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SUPPORTING READ COUNT

Split reads = 299
Discordant mates = 1
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Rel homology DNA−binding domain

Rel homology dimerisation domain

Iron−binding zinc finger CDGSH type

Iron−containing outer mitochondrial membrane protein N−terminus  

SUPPORTING READ COUNT

Split reads = 227
Discordant mates = 2
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Cytosolic arginine sensor for mTORC1 subunit 1 N−terminal domain
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SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 0
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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 = 119
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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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 = 36
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

2913

C
ov

er
ag

e

3 2 1 4 3 2 1

21 43

800 bp
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 = 21
Discordant mates = 0
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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 = 7
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000225576.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15453085

0

4481

C
ov

er
ag

e

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
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
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 = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

B−box zinc finger

Scavenger receptor cysteine−rich domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 0
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Zinc finger, C3HC4 type (RING finger)

B−box zinc finger

Scavenger receptor cysteine−rich domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 2
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1
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Arginine deiminase
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Split reads = 7
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 3
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Dimerisation domain of Ca+−activated chloride−channel, anoctamin

P120R (NUC006) repeat

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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SUPPORTING READ COUNT
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reading frame unclear

Zinc finger, C4 type (two domains)

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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No protein domains retained in fusion.
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Autophagy protein Apg5 
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Split reads = 19
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Poly−adenylate binding protein, unique domain

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PLD−like domain
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reading frame unclear

Ribosomal protein L14

Bromodomain

Snf2−ATP coupling, chromatin remodelling complex

Helicase conserved C−terminal domain

SNF2−related domain

BRK domain

HSA domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 0


