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SUPPORTING READ COUNT

Split reads = 388
Discordant mates = 5
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Split reads = 6
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SUPPORTING READ COUNT
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P53 transactivation motif
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SUPPORTING READ COUNT

Split reads = 324
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 230
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

F5/8 type C domain

LCCL domain

CUB domain

SUPPORTING READ COUNT

Split reads = 159
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 145
Discordant mates = 1
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PCDHA3 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0
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Cadherin−like
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SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0
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reading frame unclear

Pumilio−family RNA binding repeat

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TTC28 ZNRF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Ring finger domain

ZNRF−3 Ectodomain

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 19

q12

chromosome 19

q13.12

URI1
ENST00000392271.6

PROSER3
ENST00000620918.4

breakpoint1
chr19:29942664

breakpoint2
chr19:35759374

0

11135

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

URI1
PROSER3

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 = 105
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

G−protein alpha subunit

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000488557.6

DDAH1
ENST00000284031.13

breakpoint1
chr1:85488291

breakpoint2
chr1:85358847

0

2785

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1



chromosome 22

q12.2

chromosome 3

q25.1

NF2
ENST00000672461.1

WWTR1
ENST00000465804.5

breakpoint1
chr22:29604112

breakpoint2
chr3:149669891

0

41105

C
ov

er
ag

e

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

1 8765432

3 kbp
introns not to scale

W
W

T
R

1

NF2

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

NF2 WWTR1

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

WW domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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FERM N−terminal domain 
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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Split reads = 1
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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 = 85
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

6706

C
ov

er
ag

e

7 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
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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