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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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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 = 68
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 = 47
Discordant mates = 0
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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 = 20
Discordant mates = 0
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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 = 9
Discordant mates = 0
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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



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

2641

C
ov

er
ag

e

3 2 1 4 3 2 1

21 4

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

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ARHGAP39 ZNF16

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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PRDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal domain of 1−Cys peroxiredoxin

AhpC/TSA family

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal domain of 1−Cys peroxiredoxin

AhpC/TSA family

SUPPORTING READ COUNT

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

C−terminal domain of 1−Cys peroxiredoxin

AhpC/TSA family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PDIA3 STRC

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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MED15 ATXN3

RETAINED PROTEIN DOMAINS
reading frame unclear

ARC105 or Med15 subunit of Mediator complex non−fungal

Ubiquitin interaction motif

Unstructured region C−term to UIM in Ataxin3

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MED15 ATXN3

RETAINED PROTEIN DOMAINS
reading frame unclear

ARC105 or Med15 subunit of Mediator complex non−fungal

Ubiquitin interaction motif

Unstructured region C−term to UIM in Ataxin3

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MED15 ATXN3

RETAINED PROTEIN DOMAINS
reading frame unclear

ARC105 or Med15 subunit of Mediator complex non−fungal

Ubiquitin interaction motif

Unstructured region C−term to UIM in Ataxin3

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PCCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PCCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000676189.1

breakpoint1
chr8:84948961

breakpoint2
chr7:5528705

0

210195

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

800 bp
introns not to scale

ACTB

ACTBP6

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

ACTB

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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