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reading frame unclear

Bcr−Abl oncoprotein oligomerisation domain

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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 = 166
Discordant mates = 3
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Syntaxin
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SUPPORTING READ COUNT

Split reads = 2
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 = 123
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

4865

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

Split reads = 38
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 = 11
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 = 7
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 = 6
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 = 2
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 = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
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 = 89
Discordant mates = 2
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reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 1

q21.1

chromosome 22

q12.3

NBPF10
ENST00000612520.2

LARGE1
ENST00000676132.1

breakpoint1
chr1:146189300

breakpoint2
chr22:33650668

0

41034

C
ov

er
ag

e

21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 16151413121110987654

3 kbp
introns not to scale

NBPF10

LARGE1

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

LARGE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl−transferase for dystroglycan

Glycosyl transferase family 8

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
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 = 29
Discordant mates = 2
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reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

FKBP−type peptidyl−prolyl cis−trans isomerase

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT
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Zinc finger, C2H2 type

C2H2−type zinc finger

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.
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Neurotransmitter−gated ion−channel ligand binding domain

Ankyrin repeats (3 copies)

Putative GTPase activating protein for Arf

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


