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Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

4584

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

4584

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 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
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
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 = 4
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 = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BRCT domain, a BRCA1 C−terminus domain

zf−RING of BARD1−type protein

Ankyrin repeats (3 copies)

zf−RING of BARD1−type protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 3
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BRCT domain, a BRCA1 C−terminus domain

zf−RING of BARD1−type protein

Ankyrin repeats (3 copies)

zf−RING of BARD1−type protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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reading frame unclear

BRCT domain, a BRCA1 C−terminus domain

zf−RING of BARD1−type protein

Ankyrin repeats (3 copies)

zf−RING of BARD1−type protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nitrogen Permease regulator of amino acid transport activity 3

Zona pellucida−like domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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Nitrogen Permease regulator of amino acid transport activity 3
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SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2
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Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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CBLB LEKR1

RETAINED PROTEIN DOMAINS
reading frame unclear

CBL proto−oncogene N−terminal domain 1

CBL proto−oncogene N−terminus, EF hand−like domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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reading frame unclear

CBL proto−oncogene N−terminal domain 1

CBL proto−oncogene N−terminus, EF hand−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Protein kinase domain

dDENN domain

DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Copper type II ascorbate−dependent monooxygenase, C−terminal domain

Copper type II ascorbate−dependent monooxygenase, N−terminal domain

DOMON domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

S−adenosylmethionine synthetase, N−terminal domain

S−adenosylmethionine synthetase, central domain

S−adenosylmethionine synthetase, C−terminal domain

Domain of unknown function (DUF4566)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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RanBP1 domain

Zn−finger in Ran binding protein and others

RanBP1 domain

Variant SH3 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


