
chromosome 8

q23.2

chromosome 6

p24.1

AC090819.1
ENST00000523800.1

TBC1D7
ENST00000379300.8

breakpoint1
chr8:110556340

breakpoint2
chr6:13328518

0

1409

C
ov

er
ag

e

1 8 7 6 5 4 3 2 1

1 87654321

800 bp
introns not to scale

TB
C

1D
7

AC090819.1 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

TBC1D7

RETAINED PROTEIN DOMAINS
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Serine incorporator (Serinc)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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BEN domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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Brain protein I3
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Split reads = 2
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Domain of unknown function (DUF4495)
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Galactose oxidase, central domain

Interleukin−2 receptor subunit beta N−terminal domain 1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


