

7

B
C

A
S

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
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Protein kinase domain

dDENN domain

DENN (AEX−3) domain
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SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 2
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Reprolysin family propeptide

AMP−binding enzyme C−terminal domain

AMP−binding enzyme
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Split reads = 81
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Breast carcinoma amplified sequence 3 

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 0
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MYO9B FCHO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras association (RalGDS/AF−6) domain

Myosin head (motor domain)

Muniscin C−terminal mu homology domain

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 4
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Ras association (RalGDS/AF−6) domain

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras association (RalGDS/AF−6) domain

Myosin head (motor domain)

Muniscin C−terminal mu homology domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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DEPDC1B ELOVL7

RETAINED PROTEIN DOMAINS
reading frame unclear

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

RhoGAP domain

GNS1/SUR4 family

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin−like coiled−coil protein

BSD domain  

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin−like coiled−coil protein

BSD domain  

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Myosin−like coiled−coil protein
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SUPPORTING READ COUNT
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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

Split reads = 113
Discordant mates = 1
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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

Split reads = 94
Discordant mates = 5
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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

Split reads = 64
Discordant mates = 7
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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

Split reads = 22
Discordant mates = 5
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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

Split reads = 5
Discordant mates = 1
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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

Split reads = 5
Discordant mates = 0
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Regulator of G protein signaling domain
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Regulator of G−protein signalling DHEX domain

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

SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

Split reads = 1
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RBM6 BCAR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Crk−Associated Substrate C−terminal domain

Serine rich protein interaction domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 107
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Split reads = 92
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 2
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SWIRM−associated domain at the N−terminal

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 2
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Immunoglobulin I−set domain

Immunoglobulin domain
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Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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SNARE associated Golgi protein
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Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

RPS6KB1
ENST00000225577.9

VMP1
ENST00000262291.9

breakpoint1
chr17:59914703

breakpoint2
chr17:59838295

0

25515

C
ov

er
ag

e

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

1 2 3 411 12

3 kbp
introns not to scale

V
M

P
1

R
P

S
6K

B
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

RPS6KB1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

RPS6KB1
ENST00000225577.9

VMP1
ENST00000262291.9

breakpoint1
chr17:59930174

breakpoint2
chr17:59808796

0

25515

C
ov

er
ag

e

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

1 2 3 4 5 68 9 10 11 12

3 kbp
introns not to scale

V
M

P
1

R
P

S
6K

B
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

RPS6KB1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

RPS6KB1
ENST00000225577.9

VMP1
ENST00000262291.9

breakpoint1
chr17:59893325

breakpoint2
chr17:59808796

0

25515

C
ov

er
ag

e

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

1 8 9 10 11 12

3 kbp
introns not to scale

V
M

P
1

R
P

S
6K

B
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

RPS6KB1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

RPS6KB1
ENST00000225577.9

VMP1
ENST00000262291.9

breakpoint1
chr17:59936541

breakpoint2
chr17:59839768

0

25515

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

V
M

P
1

R
P

S
6K

B
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

RPS6KB1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q22

chromosome 17

q23.1

AC099850.1
ENST00000451775.1

VMP1
ENST00000262291.9

breakpoint1
chr17:59107591

breakpoint2
chr17:59838295

0

14515

C
ov

er
ag

e

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

1 11 12

1 kbp
introns not to scale

A
C

09
98

50
.1

V
M

P
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5
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ASAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

Ankyrin repeats (3 copies)

Putative GTPase activating protein for Arf

PH domain

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

LEM domain

Man1−Src1p−C−terminal domain

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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ITGB6 RBMS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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ATXN7L3 FAM171A2

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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RAD51C ATXN7

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2



chromosome 17

q22

chromosome 3

p14.1

RAD51C
ENST00000337432.9

ATXN7
ENST00000522345.2

breakpoint1
chr17:58724100

breakpoint2
chr3:63979915

0

7958

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

ATX
N

7

R
A

D
51

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

RAD51C ATXN7

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 2
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RAD51C ATXN7

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PNPLA7 DPH7

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PAP2 superfamily

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PAP2 superfamily

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BCAS4 EYA2

RETAINED PROTEIN DOMAINS
reading frame unclear

haloacid dehalogenase−like hydrolase

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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B3GNTL1 SLC9A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl transferase family 2

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

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

Glycosyl transferase family 2

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4713)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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GSN SMIM22

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4713)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SLC16A7

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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AHCYL1 RAD51C

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 15

q21.2

chromosome 15

q21.2

MIR4713HG
ENST00000559909.1

GLDN
ENST00000335449.11

breakpoint1
chr15:51037681

breakpoint2
chr15:51383436

0

484

C
ov

er
ag

e

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

1 3 4 5 6 7 8 9 10

2 kbp
introns not to scaleM

IR
4713H

G

G
LD

N

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

GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SENP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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ANKS1A UHRF1BP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATP1A1 ZFP64

