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RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Protein kinase domain

MAM domain, meprin/A5/mu

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 142
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 = 122
Discordant mates = 2



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

5556

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 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

Split reads = 41
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 = 34
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 = 16
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 = 15
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
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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 = 1
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 1
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ERBB2 SRCIN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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ERBB2 SRCIN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

1783

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

P
C

D
H

AC
2

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

PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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PCGF2 ERBB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

RAWUL domain RING finger− and  WD40−associated ubiquitin−like

Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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FBXL20 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

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

Dentin matrix protein 1 (DMP1)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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