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Split reads = 326
Discordant mates = 6



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

9371

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 = 174
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

9371

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 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
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 171
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85351579

0

5431

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 6543

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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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 = 85
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

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

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 2
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Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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Cyclic nucleotide−binding domain

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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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 1
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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SUPPORTING READ COUNT

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

Neuromodulin

IQ calmodulin−binding motif

Gap junction protein N−terminal region

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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reading frame unclear

Neuromodulin

IQ calmodulin−binding motif

Gap junction protein N−terminal region

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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