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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 1931
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 1245
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Split reads = 4
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Intermediate filament protein

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 613
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 509
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 496
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 476
Discordant mates = 0
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Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 426
Discordant mates = 2
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Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 360
Discordant mates = 2
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Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 349
Discordant mates = 4
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Na+/Pi−cotransporter
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3



chromosome 10

p11.22

chromosome 10

q11.21

KIF5B
ENST00000302418.5

RET
ENST00000340058.6

breakpoint1
chr10:32017143

breakpoint2
chr10:43114480

0

11024

C
ov

er
ag

e

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 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

242322212019181716151413121110987654321 11 12 13 14 15 16 17 18 19

4 kbp
introns not to scale

KIF5B

RET

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

KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 311
Discordant mates = 4
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reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 246
Discordant mates = 5
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CLIP, MHC2 interacting
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 5
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'Paired box' domain

Paired−box protein 2 C terminal

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 193
Discordant mates = 0



chromosome 2

p21

chromosome 2

p23.2

EML4
ENST00000401738.3

ALK
ENST00000618119.4

breakpoint1
chr2:42295516

breakpoint2
chr2:29223528

0

7462

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 24 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 5 6 7 8 9 10 11 12 13 14 28272625242322212019

4 kbp
introns not to scale

ALKEML4

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

EML4 ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 1
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Split reads = 15
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Domain of unknown function (DUF3504)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Nucleoporin Nup120/160

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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