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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin X N−terminal SH3 domain

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 1016
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 221
Discordant mates = 0
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SUPPORTING READ COUNT
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Split reads = 254
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 152
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 1
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Split reads = 49
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
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Split reads = 1
Discordant mates = 0



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581315

0

7479

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain
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SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 4
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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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Clathrin propeller repeat

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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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 = 67
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 49
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 13
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Spectrin repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


