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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 = 21
Discordant mates = 0
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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 = 54
Discordant mates = 5
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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FGFR1 TACC1

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 = 51
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

PWWP domain

NUT protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

NUT protein

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

Bromodomain extra−terminal − transcription regulation

NUT protein

SUPPORTING READ COUNT

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

Staphylococcal nuclease homologue

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 3
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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 = 44
Discordant mates = 4
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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 = 37
Discordant mates = 6
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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 = 35
Discordant mates = 3
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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 = 23
Discordant mates = 14
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reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 42
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 = 19
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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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 = 41
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

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
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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 = 40
Discordant mates = 1
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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 = 37
Discordant mates = 6
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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 = 38
Discordant mates = 1



chromosome 16

p11.2

chromosome 21

q22.2

FUS
ENST00000568685.1

ERG
ENST00000398919.6

breakpoint1
chr16:31191609

breakpoint2
chr21:38445617

0

16805

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 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 121110987654

2 kbp
introns not to scale

F
U

S

ERG

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

FUS ERG

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 = 36
Discordant mates = 0
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reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 3
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reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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KIF5B ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 3
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TRIM24 NTRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

B−box zinc finger

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 4
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CD74 NRG1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Thyroglobulin type−1 repeat

Neuregulin intracellular region

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 3
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ETV6 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 10
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LPP HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

AT hook motif

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 4
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TCF3 PBX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

PBC domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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TCF3 PBX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

PBC domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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ROS1
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EZR ROS1

RETAINED PROTEIN DOMAINS
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 = 28
Discordant mates = 9
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EZR ROS1

RETAINED PROTEIN DOMAINS
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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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HEY1 NCOA2

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 = 28
Discordant mates = 8
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MYB NFIB

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

LMSTEN motif

C−myb, C−terminal

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 7
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HIC2 PI4KA

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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HIC2 PI4KA

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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HIC2 PI4KA

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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HIC2 PI4KA

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ELK4
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SLC45A3 ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 3
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ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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YWHAE NUTM2B

RETAINED PROTEIN DOMAINS
reading frame unclear

14−3−3 protein

NUT protein

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 3
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chromosome 9
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ETV6 NTRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

F−actin binding

Protein kinase domain

SH2 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 3
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FUS DDIT3

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

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RANBP2 ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 4
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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 = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SCL−interrupting locus protein N−terminus

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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EWSR1 WT1

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 = 22
Discordant mates = 1



chromosome 6

q26

chromosome 9

q21.33

QKI
ENST00000361195.6

NTRK2
ENST00000277120.8

breakpoint1
chr6:163563719

breakpoint2
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QKI NTRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

KH domain

Putative nuclear localisation signal of quaking

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1



chromosome 22

q11.23

chromosome 9

q34.12

BCR
ENST00000305877.13

ABL1
ENST00000372348.7

breakpoint1
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BCR ABL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Bcr−Abl oncoprotein oligomerisation domain

RhoGEF domain

PH domain

C2 domain

F−actin binding

Protein kinase domain

SH2 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2



chromosome 21

q22.12

chromosome 8

q21.3

RUNX1
ENST00000437180.5

RUNX1T1
ENST00000436581.6

breakpoint1
chr21:34799301

breakpoint2
chr8:92095171
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RUNX1 RUNX1T1

RETAINED PROTEIN DOMAINS
reading frame unclear

Runt domain

MYND finger

NHR2 domain like

NHR1 homology to TAF

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1



chromosome 21

q22.12

chromosome 8

q21.3

RUNX1
ENST00000437180.5

RUNX1T1
ENST00000436581.6

breakpoint1
chr21:34880557

breakpoint2
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RUNX1 RUNX1T1

RETAINED PROTEIN DOMAINS
reading frame unclear

Runt domain

MYND finger

NHR2 domain like

NHR1 homology to TAF

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 17

q25.3

chromosome X

p11.23

ASPSCR1
ENST00000306729.11

TFE3
ENST00000315869.8

breakpoint1
chr17:82017406

breakpoint2
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ASPSCR1 TFE3

RETAINED PROTEIN DOMAINS
reading frame unclear

TUG ubiquitin−like domain

UBX domain

Domain of unknown function (DUF3371)

Helix−loop−helix DNA−binding domain

MITF/TFEB/TFEC/TFE3 N−terminus

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1



chromosome 7

p11.2

chromosome 7

p11.2

EGFR
ENST00000454757.6

SEPTIN14
ENST00000388975.4

breakpoint1
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breakpoint2
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EGFR
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EGFR SEPTIN14

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 3



chromosome 6

q22.33

chromosome 6
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PTPRK
ENST00000368207.7

RSPO3
ENST00000368317.3

breakpoint1
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breakpoint2
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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 = 16
Discordant mates = 3



chromosome 18

q11.2

chromosome X
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SS18
ENST00000415083.7

SSX1
ENST00000376919.4

breakpoint1
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breakpoint2
chrX:48255392
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SS18 SSX1

RETAINED PROTEIN DOMAINS
reading frame unclear

SSXT protein (N−terminal region)

SSXRD motif

KRAB box

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 3



chromosome 12

p13.2

chromosome 5

q32

ETV6
ENST00000396373.9

PDGFRB
ENST00000261799.9

breakpoint1
chr12:11895377

breakpoint2
chr5:150129968
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ETV6 PDGFRB

