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SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 1
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Discordant mates = 2



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000355957.9

NPEPL1
ENST00000525817.5

breakpoint1
chr20:58652087

breakpoint2
chr20:58691724

0

15907

C
ov

er
ag

e

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

1 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

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58673711

breakpoint2
chr20:58693737

0

15907

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

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

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
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 2
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Split reads = 35
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Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39600849

breakpoint2
chr15:39071608

0

10349

C
ov

er
ag

e

4 3 2 1 4 3 2 1

21 432

500 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000647271.1

breakpoint1
chr15:39600845

breakpoint2
chr15:39109798

0

10349

C
ov

er
ag

e

4 3 2 1 3 2 1

21 32

800 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39588397

breakpoint2
chr15:39071608

0

10349

C
ov

er
ag

e

4 3 2 1 4 3 2 1

4321 432

500 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39617735

breakpoint2
chr15:39071608

0

10349

C
ov

er
ag

e

4 3 2 1 4 3 2 1

1 432

500 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000647271.1

breakpoint1
chr15:39594055

breakpoint2
chr15:39109798

0

10349

C
ov

er
ag

e

4 3 2 1 3 2 1

321 32

800 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39594055

breakpoint2
chr15:39071608

0

10349

C
ov

er
ag

e

4 3 2 1 4 3 2 1

321 432

500 bp
introns not to scaleA

C
013652.1 F

S
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000647271.1

breakpoint1
chr15:39617735

breakpoint2
chr15:39109798

0

10349

C
ov

er
ag

e

4 3 2 1 3 2 1

1 32

800 bp
introns not to scaleA

C
013652.1 F

S
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

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 = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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ERC1 ADCY8

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

Adenylate and Guanylate cyclase catalytic domain

Adenylate cyclase, conserved domain

Adenylate and Guanylate cyclase catalytic domain

Adenylyl cyclase N−terminal extracellular and transmembrane region

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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ERC1 ADCY8

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

Adenylate and Guanylate cyclase catalytic domain

Adenylate cyclase, conserved domain

Adenylate and Guanylate cyclase catalytic domain

Adenylyl cyclase N−terminal extracellular and transmembrane region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


