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Split reads = 267
Discordant mates = 15
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Discordant mates = 4
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Split reads = 140
Discordant mates = 5



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

11356

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 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

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

4533

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

TL
K

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35480195

0

1894

C
ov

er
ag

e

1 4 3 2 1

1 432

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 9



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000675965.1

breakpoint1
chr17:35522279

breakpoint2
chr17:35478185

0

1894

C
ov

er
ag

e

1 4 3 2 1

1 43

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

Genes are not protein−coding.
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SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 5
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Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13979932

0

1027

C
ov

er
ag

e

1 2 3 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

1 25242322212019181716151413121110987654321

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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