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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 50
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

lactate/malate dehydrogenase, alpha/beta C−terminal domain

lactate/malate dehydrogenase, NAD binding domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BRIP1 USP32

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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reading frame unclear

Ubiquitin carboxyl−terminal hydrolase
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DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 17

q23.2

chromosome 17

q23.2

BRIP1
ENST00000259008.7

USP32
ENST00000300896.9

breakpoint1
chr17:61793597

breakpoint2
chr17:60345608

0

13610

C
ov

er
ag

e

20 19 18171615 141312 1110 9 8 7 6 5 4 3 2 1 34 33 32 31 30 292827 26 2524 23 2221201918171615 14 131211109 8 7 6 5 4 3 2 1

10987654321 3433323130292827262524232221201918171615141312111098765432

5 kbp
introns not to scale

U
S

P
32

B
R

IP
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

BRIP1 USP32

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
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Olduvai domain

Calcium−binding EGF domain

Human growth factor−like EGF

EGF−like domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Human growth factor−like EGF

EGF−like domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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