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Rab−GTPase−TBC domain

Kinesin protein 

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

PTB domain (IRS−1 type)

Cytoplasmic Fragile−X interacting family

CYRIA/CYRIB Rac1 binding domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.
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Discordant mates = 0
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ZNF431 FGF13

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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reading frame unclear

KRAB box

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 8

q12.1

chromosome 5

q35.3

TGS1
ENST00000260129.6

AC138035.1
ENST00000604354.1

breakpoint1
chr8:55813118

breakpoint2
chr5:181317331

0

3242

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 122 3 4 5

2 kbp
introns not to scale

AC
13

80
35

.1

TGS1

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

TGS1

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA cap guanine−N2 methyltransferase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region
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Cadherin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1


