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SUPPORTING READ COUNT

Split reads = 3422
Discordant mates = 32
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SUPPORTING READ COUNT

Split reads = 802
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 802
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 802
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 802
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 802
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 488
Discordant mates = 15
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 331
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 272
Discordant mates = 13
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SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5



chromosome 12

p13.2

chromosome 12

p13.2

TAS2R14
ENST00000381852.4

PRR4
ENST00000544994.5

breakpoint1
chr12:11171422

breakpoint2
chr12:10847135

0

12394

C
ov

er
ag

e

5 4 3 2 1 4 3 2 1

1 43

700 bp
introns not to scale

PRR4

TAS2R14

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

PRR4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 208
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 6



chromosome 7

q21.3

chromosome 7

q21.3

AC079781.4
ENST00000641908.1

ASNS
ENST00000422745.5

breakpoint1
chr7:97928082

breakpoint2
chr7:97869105

0

6015

C
ov

er
ag

e

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

1 12111098765432

900 bp
introns not to scale

ASNS
AC079781.4

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

ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 7
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Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 24
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 = 8
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 3
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reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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reading frame unclear

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

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

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 6
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reading frame unclear

emp24/gp25L/p24 family/GOLD
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 3



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115620435

breakpoint2
chr5:115581315

0

3434

C
ov

er
ag

e

3 2 1 2 1

21 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 7
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 22
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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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

RING−type zinc−finger

B−box zinc finger

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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reading frame unclear

RING−type zinc−finger

B−box zinc finger

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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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GUSB

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 2, sugar binding domain

Glycosyl hydrolases family 2

Glycosyl hydrolases family 2, TIM barrel domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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GPR39

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

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

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 3
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MEGF11

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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