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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

5353

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
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503097

breakpoint2
chr17:15438197

0

5353

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

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 = 0
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 3
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Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

HOOK domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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Domain of unknown function (DUF4211)

TLC domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

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

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Class II Aldolase and Adducin N−terminal domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Class II Aldolase and Adducin N−terminal domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Class II Aldolase and Adducin N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Sodium:neurotransmitter symporter family

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Thioredoxin−like

Vps53−like, N−terminal 

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


