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SUPPORTING READ COUNT

Split reads = 953
Discordant mates = 15
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chromosome 12

p13.2

chromosome 12

p13.2

KLRC4
ENST00000309384.2

KLRK1
ENST00000540818.5

breakpoint1
chr12:10407636

breakpoint2
chr12:10391891

0

1323

C
ov

er
ag

e

4 3 2 1 7 6 5 4 3 2 1

4321 7654321

800 bp
introns not to scale

KLRK1

KLRC4

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

KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

2569

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 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 = 38
Discordant mates = 5



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85358847

0

2569

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 = 8
Discordant mates = 3



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467666.2

DDAH1
ENST00000284031.13

breakpoint1
chr1:85575832

breakpoint2
chr1:85358847

0

2569

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 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 = 3



chromosome 7

q11.21

chromosome 5

q13.2

GUSB
ENST00000304895.9

NAIPP4
ENST00000512908.2

breakpoint1
chr7:65964323

breakpoint2
chr5:71128753

0

12415

C
ov

er
ag

e

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

1110987654321 987654321

2 kbp
introns not to scale

N
A

IP
P

4

GUSB

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

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
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