
chromosome 3

q13.32

chromosome 3

q13.31

AC092691.1
ENST00000484092.1

LSAMP
ENST00000474851.1

breakpoint1
chr3:117997182

breakpoint2
chr3:116444955

0

2273

C
ov

er
ag

e

2 1 5 4 3 2 1

1 543

500 bp
introns not to scale

LS
A

M
P

A
C

092691.1

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

LSAMP

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 223
Discordant mates = 0



chromosome 3

q13.32

chromosome 3

q13.31

AC092691.1
ENST00000484092.1

LSAMP
ENST00000474851.1

breakpoint1
chr3:117997182

breakpoint2
chr3:117009374

0

2273

C
ov

er
ag

e

2 1 5 4 3 2 1

1 5432

500 bp
introns not to scale

LS
A

M
P

A
C

092691.1

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

LSAMP

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

AC013451.2
ENST00000556652.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74614713

breakpoint2
chr14:74603705

0

18314

C
ov

er
ag

e

2 1 36 35 34 33 32 31 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

21 36353433323130292827262524232221201918171615141312111098765432

3 kbp
introns not to scale

LT
B

P
2

A
C

013451.2

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

LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 211
Discordant mates = 1



chromosome 14

q24.3

chromosome 14

q24.3

AC013451.2
ENST00000556652.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74614713

breakpoint2
chr14:74586118

0

18314

C
ov

er
ag

e

2 1 36 35 34 33 32 31 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

21 3635343332313029282726252423222120191817161514131211109876543

3 kbp
introns not to scale

LT
B

P
2

A
C

013451.2

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

LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 5

q13.2

chromosome 5

q13.2

GUSBP13
ENST00000506490.2

NAIP
ENST00000194097.8

breakpoint1
chr5:69920867

breakpoint2
chr5:71003857

0

3336

C
ov

er
ag

e

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

1 2 3 4 5 151413121110987654

2 kbp
introns not to scale

G
U

S
B

P
13

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 = 107
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

2817

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 = 32
Discordant mates = 0



chromosome 7

q22.1

chromosome 7

q11.23

POLR2J3
ENST00000608621.5

AC004980.1
ENST00000418663.5

breakpoint1
chr7:102566997

breakpoint2
chr7:76551420

0

17517

C
ov

er
ag

e

5 4 3 2 1 1 2 3

4321 2 3

900 bp
introns not to scale

AC004980.1
POLR2J3

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

POLR2J3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb3/Rpb11 dimerisation domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 7

q22.1

chromosome 7

q11.23

POLR2J3
ENST00000608621.5

AC004980.1
ENST00000429707.1

breakpoint1
chr7:102566997

breakpoint2
chr7:76551464

0

17517

C
ov

er
ag

e

5 4 3 2 1 1 2

4321 2

400 bp
introns not to scale

AC004980.1
POLR2J3

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

POLR2J3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb3/Rpb11 dimerisation domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 7

q22.1

chromosome 7

q11.23

POLR2J3
ENST00000608621.5

AC004980.1
ENST00000418663.5

breakpoint1
chr7:102568010

breakpoint2
chr7:76551420

0

17517

C
ov

er
ag

e

5 4 3 2 1 1 2 3

321 2 3

900 bp
introns not to scale

AC004980.1
POLR2J3

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

POLR2J3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb3/Rpb11 dimerisation domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

AREL1
ENST00000554070.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74663512

breakpoint2
chr14:74603705

0

18314

C
ov

er
ag

e

6 5 4 3 2 1 36 35 34 33 32 31 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

21 36353433323130292827262524232221201918171615141312111098765432

3 kbp
introns not to scale

LT
B

P
2

A
R

E
L1

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

AREL1 LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

HECT−domain (ubiquitin−transferase)

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

AREL1
ENST00000681599.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74657054

breakpoint2
chr14:74603705

0

18314

C
ov

er
ag

e

21 20 191817 16 15 141312 1110 9 8 7 6 5 4 3 2 1 36 35 34 33 32 3130 29 28 27 26 25 24 23 22 21 201918 17 1615141312 11 10 9 8 7 6 5 4 3 2 1

212019181716151413121110987654321 36353433323130292827262524232221201918171615141312111098765432

5 kbp
introns not to scale

LT
B

P
2

A
R

E
L1

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

AREL1 LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Filamin/ABP280 repeat

HECT−domain (ubiquitin−transferase)

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

AREL1
ENST00000681599.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74663899

breakpoint2
chr14:74603705

0

18314

C
ov

er
ag

e

21 20 191817 16 15 141312 1110 9 8 7 6 5 4 3 2 1 36 35 34 33 32 3130 29 28 27 26 25 24 23 22 21 20 1918 17 1615141312 11 10 9 8 7 6 5 4 3 2 1

2019181716151413121110987654321 36353433323130292827262524232221201918171615141312111098765432

5 kbp
introns not to scale

LT
B

P
2

A
R

E
L1

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

AREL1 LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Filamin/ABP280 repeat

HECT−domain (ubiquitin−transferase)

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

AREL1
ENST00000681599.1

LTBP2
ENST00000553939.5

breakpoint1
chr14:74712933

breakpoint2
chr14:74555693

0

18314

C
ov

er
ag

e

21 20 191817 16 15 141312 1110 9 8 7 6 5 4 3 2 1 36 35 34 33 32 3130 29 28 27 26 25 24 23 22 21 20 1918 17 1615141312 11 10 9 8 7 6 5 4 3 2 1

1 363534333231302928272625242322212019181716151413121110987654

5 kbp
introns not to scale

LT
B

P
2

A
R

E
L1

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

LTBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


