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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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Split reads = 1
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGA9
ENST00000573521.1

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

14612

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

5

P
C

D
H

G
A

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

PCDHGA5 PCDHGA9

RETAINED PROTEIN DOMAINS
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Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
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SUPPORTING READ COUNT

Split reads = 106
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Split reads = 10
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73097567

breakpoint2
chr7:77241691

0

4154

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

1 2 3 4 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

2 kbp
introns not to scale

PMS2P6
CCDC146

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 = 1
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73100706

breakpoint2
chr7:77241691

0

4154

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

1 2 3 4 5 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

2 kbp
introns not to scale

PMS2P6
CCDC146

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 = 1
Discordant mates = 0



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

4594

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 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

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
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reading frame unclear

Domain of unknown function (DUF1908)

Protein of unknown function (DUF3429)

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 3
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Domain of unknown function (DUF1908)

Protein of unknown function (DUF3429)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 11
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 3

q23

chromosome 3

q23

CLSTN2
ENST00000458420.7

AC046134.2
ENST00000660194.1

breakpoint1
chr3:139935483

breakpoint2
chr3:139599764

0

13234

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13141516 17 1 2 3 4 5 6

1 6

5 kbp
introns not to scale

A
C

046134.2

C
LS

T
N

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

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0


