
chromosome 22

q12.2

chromosome 11

q24.3

EWSR1
ENST00000406548.5

FLI1
ENST00000527786.7

breakpoint1
chr22:29287134

breakpoint2
chr11:128805366

0

70869

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 1 2 3 4 5 6 7 8 9

1 2 3 4 5 6 7 6 7 8 9

2 kbp
introns not to scale

FLI1

EWSR1

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

EWSR1 FLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 3385
Discordant mates = 35
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SUPPORTING READ COUNT

Split reads = 263
Discordant mates = 15
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 198
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 1
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reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 2

q21.2

chromosome 2

q21.2

AC097532.3
ENST00000666693.1

GPR39
ENST00000329321.4

breakpoint1
chr2:132347515

breakpoint2
chr2:132645101

0

5462

C
ov

er
ag

e

1 2 1 2

1 2

900 bp
introns not to scale

AC097532.3

GPR39
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

GPR39

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 15

q22.31

chromosome 15

q22.31

AC055855.2
ENST00000564269.1

MEGF11
ENST00000422354.5

breakpoint1
chr15:66293326

breakpoint2
chr15:66128411

0

354

C
ov

er
ag

e

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

1 232221201918171615141312111098765432

2 kbp
introns not to scale

M
E

G
F

11

A
C

05
58

55
.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

MEGF11

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

Laminin EGF domain

Human growth factor−like EGF

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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