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SUPPORTING READ COUNT

Split reads = 242
Discordant mates = 17
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SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 18
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SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 5
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Divergent CRAL/TRIO domain

Bcl2−/adenovirus E1B nineteen kDa−interacting protein 2

DHHA2 domain

SUPPORTING READ COUNT

Split reads = 159
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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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 = 157
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 63
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 = 31
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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Eukaryotic protein of unknown function (DUF846)
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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 = 143
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
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NLRC4 helical domain

NOD2 winged helix domain
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Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 0



chromosome 16

q24.1

chromosome 3

p22.2

CRISPLD2
ENST00000567845.5

TRANK1
ENST00000645898.2

breakpoint1
chr16:84873963

breakpoint2
chr3:36899259

0

1358

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 111213 14 15 24 23 22 21 20 19 18 17 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 11 242322212019181716151413121110987654

4 kbp
introns not to scale

TR
AN

K1

C
R

IS
P

LD
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

CRISPLD2 TRANK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cysteine−rich secretory protein family

LCCL domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

8178

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

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 = 46
Discordant mates = 0



chromosome 8

p23.1

chromosome 1

p13.2

AGPAT5
ENST00000285518.11

MAGI3
ENST00000307546.14

breakpoint1
chr8:6708887

breakpoint2
chr1:113549515

0

4929

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

AGPAT5

MAGI3

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

AGPAT5 MAGI3

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

WW domain

Guanylate kinase

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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