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RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain
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Split reads = 11
Discordant mates = 2
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reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain
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Protein kinase domain

SAM domain (Sterile alpha motif)

KH domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 4
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Immunoglobulin I−set domain
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Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 5
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Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type C domain

Collagen triple helix repeat (20 copies)

Fibrillar collagen C−terminal domain

PDGF/VEGF domain

Platelet−derived growth factor, N terminal region

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Zn−finger in Ran binding protein and others

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

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

Helix−loop−helix DNA−binding domain

Nuclear receptor coactivator, DUF1518

Nuclear receptor coactivator

Domain of unknown function (DUF4927)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

B−box zinc finger

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Zn−finger in Ran binding protein and others

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

Cyclic nucleotide−binding domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

14−3−3 protein

NUT protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

NAB conserved region 1 (NCD1)

NAB conserved region 2 (NCD2)

STAT6 C−terminal

SH2 domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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reading frame unclear

PWWP domain

NUT protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

B−box zinc finger

Protein of unknown function (DUF3583)

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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reading frame unclear

B−box zinc finger

Protein of unknown function (DUF3583)

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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reading frame unclear

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain
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Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Na+/Pi−cotransporter

Protein kinase domain
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Split reads = 2
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Staphylococcal nuclease homologue

Protein kinase domain
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Split reads = 7
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zn−finger in Ran binding protein and others

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
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reading frame unclear

FERM N−terminal domain 

FERM central domain

FERM C−terminal PH−like domain

Ezrin/radixin/moesin family C terminal

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Clathrin, heavy−chain linker

Clathrin−H−link

Region in Clathrin and VPS

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Clathrin, heavy−chain linker

Clathrin−H−link

Region in Clathrin and VPS

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
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reading frame unclear

LIM domain

AT hook motif
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reading frame unclear

'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 = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Runt domain

MYND finger

NHR2 domain like

NHR1 homology to TAF

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

B−box zinc finger

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

B−box zinc finger

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
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reading frame unclear

B−box zinc finger

Protein kinase domain
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CD74 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CD74 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

SUPPORTING READ COUNT

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

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Thyroglobulin type−1 repeat

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 5

q33.1

chromosome 6

q22.1

CD74
ENST00000009530.12

ROS1
ENST00000368508.7

breakpoint1
chr5:150404680

breakpoint2
chr6:117324415

0

127675

C
ov

er
ag

e

9 8 7 6 5 4 3 2 1 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

654321 43424140393837363534

4 kbp
introns not to scale

C
D

74ROS1

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

CD74 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting
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Protein kinase domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 18

q21.31

chromosome 18

q21.32

AC105105.1
ENST00000591360.1

MALT1
ENST00000345724.7

breakpoint1
chr18:58536660

breakpoint2
chr18:58681170

0

4046

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AC
10

51
05

.1

M
AL

T1

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

MALT1

RETAINED PROTEIN DOMAINS
reading frame unclear

MALT1 Ig−like domain
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Immunoglobulin domain

Immunoglobulin domain
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reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Ets−domain

Protein kinase domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

CXXC zinc finger domain

PHD−finger

PHD−like zinc−binding domain

F/Y−rich N−terminus

F/Y rich C−terminus

SET domain

Putative WW−binding domain and destruction box 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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MGA NUTM1

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Helix−loop−helix DNA−binding domain

NUT protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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STIL TAL1

RETAINED PROTEIN DOMAINS
reading frame unclear

SCL−interrupting locus protein N−terminus

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CCDC6 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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ABCA10 ABCA5

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC−2 family transporter protein

ABC transporter

ABC−2 family transporter protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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FGFR3
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BAIAP2L1
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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OR2T2
ENST00000641925.2

OR2T27
ENST00000460972.4
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OR2T27

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SLC45A3
ENST00000367145.4

ELK4
ENST00000616704.4
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SLC45A3 ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SLC45A3 ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TBL1XR1 TP63

RETAINED PROTEIN DOMAINS
reading frame unclear

LisH

WD domain, G−beta repeat

SAM domain (Sterile alpha motif)

P53 tetramerisation motif

P53 DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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q11.21

KIF5B
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ENST00000340058.6
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KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

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

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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GOPC
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ROS1
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GOPC ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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WIF1
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HMGA2 WIF1

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

EGF−like domain

Human growth factor−like EGF

WIF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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TRIM33 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 19

p13.12

chromosome 19
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AKAP8L
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CLASRP
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AKAP8L CLASRP

RETAINED PROTEIN DOMAINS
reading frame unclear

A−kinase anchoring protein 95 (AKAP95)

Alternative splicing regulator  

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ANKAR RCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Armadillo/beta−catenin−like repeat

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ETV6 ATF7IP

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Fibronectin−III type domain

ATF−interacting protein binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TCF3 PBX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

PBC domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ACOT7 AKAP8L

RETAINED PROTEIN DOMAINS
reading frame unclear

A−kinase anchoring protein 95 (AKAP95)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PTPRK RSPO3

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Fibronectin type III domain

Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


