
chromosome 5

p13.2

chromosome 5

q13.2

AC138409.2
ENST00000514048.5

NAIP
ENST00000194097.8

breakpoint1
chr5:34175822

breakpoint2
chr5:71003857

0

4804

C
ov

er
ag

e

6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

4321 151413121110987654

3 kbp
introns not to scale

A
C

13
84

09
.2

N
A

IP

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

NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 0



chromosome 5

p13.2

chromosome 5

q13.2

AC138409.2
ENST00000514048.5

NAIP
ENST00000194097.8

breakpoint1
chr5:34175445

breakpoint2
chr5:71003857

0

4804

C
ov

er
ag

e

6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

54321 151413121110987654

3 kbp
introns not to scale

A
C

13
84

09
.2

N
A

IP

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

NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 4

q21.22

chromosome 4

q21.22

SCD5
ENST00000319540.9

LIN54
ENST00000505397.1

breakpoint1
chr4:82798306

breakpoint2
chr4:82984876

0

2275

C
ov

er
ag

e

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

1 1312111098765432

2 kbp
introns not to scale

LI
N

54

S
C

D
5

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

SCD5 LIN54

RETAINED PROTEIN DOMAINS
reading frame unclear

Fatty acid desaturase

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 1



chromosome 17

q23.2

chromosome 1

p36.33

TLK2
ENST00000326270.13

AL669831.1
ENST00000506640.2

breakpoint1
chr17:62560126

breakpoint2
chr1:774280

0

5143

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 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 1615141312111098765432

3 kbp
introns not to scale

AL669831.1

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 = 55
Discordant mates = 1



chromosome 6

p22.3

chromosome 6

p22.3

RNF144B
ENST00000259939.4

MIR548A1HG
ENST00000662927.1

breakpoint1
chr6:18439744

breakpoint2
chr6:18535848

0

1924

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3

1 2 3 4 2 3

2 kbp
introns not to scale

R
N

F1
44

B

M
IR

54
8A

1H
G

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

RNF144B

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 2



chromosome 6

p22.3

chromosome 6

p22.3

RNF144B
ENST00000259939.4

MIR548A1HG
ENST00000662927.1

breakpoint1
chr6:18399699

breakpoint2
chr6:18535848

0

1924

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3

1 2 2 3

2 kbp
introns not to scale

R
N

F1
44

B

M
IR

54
8A

1H
G

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 6

p22.3

chromosome 6

p22.3

RNF144B
ENST00000259939.4

MIR548A1HG
ENST00000662927.1

breakpoint1
chr6:18439744

breakpoint2
chr6:18536172

0

1924

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3

1 2 3 4 3

2 kbp
introns not to scale

R
N

F1
44

B

M
IR

54
8A

1H
G

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

RNF144B

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15

q11.2

chromosome 5

q14.3

NIPA2
ENST00000674330.1

ARRDC3−AS1
ENST00000656345.1

breakpoint1
chr15:22853268

breakpoint2
chr5:91470838

0

2385

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4

1 2 3 3 4

1 kbp
introns not to scale

A
R

R
D

C
3−

A
S

1

N
IPA

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

NIPA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Magnesium transporter NIPA

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 15

q11.2

chromosome 5

q14.3

NIPA2
ENST00000674330.1

ARRDC3−AS1
ENST00000656345.1

breakpoint1
chr15:22851870

breakpoint2
chr5:91470838

0

2385

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4

1 2 3 4

1 kbp
introns not to scale

A
R

R
D

C
3−

A
S

1

N
IPA

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

NIPA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Magnesium transporter NIPA

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 1

p31.1

chromosome 1

p22.3

ZZZ3
ENST00000370801.8

SYDE2
ENST00000341460.6

breakpoint1
chr1:77631850

breakpoint2
chr1:85190752

0

5327

C
ov

er
ag

e

15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 7 6 5 4 3 2 1

54321 765432

3 kbp
introns not to scale

ZZZ3
SYDE2

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

ZZZ3 SYDE2

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1



chromosome 1

p31.1

chromosome 1

p22.3

ZZZ3
ENST00000370801.8

SYDE2
ENST00000341460.6

breakpoint1
chr1:77631835

breakpoint2
chr1:85190752

0

5327

C
ov

er
ag

e

15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 7 6 5 4 3 2 1

54321 765432

3 kbp
introns not to scale

ZZZ3
SYDE2

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

ZZZ3 SYDE2

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1



chromosome 6

q23.3

chromosome 6

q24.2

MAP3K5
ENST00000359015.5

FUCA2
ENST00000002165.11

breakpoint1
chr6:136694140

breakpoint2
chr6:143495847

0

8355

C
ov

er
ag

e

30 29 28 27 26 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 7 6 5 4 3 2 1

7654321 7

3 kbp
introns not to scale

M
AP3K

5

FUCA2

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

MAP3K5 FUCA2

RETAINED PROTEIN DOMAINS
reading frame unclear

MAP3K TRAFs−binding domain

Alpha−L−fucosidase C−terminal domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1


