
chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000678171.1

ERG
ENST00000398919.6

breakpoint1
chr21:41508081

breakpoint2
chr21:38584945

0

191443

C
ov

er
ag

e

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

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 23340
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000458356.6

ERG
ENST00000398919.6

breakpoint1
chr21:41507950

breakpoint2
chr21:38584945

0

191443

C
ov

er
ag

e

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

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 3429
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000455813.1

ERG
ENST00000398919.6

breakpoint1
chr21:41506445

breakpoint2
chr21:38584945

0

191443

C
ov

er
ag

e

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

1 12111098765432

1 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 2



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000678171.1

ERG
ENST00000398919.6

breakpoint1
chr21:41508081

breakpoint2
chr21:38575747

0

191443

C
ov

er
ag

e

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

1 1211109876543

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000678171.1

ERG
ENST00000398919.6

breakpoint1
chr21:41508081

breakpoint2
chr21:38584935

0

191443

C
ov

er
ag

e

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

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000679263.1

ERG
ENST00000398919.6

breakpoint1
chr21:41511863

breakpoint2
chr21:38584945

0

191443

C
ov

er
ag

e

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

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

TMPRSS2 ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000678348.1

ERG
ENST00000398919.6

breakpoint1
chr21:41507698

breakpoint2
chr21:38584945

0

191443

C
ov

er
ag

e

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

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 14

q24.2

chromosome 14

q24.1

PSEN1
ENST00000357710.8

RAD51B
ENST00000471583.5

breakpoint1
chr14:73198129

breakpoint2
chr14:67865003

0

3883

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

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

2 kbp
introns not to scale

R
A

D
51B

P
S

E
N

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

PSEN1 RAD51B

RETAINED PROTEIN DOMAINS
reading frame unclear

Presenilin

Rad51

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 2



chromosome 14

q24.2

chromosome 14

q24.1

PSEN1
ENST00000357710.8

RAD51B
ENST00000479335.5

breakpoint1
chr14:73198129

breakpoint2
chr14:67864788

0

3883

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

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

2 kbp
introns not to scale

R
A

D
51B

P
S

E
N

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

PSEN1 RAD51B

RETAINED PROTEIN DOMAINS
reading frame unclear

Presenilin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 9

q34.11

chromosome 9

q33.3

DPM2
ENST00000314392.13

RALGPS1
ENST00000424082.6

breakpoint1
chr9:127936553

breakpoint2
chr9:127166069

0

4343

C
ov

er
ag

e

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

321 9 10 11 12 13 14 15 16 17 18

1 kbp
introns not to scale

RALGPS1

DPM2

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

DPM2 RALGPS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dolichol phosphate−mannose biosynthesis regulatory protein (DPM2)

PH domain

RasGEF domain

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 2



chromosome 9

q34.11

chromosome 9

q33.3

DPM2
ENST00000314392.13

RALGPS1
ENST00000424082.6

breakpoint1
chr9:127937434

breakpoint2
chr9:127166069

0

4343

C
ov

er
ag

e

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

21 9 10 11 12 13 14 15 16 17 18

1 kbp
introns not to scale

RALGPS1

DPM2

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

DPM2 RALGPS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dolichol phosphate−mannose biosynthesis regulatory protein (DPM2)

PH domain

RasGEF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

p12.3

chromosome 16

p13.11

ABCC6P1
ENST00000565566.1

MYH11
ENST00000396324.7

breakpoint1
chr16:18582467

breakpoint2
chr16:15786732

0

133060

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 42 41 40 39 38 37 36 35 34 33 32 31 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 6 42414039383736353433323130292827262524232221201918171615141312111098765

4 kbp
introns not to scale

M
Y

H
11

A
B

C
C

6P
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

MYH11

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin tail

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0



chromosome 16

p12.3

chromosome 16

p13.11

ABCC6P1
ENST00000565566.1

MYH11
ENST00000396324.7

breakpoint1
chr16:18580335

breakpoint2
chr16:15786732

0

133060

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 42 41 40 39 38 37 36 35 34 33 32 31 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 42414039383736353433323130292827262524232221201918171615141312111098765

4 kbp
introns not to scale

M
Y

H
11

A
B

C
C

6P
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

MYH11

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin tail

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q23.2

chromosome 3

q29

TLK2
ENST00000326270.13

FAM157A
ENST00000634862.1

breakpoint1
chr17:62560126

breakpoint2
chr3:198180755

0

3125

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

1 2 3 4 5 6 7 8 9 102 3 4 5 6 7 8 9 10 11 12 13 14 15

3 kbp
introns not to scale

FA
M

157A

TL
K

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0



chromosome 7

q34

chromosome 7

q34

HIPK2
ENST00000428878.6

SLC37A3
ENST00000326232.14

breakpoint1
chr7:139715932

breakpoint2
chr7:140369682

0

27005

C
ov

er
ag

e

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

21 151413121110987654

3 kbp
introns not to scale

HIPK2SLC37A3

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

HIPK2 SLC37A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0



chromosome 7

q34

chromosome 7

q34

HIPK2
ENST00000428878.6

SLC37A3
ENST00000326232.14

breakpoint1
chr7:139715932

breakpoint2
chr7:140355764

0

27005

C
ov

er
ag

e

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

21 151413121110987

3 kbp
introns not to scale

HIPK2SLC37A3

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

HIPK2 SLC37A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15

q25.1

chromosome 10

p13

ARNT2
ENST00000622346.4

RSU1
ENST00000377921.7

breakpoint1
chr15:80450994

breakpoint2
chr10:16752653

0

3258

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 8 7 6 5 4 3 2 1

1 2 876

2 kbp
introns not to scale

RSU1

A
R

N
T

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

ARNT2 RSU1

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0



chromosome 15

q25.1

chromosome 10

p13

ARNT2
ENST00000622346.4

RSU1
ENST00000377921.7

breakpoint1
chr15:80450994

breakpoint2
chr10:16695155

0

3258

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 8 7 6 5 4 3 2 1

1 2 87

2 kbp
introns not to scale

RSU1

A
R

N
T

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000225576.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

6332

C
ov

er
ag

e

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 = 45
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000225576.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

6332

C
ov

er
ag

e

6 5 4 3 2 1 4 3 2 1

654321 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 = 23
Discordant mates = 0



chromosome 10

p13

chromosome 15

q25.1

RSU1
ENST00000377921.7

ARNT2
ENST00000622346.4

breakpoint1
chr10:16752539

breakpoint2
chr15:80551199

0

3258

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 13 14 15 16 17 18 19 20

654321 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

RSU1

A
R

N
T

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

RSU1 ARNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

PAS fold

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0



chromosome 6

q23.3

chromosome 14

q24.1

ARFGEF3
ENST00000251691.5

SUSD6
ENST00000342745.5

breakpoint1
chr6:138292053

breakpoint2
chr14:69658513

0

19471

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 131415161718 19 20212223242526272829303132 33 34 1 2 3 4 5 6

1 2 3 4 5 6 7 8 9 10 11 12 131415161718 192 3 4 5 6

6 kbp
introns not to scale

ARFGEF3

S
U

S
D

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

ARFGEF3 SUSD6

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Sushi repeat (SCR repeat)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


