
chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

4118

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 = 157
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

1109

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

A
C

11
00

79
.1

TL
K

2P
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 = 120
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

2868

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65432

2 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 7



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85358847

0

2868

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

1 65432

2 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85351579

0

2868

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 6543

2 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467666.2

DDAH1
ENST00000284031.13

breakpoint1
chr1:85576657

breakpoint2
chr1:85358847

0

2868

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

1 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85324883

0

2868

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65

2 kbp
introns not to scale

DDAH1
AC092807.3

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.
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Split reads = 112
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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