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Split reads = 1530
Discordant mates = 32



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117324415

0

17327

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 43424140393837363534

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 = 129
Discordant mates = 7



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117326414

0

17327

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 4342414039383736353433

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 = 14
Discordant mates = 8



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664332

breakpoint2
chr6:117329425

0

17327

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 = 4
Discordant mates = 14



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117321394

0

17327

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 434241403938373635

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 = 2
Discordant mates = 0



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117320030

0

17327

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 4342414039383736

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 = 1
Discordant mates = 0



chromosome 15

q21.2

chromosome 15

q21.1

MYO5C
ENST00000261839.12

SHC4
ENST00000332408.9

breakpoint1
chr15:52295610

breakpoint2
chr15:48924949

0

3324

C
ov

er
ag

e

41 40 39 38 37 36 35 3433 32 3130 29 282726 25 2423 22 21 20 19 181716 151413 12 11 10 9 8 7 6 5 4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 12111098765432

4 kbp
introns not to scale

S
H

C
4 M

Y
O

5C

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

MYO5C SHC4

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 438
Discordant mates = 17
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Discordant mates = 1



chromosome 17

p11.2

chromosome 11

p11.2

B9D1
ENST00000647252.1

CD82
ENST00000227155.9

breakpoint1
chr17:19347269

breakpoint2
chr11:44600158

0

1780

C
ov

er
ag

e

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

54321 4 5 6 7 8 9 10

1 kbp
introns not to scale

CD82

B
9D

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

B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 17

p11.2

chromosome 11

p11.2

B9D1
ENST00000647252.1

CD82
ENST00000227155.9

breakpoint1
chr17:19347269

breakpoint2
chr11:44605058

0

1780

C
ov

er
ag

e

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

54321 5 6 7 8 9 10

1 kbp
introns not to scale

CD82

B
9D

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

B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 22

q13.2

chromosome 22

q13.2

CENPM
ENST00000215980.10

PACSIN2
ENST00000402229.5

breakpoint1
chr22:41943610

breakpoint2
chr22:42912157

0

3641

C
ov

er
ag

e

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

54321 111098765432

1 kbp
introns not to scale

CENPM

PACSIN2

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

CENPM PACSIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Centromere protein M (CENP−M)

SH3 domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Heterogeneous nuclear ribonucleoprotein Q acidic domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 3
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Heterogeneous nuclear ribonucleoprotein Q acidic domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain
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Split reads = 18
Discordant mates = 4
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Peroxin−3

FAR−17a/AIG1−like protein

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain
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Split reads = 1
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E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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PH domain
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PH domain
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Discordant mates = 1
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bZIP transcription factor
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RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Discordant mates = 0



chromosome 15

q15.1

chromosome 15

q12

MGA
ENST00000570161.5

GABRB3
ENST00000622697.4

breakpoint1
chr15:41713496

breakpoint2
chr15:26642528

0

4149

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 16 171819 20 21 22 23 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 10987654

5 kbp
introns not to scale

G
A

B
R

B
3 M

G
A

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

MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain
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Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Creb binding

TAZ zinc finger
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Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SPRY domain
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Arrestin (or S−antigen), N−terminal domain
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Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ARRDC1 EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arrestin (or S−antigen), N−terminal domain

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ARRDC1 EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arrestin (or S−antigen), N−terminal domain

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ARRDC1 EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arrestin (or S−antigen), N−terminal domain

Arrestin (or S−antigen), C−terminal domain

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51201696

0

3410

C
ov

er
ag

e

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

1 171615141312

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
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

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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COMMD10 AP3S1

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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COMMD10 AP3S1

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PIP5K1C

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ANTXR2
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TNFSF10
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ANTXR2 TNFSF10

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

Anthrax receptor extracellular domain

TNF(Tumour Necrosis Factor) family 

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ANTXR2 TNFSF10

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

Anthrax receptor extracellular domain

TNF(Tumour Necrosis Factor) family 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ATG16L2 C11orf80

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ATG16L2 C11orf80

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CUL4B TMEM255A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

FAM70 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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KDM4B CYP4F22

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

JmjC domain, hydroxylase

PHD−finger

PHD−zinc−finger like domain

Jumonji domain−containing protein 2A Tudor domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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REEP6

RETAINED PROTEIN DOMAINS
reading frame unclear

TB2/DP1, HVA22 family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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AGAP4 MSRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

SelR domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NTRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Leucine rich repeat C−terminal motif

Leucine rich repeat

Leucine rich repeat N−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RNF2 SWT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

RAWUL domain RING finger− and  WD40−associated ubiquitin−like

PIN domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PACS1 RIN3

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar sorting protein 9 (VPS9) domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DPP9 FBN3

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15

q13.1

chromosome 15

q15.1
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HERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

Cytochrome b5−like Heme/Steroid binding domain

Mib_herc2

Mouse development and cellular proliferation protein Cullin−7

Zinc finger, ZZ type

Anaphase−promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT−domain (ubiquitin−transferase)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


