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MYO10 NSG2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin X N−terminal SH3 domain

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 1335
Discordant mates = 1
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MYO10 NSG2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin X N−terminal SH3 domain

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 245
Discordant mates = 0
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MYO10

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin X N−terminal SH3 domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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LGALS3 DLGAP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Galactoside−binding lectin

SUPPORTING READ COUNT

Split reads = 256
Discordant mates = 0
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CLTC RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 0
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CLTC RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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CLTC RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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STX16 NPEPL1

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 = 114
Discordant mates = 4
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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 = 3
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 62
Discordant mates = 1



chromosome 17

q23.2

chromosome 1

p36.33

TLK2
ENST00000326270.13

AL669831.1
ENST00000506640.2

breakpoint1
chr17:62560126

breakpoint2
chr1:774280

0

5695

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 1615141312111098765432

3 kbp
introns not to scale

AL669831.1

TL
K

2

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 = 41
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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ADAMTS16

RETAINED PROTEIN DOMAINS
reading frame unclear

PLAC (protease and lacunin) domain

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sarcoglycan alpha/epsilon

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 5

p15.2

chromosome Y

q11.21

TRIO
ENST00000344204.9

AC134878.2
ENST00000652671.1

breakpoint1
chr5:14374343

breakpoint2
chrY:11212802

0

104460

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 192021 22 23242526272829 30 313233 34 35 36 373839404142434445 46 47 48 49 505152 5354 55 56 57 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 32

5 kbp
introns not to scale

T
R

IO

AC134878.2

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

TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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TRPC4AP NDUFAF6

RETAINED PROTEIN DOMAINS
reading frame unclear

Squalene/phytoene synthase

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


