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SUPPORTING READ COUNT

Split reads = 1418
Discordant mates = 33
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Split reads = 54
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Split reads = 4
Discordant mates = 13
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 4
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TAZ zinc finger

KIX domain

Bromodomain

CREB−binding protein/p300, atypical RING domain

Histone acetylation protein

Zinc finger, C2H2 type

Myb/SANT−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 371
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Huntingtin protein region 

SUPPORTING READ COUNT

Split reads = 277
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0
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Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 172
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 149
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 1
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0



chromosome 12

q24.11

chromosome 12

q24.11

GLTP
ENST00000318348.9

USP30
ENST00000257548.10

breakpoint1
chr12:109855619

breakpoint2
chr12:109081334

0

8545

C
ov

er
ag

e

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

4321 8 9 10 11 12 13

2 kbp
introns not to scale

USP30
G

LTP

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

GLTP USP30

RETAINED PROTEIN DOMAINS
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Glycolipid transfer protein (GLTP)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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SUPPORTING READ COUNT
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Putative zinc−finger domain

Zinc−finger of C2H2 type

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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reading frame unclear

Peptidase M60, enhancin and enhancin−like

N−terminal domain of M60−like peptidases

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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N−terminal domain of M60−like peptidases

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

S phase cyclin A−associated protein in the endoplasmic reticulum

Zinc−finger of C2H2 type

Neogenin C−terminus

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Urea transporter

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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PAS fold

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 7

p21.1

chromosome 7

p21.1

LINC02888
ENST00000636703.1

AHR
ENST00000463496.1

breakpoint1
chr7:17439731

breakpoint2
chr7:17309936

0

42031

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AHR

LINC02888

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

AHR

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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