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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
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Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15453085

0

5009

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 432

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 = 1
Discordant mates = 0



chromosome 5

q13.2

chromosome 5

q13.2

GUSBP13
ENST00000506490.2

NAIP
ENST00000194097.8

breakpoint1
chr5:69920867

breakpoint2
chr5:71003857

0

3713

C
ov

er
ag

e

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

1 2 3 4 5 151413121110987654

2 kbp
introns not to scale

G
U

S
B

P
13

N
A

IP

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

NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 85
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 34
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Sec23−binding domain of Sec16
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N−terminal of Homeobox Meis and PKNOX1

Homeobox KN domain

Protein of unknown function TPD sequence−motif

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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CLASP N terminal

7 transmembrane sweet−taste receptor of 3 GCPR

Nine Cysteines Domain of family 3 GPCR

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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Homeobox KN domain

SUPPORTING READ COUNT

Split reads = 23
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Haemolysin−III related

mRNA−decapping enzyme C−terminus

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 13
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