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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

7338

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 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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Eukaryotic protein of unknown function (DUF846)
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Split reads = 128
Discordant mates = 0
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Amidohydrolase family
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SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 0
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Rel homology dimerisation domain

Rel homology DNA−binding domain

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

JmjC domain, hydroxylase

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 8
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 1
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Split reads = 3
Discordant mates = 2



chromosome 17

q23.3

chromosome 17

q23.3

TEX2
ENST00000583097.5

PECAM1
ENST00000564866.5

breakpoint1
chr17:64212574

breakpoint2
chr17:64390763

0

10523

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 5 4 3 2 1

21 5432

2 kbp
introns not to scale

TE
X

2
P

E
C

A
M

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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TEX2 PECAM1

RETAINED PROTEIN DOMAINS
reading frame unclear

C17orf99 Ig domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 4
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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ADAM20

RETAINED PROTEIN DOMAINS
reading frame unclear

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SYNJ2BP ADAM20

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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SREK1 MAST4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SREK1 MAST4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RIC1 GLDC

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycine cleavage system P−protein

Beta−eliminating lyase

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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ZNF318 KLC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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ZNF318 KLC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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ZNF318 KLC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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ARHGEF35

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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ARHGEF35

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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ARHGEF35

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 22

q13.33

chromosome 1

p36.31

PPP6R2
ENST00000612753.5

RPL22
ENST00000234875.9

breakpoint1
chr22:50343550

breakpoint2
chr1:6197756

0

22784

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 4 3 2 1

1 432

2 kbp
introns not to scale

RPL22

PPP6R2

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

RPL22

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal L22e protein family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal L22e protein family

SUPPORTING READ COUNT

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

Ribosomal L22e protein family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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ANKRD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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ZNF121 SAXO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0


