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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15453085

0

5269

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 432

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
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 1
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ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ZKSCAN7 KIF15

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

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

SCAN domain

KRAB box

Hyaluronan mediated motility receptor C−terminal

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

Snf2−ATP coupling, chromatin remodelling complex

Helicase conserved C−terminal domain

SNF2−related domain

BRK domain

HSA domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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reading frame unclear

Bromodomain

Snf2−ATP coupling, chromatin remodelling complex

Helicase conserved C−terminal domain
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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SUPPORTING READ COUNT

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

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1



chromosome 3

p14.3

chromosome 3

p21.2

ARHGEF3
ENST00000338458.8

RRP9
ENST00000232888.7

breakpoint1
chr3:57035088

breakpoint2
chr3:51938204

0

5570

C
ov

er
ag

e

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 1514131211109876543

2 kbp
introns not to scale

R
R

P9

A
R

H
G

E
F3

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

ARHGEF3 RRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 3

p14.3

chromosome 3

p21.2

ARHGEF3
ENST00000338458.8

RRP9
ENST00000232888.7

breakpoint1
chr3:57079226

breakpoint2
chr3:51941491

0

5570

C
ov

er
ag

e

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

1 15141312111098765432

2 kbp
introns not to scale

R
R

P9

A
R

H
G

E
F3

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

RRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 13

q13.3

chromosome 13

q13.3

CCDC169
ENST00000503173.5

SOHLH2
ENST00000379881.8

breakpoint1
chr13:36248606

breakpoint2
chr13:36202093

0

467

C
ov

er
ag

e

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

7654321 111098765432

1 kbp
introns not to scale

SO
H

LH
2

C
C

D
C

169

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

CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain
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Proline−rich protein

SUPPORTING READ COUNT

Split reads = 7
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Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


