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RETAINED PROTEIN DOMAINS
reading frame unclear

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 405
Discordant mates = 13
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RETAINED PROTEIN DOMAINS
reading frame unclear

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 389
Discordant mates = 10
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6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

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

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

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

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 10

p15.1

chromosome 10

p15.1

PFKFB3
ENST00000379785.5

AKR1E2
ENST00000463345.5

breakpoint1
chr10:6203336

breakpoint2
chr10:4839729

0

23038

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

1 6 7 8 9 10

2 kbp
introns not to scale

AKR1E2

PFKFB3

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

PFKFB3 AKR1E2

RETAINED PROTEIN DOMAINS
reading frame unclear

6−phosphofructo−2−kinase

Aldo/keto reductase family

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 363
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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TAMM41 IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 257
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 208
Discordant mates = 0
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DMTF1 CROT

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 194
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UTRN PHACTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Spectrin repeat

RPEL repeat

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0
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UTRN PHACTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Spectrin repeat

RPEL repeat

SUPPORTING READ COUNT

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

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 1



chromosome 1

q32.1

chromosome 7

q31.32

ADIPOR1
ENST00000340990.10

CADPS2
ENST00000412584.6

breakpoint1
chr1:202946439

breakpoint2
chr7:122325581

0

9019

C
ov

er
ag

e

8 7 6 5 4 3 2 1 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

4321 2827

3 kbp
introns not to scale

CADPS2
ADIPOR1

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

ADIPOR1 CADPS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

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

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

4741

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 1
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CACNB2 PHRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

PHD−finger

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 1



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58673711

breakpoint2
chr20:58691727

0

16462

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 7 1 2 3 4 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMCO4 CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

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

Histidine phosphatase superfamily (branch 1)

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

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

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

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

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0



chromosome 1

q42.13

chromosome 1

q43

CDC42BPA
ENST00000334218.9

WDR64
ENST00000366552.6

breakpoint1
chr1:227016080

breakpoint2
chr1:241766218

0

7244

C
ov

er
ag

e

37 363534333231 30 2928272625242322212019181716 15 14 13 121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10111213 14151617181920212223242526 27

34333231302928272625242322212019181716151413121110987654321 151617181920212223242526 27

5 kbp
introns not to scale

CDC42BPA
WDR64

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

CDC42BPA WDR64

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

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

CUB domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SF3A2 DOT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone methylation protein DOT1 

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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NRP1 FAM107B

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

F5/8 type C domain

Protein of unknown function (DUF1151)

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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EFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PPL

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

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

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Flavodoxin

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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VPS8 EPHB3

RETAINED PROTEIN DOMAINS
reading frame unclear

Golgi CORVET complex core vacuolar protein 8

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

Tyrosine−protein kinase ephrin type A/B receptor−like 

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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VPS8 EPHB3

RETAINED PROTEIN DOMAINS
reading frame unclear

Golgi CORVET complex core vacuolar protein 8

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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ROCK1 NBPF14

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

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

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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