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation transporter/ATPase, N−terminus

E1−E2 ATPase

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Cation transporter/ATPase, N−terminus

E1−E2 ATPase

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

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

C1q domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Trimeric coiled−coil oligomerisation domain of matrilin

von Willebrand factor type A domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SLC25A24 SARS1

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

EF hand

EF−hand domain pair

tRNA synthetase class II core domain (G, H, P, S and T)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

EF hand

tRNA synthetase class II core domain (G, H, P, S and T)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 5
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.
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TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5
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No protein domains retained in fusion.
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Split reads = 1
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No protein domains retained in fusion.
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Split reads = 1
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No coding regions retained in fusion transcript.

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
Discordant mates = 0



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000496773.1

breakpoint1
chr21:10543382

breakpoint2
chr21:10497355

0

4065

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

1 2 3 4 5 6 710 11 12 13 14 15

2 kbp
introns not to scale

BAGE2

TPTE

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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TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain
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Split reads = 1
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EIF3H RAD21

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

Conserved region of Rad21 / Rec8 like protein

N terminus of Rad21 / Rec8 like protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

Conserved region of Rad21 / Rec8 like protein

N terminus of Rad21 / Rec8 like protein
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Split reads = 5
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MAP3K2 IWS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain
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TOP1

RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal topoisomerase domain

Eukaryotic DNA topoisomerase I, catalytic core

Eukaryotic DNA topoisomerase I, DNA binding fragment

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Leucine rich adaptor protein 

PLAC (protease and lacunin) domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Thrombospondin type 1 domain

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TEX14 PTPRG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Protein kinase domain

Protein−tyrosine phosphatase

Fibronectin type III domain

Eukaryotic−type carbonic anhydrase

SUPPORTING READ COUNT

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

Tetratricopeptide repeat protein 5 OB fold domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

BTB/POZ domain

Zinc finger, C2H2 type

BTB/POZ domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

PHD−finger

Bromodomain

PHD−finger

PWWP domain

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TMEM245 PTPN3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

PDZ domain

FERM C−terminal PH−like domain

FERM central domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Reprolysin family propeptide

Isochorismatase family

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Isochorismatase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ARHGAP10 EDNRA

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

PH domain

RhoGAP domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ARHGAP10 EDNRA

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

PH domain

RhoGAP domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q13.4

ARRB1
ENST00000360025.7

KLHL35
ENST00000376292.8

breakpoint1
chr11:75351588

breakpoint2
chr11:75426601

0

3442

C
ov

er
ag

e

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

1 6543

1 kbp
introns not to scale

ARRB1

KLHL35

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

ARRB1 KLHL35

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ARRB1 KLHL35

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BCAS3 AMPD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenosine deaminase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adenosine deaminase

SUPPORTING READ COUNT

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

Wnt and FGF inhibitory regulator

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tumour protein D52 family

Tetratricopeptide repeat

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TPD52L2 TANC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Tumour protein D52 family

Tetratricopeptide repeat

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CAMSAP CH domain

RhoGEF domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Variant SH3 domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

CAMSAP CH domain

RhoGEF domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Variant SH3 domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

uDENN domain

DENN (AEX−3) domain

Oxidative−stress−responsive kinase 1 C−terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PRSS23 SLC35C1

RETAINED PROTEIN DOMAINS
reading frame unclear

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

Oxygenase domain of the 2OGFeDO superfamily 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Oxygenase domain of the 2OGFeDO superfamily 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RASAL2 OR10K2

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

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

NIF3 (NGG1p interacting factor 3)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATP9A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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DHX40 LRIF1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Helicase associated domain (HA2)

Ligand−dependent nuclear receptor−interacting factor 1

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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POLE ANKLE2

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase family B, exonuclease domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE−type zinc finger

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE−type zinc finger

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SYTL5

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE−type zinc finger

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1805669

breakpoint2
chr4:1744518

0

8482

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 1214 15 16

3 kbp
introns not to scale

TA
C

C
3

F
G

F
R

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

FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

NA

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PREX1

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Synaptotagmin−like mitochondrial−lipid−binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Synaptotagmin−like mitochondrial−lipid−binding domain

SUPPORTING READ COUNT

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

Serine incorporator (Serinc)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Olduvai domain

SUPPORTING READ COUNT

Split reads = 2
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AFF4 HSPA4

RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein N−terminal region

Hsp70 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATP9A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

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

Sodium/hydrogen exchanger family

Glycosyl transferase family 2

SUPPORTING READ COUNT

Split reads = 1
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TRIM37 RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


