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SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 2
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reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 20
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 20
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 5
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reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 7
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 6
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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 = 98
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 6

q25.1

chromosome 6

q25.3

RMND1
ENST00000444024.3

TMEM181
ENST00000367090.4

breakpoint1
chr6:151445308

breakpoint2
chr6:158631323

0

7181

C
ov

er
ag

e

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

21 16 17

3 kbp
introns not to scale

RM
ND1

TMEM181

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 = 90
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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SUPPORTING READ COUNT

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

Protein of unknown function TPD sequence−motif

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 3
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Protein of unknown function TPD sequence−motif

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 3
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reading frame unclear

Protein of unknown function TPD sequence−motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 71
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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 3
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

3116

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 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
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

3116

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 = 8
Discordant mates = 2
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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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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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Ubiquitin carboxyl−terminal hydrolase

Zn−finger in ubiquitin−hydrolases and other protein

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 3
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Zn−finger in ubiquitin−hydrolases and other protein
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A20−like zinc finger

Peroxisomal testis−specific protein 1

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Calcitonin gene−related peptide regulator C terminal

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Calcitonin gene−related peptide regulator C terminal

SUPPORTING READ COUNT

Split reads = 1
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FERM N−terminal domain 

FERM central domain

FERM C−terminal PH−like domain

FERM adjacent (FA)

4.1 protein C−terminal domain (CTD)

SAB domain

4.1 protein C−terminal domain (CTD)

AN1−like Zinc finger

A20−like zinc finger

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Ankyrin repeats (3 copies)

Regulator of chromosome condensation (RCC1) repeat

BTB/POZ domain

T−complex protein 11

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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MyoD family inhibitor

Laminin G domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

Calcium−binding EGF domain

Human growth factor−like EGF

Olduvai domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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EGF−like domain

Olduvai domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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EGF−like domain

Calcium−binding EGF domain

Human growth factor−like EGF

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ion channel

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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