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Immunoglobulin I−set domain

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 3431
Discordant mates = 4
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SUPPORTING READ COUNT
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Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 906
Discordant mates = 1
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Split reads = 889
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Split reads = 685
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Discordant mates = 0



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000507530.1

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117324415

0

22717

C
ov

er
ag

e

1 2 3 4 5 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 43424140393837363534

3 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 = 482
Discordant mates = 5
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PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 370
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0


