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SUPPORTING READ COUNT
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ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 0
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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MH1 domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 9

p22.3

chromosome 9

p22.3

NFIB
ENST00000397575.7

CLCN3P1
ENST00000609203.1

breakpoint1
chr9:14306989

breakpoint2
chr9:14989340

0

127656

C
ov

er
ag

e

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

21 109

2 kbp
introns not to scale

NFIB
CLCN3P1

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

NFIB

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear factor I protein pre−N−terminus

MH1 domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Nuclear factor I protein pre−N−terminus

MH1 domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Nuclear factor I protein pre−N−terminus
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5
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Split reads = 1
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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 = 81
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q23.2

chromosome 17

q21.2

USP32
ENST00000300896.9

KRT34
ENST00000394001.2

breakpoint1
chr17:60255175

breakpoint2
chr17:41382250

0

3699

C
ov

er
ag

e

34 33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 7 6 5 4 3 2 1

10987654321 7654321

3 kbp
introns not to scale

K
R

T3
4

U
S

P
32

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

USP32 KRT34

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

3976

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Split reads = 34
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 9
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

WW domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SLC30A9 APBB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

WW domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ERC1 CCND2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

FIP domain 

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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ERC1 CCND2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

FIP domain 

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ATP8A1 APBB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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APBB2 LIMCH1

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

Domain of unknown function (DUF4757)

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 28
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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TOMM6

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial import receptor subunit TOM6 homolog

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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TOMM6

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial import receptor subunit TOM6 homolog

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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MEGF9 GOPC

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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MEGF9 GOPC

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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DIP2C HSPA14

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

Hsp70 protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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ATG10 ZCCHC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagocytosis associated protein, active−site domain 

Zinc knuckle

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ATG10 ZCCHC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagocytosis associated protein, active−site domain 

Zinc knuckle

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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PRR15L

RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family AAA domain containing 4

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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HOOK3

RETAINED PROTEIN DOMAINS
reading frame unclear

HOOK domain

HOOK protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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SCG5 BAHD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Neuroendocrine protein 7B2 precursor (Secretogranin V)

BAH domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CYB5R4 SUMF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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TGDS KDM6A

RETAINED PROTEIN DOMAINS
reading frame unclear

GDP−mannose 4,6 dehydratase

JmjC domain, hydroxylase

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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SCARA5

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


