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SUPPORTING READ COUNT

Split reads = 312
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 305
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 4
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Split reads = 4
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SUPPORTING READ COUNT

Split reads = 275
Discordant mates = 1
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Discordant mates = 11
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Split reads = 26
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

9226

C
ov

er
ag

e

7 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
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Split reads = 13
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

9226

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 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 = 6
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Discordant mates = 3



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000542977.5

GAB2
ENST00000530915.1

breakpoint1
chr11:72040959

breakpoint2
chr11:78364103

0

50068

C
ov

er
ag

e

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

1 432

1 kbp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 3



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000544238.5

GAB2
ENST00000361507.5

breakpoint1
chr11:72041428

breakpoint2
chr11:78280901

0

69787

C
ov

er
ag

e

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

1 1098765432

2 kbp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000543937.5

GAB2
ENST00000361507.5

breakpoint1
chr11:72049419

breakpoint2
chr11:78280901

0

69787

C
ov

er
ag

e

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

321 1098765432

2 kbp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000544129.5

GAB2
ENST00000361507.5

breakpoint1
chr11:72039735

breakpoint2
chr11:78280901

0

69787

C
ov

er
ag

e

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

1 1098765432

2 kbp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000535947.5

GAB2
ENST00000361507.5

breakpoint1
chr11:72040605

breakpoint2
chr11:78280901

0

69787

C
ov

er
ag

e

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

1 1098765432

2 kbp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3



chromosome 11

q13.4

chromosome 11

q14.1

NUMA1
ENST00000544129.5

GAB2
ENST00000530915.1

breakpoint1
chr11:72039735

breakpoint2
chr11:78364103

0

50068

C
ov

er
ag

e

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

1 432

600 bp
introns not to scale

NUMA1

GAB2

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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Split reads = 1
Discordant mates = 0
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)

GHH signature containing HNH/Endo VII superfamily nuclease toxin

RHS Repeat

EGF−like domain

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase C−terminal domain

DNA replication complex GINS protein SLD5 C−terminus

GINS complex protein

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 1
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reading frame unclear

Alanine racemase, N−terminal domain

PH domain

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 7
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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CID domain

Apx/Shroom domain ASD2

Apx/Shroom domain ASD1

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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reading frame unclear

CID domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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reading frame unclear

N−terminal region of Chorein or VPS13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

SHR−binding domain of vacuolar−sorting associated protein 13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

SHR−binding domain of vacuolar−sorting associated protein 13

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

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

N−terminal region of Chorein or VPS13

SHR−binding domain of vacuolar−sorting associated protein 13

Vacuolar−sorting−associated 13 protein C−terminal

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

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

Regulator of G protein signaling domain

6−O−methylguanine DNA methyltransferase, DNA binding domain

6−O−methylguanine DNA methyltransferase, ribonuclease−like domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

6−O−methylguanine DNA methyltransferase, DNA binding domain

6−O−methylguanine DNA methyltransferase, ribonuclease−like domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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reading frame unclear

Teneurin Intracellular Region

EGF−like domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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reading frame unclear
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EGF−like domain

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 
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Split reads = 4
Discordant mates = 0



chromosome 11

q13.4

chromosome 8

p11.23

AP000867.4
ENST00000641616.1

ADGRA2
ENST00000412232.3

breakpoint1
chr11:71639769

breakpoint2
chr8:37838956

0

23353

C
ov

er
ag

e

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

1 15 16 17 18 19

2 kbp
introns not to scale

ADGRA2

AP000867.4

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

ADGRA2

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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Leucine−rich repeat

Phosphatidylinositol−4−phosphate 5−Kinase
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