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RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 727
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p36.23

EIF4G3
ENST00000634879.2

UTS2
ENST00000377516.6

breakpoint1
chr1:21089138

breakpoint2
chr1:7853505

0

14655

C
ov

er
ag

e

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 7 6 5 4 3 2 1

321 7654321

3 kbp
introns not to scale

UTS2
EIF4G31

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

EIF4G3 UTS2

RETAINED PROTEIN DOMAINS
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Urotensin II

SUPPORTING READ COUNT

Split reads = 543
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Urotensin II

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Urotensin II

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ACBD6 ATRX

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl CoA binding protein

Ankyrin repeats (3 copies)

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 362
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl CoA binding protein

Ankyrin repeats (3 copies)

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

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

Acyl CoA binding protein

Ankyrin repeats (3 copies)

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl CoA binding protein

Ankyrin repeats (3 copies)

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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COP1 BRWD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

WD domain, G−beta repeat

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 238
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

WD domain, G−beta repeat

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

Zinc finger, C3HC4 type (RING finger)

WD domain, G−beta repeat

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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No protein domains retained in fusion.
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TOPBP1 PCCB

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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reading frame unclear

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor COE1 DNA−binding domain

Calcium/calmodulin dependent protein kinase II association domain

SUPPORTING READ COUNT

Split reads = 156
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor COE1 DNA−binding domain

Calcium/calmodulin dependent protein kinase II association domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DNAJC16 NBPF1

RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

Olduvai domain

SUPPORTING READ COUNT

Split reads = 155
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

Olduvai domain

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

Olduvai domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Replication factor−A C terminal domain

Replication protein A OB domain

OB−fold nucleic acid binding domain

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 1
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Replication factor−A C terminal domain

Replication protein A OB domain

OB−fold nucleic acid binding domain

SUPPORTING READ COUNT

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

Succinate dehydrogenase/Fumarate reductase transmembrane subunit

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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reading frame unclear

Succinate dehydrogenase/Fumarate reductase transmembrane subunit

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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reading frame unclear

Succinate dehydrogenase/Fumarate reductase transmembrane subunit

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

Nicastrin small lobe

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nicastrin small lobe

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sarcoglycan complex subunit protein

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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reading frame unclear

Sarcoglycan complex subunit protein

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sarcoglycan complex subunit protein

SUPPORTING READ COUNT

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

Sarcoglycan complex subunit protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sarcoglycan complex subunit protein

SUPPORTING READ COUNT

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

Phosphoribulokinase / Uridine kinase family

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pyrimidine nucleoside phosphorylase C−terminal domain

Glycosyl transferase family, a/b domain

Glycosyl transferase family, helical bundle domain

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SH2 domain

Integral membrane protein EMC3/TMCO1−like

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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ABL2 TMCO1

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SH2 domain

Integral membrane protein EMC3/TMCO1−like

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Integral membrane protein EMC3/TMCO1−like

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

LEM3 (ligand−effect modulator 3) family / CDC50 family

Nuclear envelope localisation domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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IRS2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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PH domain

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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PH domain

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium/calmodulin dependent protein kinase II association domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

STAT protein, protein interaction domain

Rab interacting lysosomal protein

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0



chromosome 17

q21.2

chromosome 17

p13.3

STAT5B
ENST00000293328.8

RILP
ENST00000301336.7

breakpoint1
chr17:42227529

breakpoint2
chr17:1647957

0

4725

C
ov

er
ag

e

19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 8 7 6 5 4 3 2 1

321 876

2 kbp
introns not to scale

R
IL

P
S

TA
T5

B

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

STAT5B RILP

RETAINED PROTEIN DOMAINS
reading frame unclear

STAT protein, protein interaction domain

Rab interacting lysosomal protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Rab interacting lysosomal protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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KPNA3 C17orf97

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin beta binding domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Importin beta binding domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SCYL3 FCRL6

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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QKI ZUP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

Peptidase family C78

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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QKI ZUP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

Peptidase family C78

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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QKI

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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QKI ZUP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

Peptidase family C78

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EFHD2 NBPF1

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

Olduvai domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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TASOR2 IL17RA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF3715)

Protein of unknown function (DUF3699) 

Protein of unknown function (DUF3715)

SEFIR domain

Interleukin 17 receptor D

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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TASOR2 IL17RA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF3715)

Protein of unknown function (DUF3699) 

Protein of unknown function (DUF3715)

SEFIR domain

Interleukin 17 receptor D

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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ZDHHC17 ZNF26

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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BTBD1 COL22A1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

BTB And C−terminal Kelch

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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BTBD1 COL22A1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ABLIM3 PCSK5

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

PLAC (protease and lacunin) domain

Growth factor receptor domain IV

Proprotein convertase P−domain

Subtilase family

Peptidase S8 pro−domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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AFG1L PRKN

RETAINED PROTEIN DOMAINS
reading frame unclear

AFG1−like ATPase

IBR domain, a half RING−finger domain

RING/Ubox like zinc−binding domain

RING/Ubox like zinc−binding domain

Ubiquitin family

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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CAMK2A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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CAMK2A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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BRWD3 PCDH11X

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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MRPL13

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L13

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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ARAP3 PPP2R2B

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

PH domain

Putative GTPase activating protein for Arf

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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CDC27

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Anaphase−promoting complex, cyclosome, subunit 3

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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CDC27

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Anaphase−promoting complex, cyclosome, subunit 3

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TENT4B TCF25

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcriptional repressor TCF25

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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TENT4B TCF25

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcriptional repressor TCF25

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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COPA FASLG

RETAINED PROTEIN DOMAINS
reading frame unclear

TNF(Tumour Necrosis Factor) family 

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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