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Ets−domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 8

p11.23

chromosome 8

q12.1

FGFR1
ENST00000425967.7

PLAG1
ENST00000429357.2

breakpoint1
chr8:38413912

breakpoint2
chr8:56211267
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FGFR1 PLAG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 4



chromosome 11

q23.3

chromosome 1

q21.3

KMT2A
ENST00000389506.10

MLLT11
ENST00000368921.5

breakpoint1
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breakpoint2
chr1:151067223

0

4176

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11121314 15 16 1718 19 2021 22 232425 26 27 2829303132 333435 36 1 2

1 2 3 4 5 6 7 8 9 10 11121314 15 16 1718 19 2021 22 232425 26 27 2829303132 333435 36 2

5 kbp
introns not to scale

KMT2A

MLLT11

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

KMT2A MLLT11

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 = 11
Discordant mates = 2



chromosome 11

q23.3

chromosome 17

q25.3

KMT2A
ENST00000534358.8

SEPTIN9
ENST00000427177.6

breakpoint1
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breakpoint2
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KMT2A SEPTIN9

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

Septin

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1



chromosome 2

p22.1

chromosome 12

p12.3

SLC8A1−AS1
ENST00000631330.2

LMO3
ENST00000541846.5

breakpoint1
chr2:39917659

breakpoint2
chr12:16600868
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LMO3

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 19

p13.12

chromosome 19
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DNAJB1
ENST00000254322.3

PRKACA
ENST00000308677.9

breakpoint1
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breakpoint2
chr19:14107409
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DNAJB1 PRKACA

RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

DnaJ C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

HMGA2
ENST00000403681.7

WIF1
ENST00000286574.9

breakpoint1
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breakpoint2
chr12:65077854
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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 = 8
Discordant mates = 4



chromosome 1

q21.3

chromosome 6

q22.1

TPM3
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ROS1
ENST00000368508.7

breakpoint1
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breakpoint2
chr6:117324415
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TPM3 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 3



chromosome 12
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chromosome 22

q12.2

ATF1
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EWSR1
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breakpoint1
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breakpoint2
chr22:29268268

0

11885

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

ATF1

EWSR1

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

ATF1 EWSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

pKID domain

bZIP transcription factor

Zn−finger in Ran binding protein and others

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

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2



chromosome 22
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EWSR1
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DDIT3
ENST00000551116.5

breakpoint1
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breakpoint2
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EWSR1 DDIT3

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

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 18

q21.31

chromosome 18

q21.32

AC105105.1
ENST00000591360.1

MALT1
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breakpoint1
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breakpoint2
chr18:58658510
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MALT1

RETAINED PROTEIN DOMAINS
reading frame unclear

MALT1 Ig−like domain

Caspase domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1



chromosome 18

q21.31

chromosome 18

q21.32

AC105105.1
ENST00000591360.1

MALT1
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breakpoint1
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breakpoint2
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MALT1

RETAINED PROTEIN DOMAINS
reading frame unclear

MALT1 Ig−like domain

Caspase domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 18

q21.31

chromosome 18

q21.32

AC105105.1
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breakpoint2
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MALT1

RETAINED PROTEIN DOMAINS
reading frame unclear

MALT1 Ig−like domain

Caspase domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 7

q21.3

FGFR3
ENST00000340107.8

BAIAP2L1
ENST00000005260.9

breakpoint1
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breakpoint2
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

NA

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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chromosome X
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KMT2A
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breakpoint1
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KMT2A SEPTIN6

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

Septin

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1



chromosome 2

q35

chromosome 2
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ATIC
ENST00000236959.14

ALK
ENST00000389048.8

breakpoint1
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breakpoint2
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ATIC ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

MGS−like domain

AICARFT/IMPCHase bienzyme

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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ENST00000303759.3

PLAG1
ENST00000316981.8

breakpoint1
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breakpoint2
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PLAG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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POU5F1
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EWSR1 POU5F1

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

Homeodomain

Pou domain − N−terminal to homeobox domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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MAML2 CRTC1

RETAINED PROTEIN DOMAINS
reading frame unclear

MamL−1 domain

Transducer of regulated CREB activity, C terminus

Transducer of regulated CREB activity middle domain

Transducer of regulated CREB activity, N terminus

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 4
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JAZF1 SUZ12

RETAINED PROTEIN DOMAINS
reading frame unclear

VEFS−Box of polycomb protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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PLAG1 CTNNB1

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

Armadillo/beta−catenin−like repeat

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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ENST00000502249.6

RAD51B
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breakpoint1
chr4:118493845

breakpoint2
chr14:68291884

0

2708

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11

2 kbp
introns not to scale

C
E

P
17

0P
1

R
A

D
51B

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

RAD51B

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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WDFY2
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CDKN2D WDFY2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

WD domain, G−beta repeat

FYVE zinc finger

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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KMT2A AFDN

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

PDZ domain

DIL domain

FHA domain

Ras association (RalGDS/AF−6) domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2
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ENST00000330387.11
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FUS CREB3L2

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

bZIP transcription factor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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LINC01002
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MIER2

RETAINED PROTEIN DOMAINS
reading frame unclear

ELM2 domain

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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MIER2

RETAINED PROTEIN DOMAINS
reading frame unclear

ELM2 domain

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PRCC TFE3

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint regulator, MAD2B−interacting

Domain of unknown function (DUF3371)

Helix−loop−helix DNA−binding domain

MITF/TFEB/TFEC/TFE3 N−terminus

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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BMP2K ARF4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

ADP−ribosylation factor family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TMBIM4 ZDBF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of apoptosis−promoting Bax1

DBF zinc finger

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


