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Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 3



chromosome 9

p24.2

chromosome 9

p11.1

GLIS3
ENST00000381971.8

FGF7P4
ENST00000509595.2

breakpoint1
chr9:4299421

breakpoint2
chr9:42668886

0

7692

C
ov

er
ag

e

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

1 21

2 kbp
introns not to scale

GLIS3
FGF7P4

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 coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1



chromosome 7

q31.2

chromosome 7

q11.21

ST7
ENST00000323984.8

AC006001.3
ENST00000638711.1

breakpoint1
chr7:116953691

breakpoint2
chr7:66554837

0

29634

C
ov

er
ag

e

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

1 6

2 kbp
introns not to scale

AC006001.3ST7

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

ST7

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1



chromosome 7

q31.2

chromosome 7

q11.21

ST7
ENST00000323984.8

AC006001.3
ENST00000649635.1

breakpoint1
chr7:116953691

breakpoint2
chr7:66560675

0

29634

C
ov

er
ag

e

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

1 987654

2 kbp
introns not to scale

AC006001.3ST7

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

ST7

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 2



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117329446

0

18379

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 43 42 41 40 39 38 37 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

1 2 3 4 434241403938373635343332

4 kbp
introns not to scale

ROS1

S
LC

34A
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

SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 57
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No protein domains retained in fusion.
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Split reads = 47
Discordant mates = 0



chromosome 16

q23.3

chromosome 7

q21.12

AC092142.1
ENST00000567021.1

ELAPOR2
ENST00000450689.7

breakpoint1
chr16:82139589

breakpoint2
chr7:86947922

0

2362

C
ov

er
ag

e

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

1 222120191817161514131211109876543

2 kbp
introns not to scale

ELAPOR2

A
C

09
21

42
.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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 16

q23.3

chromosome 7

q21.12

AC092142.1
ENST00000567021.1

ELAPOR2
ENST00000450689.7

breakpoint1
chr16:82139589

breakpoint2
chr7:86945046

0

2362

C
ov

er
ag

e

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

1 22212019181716151413121110987654

2 kbp
introns not to scale

ELAPOR2

A
C

09
21

42
.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

No protein domains retained in fusion.
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Domain of unknown function (DUF4482)
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