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SUPPORTING READ COUNT
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Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 250
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT
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Calponin homology (CH) domain
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SUPPORTING READ COUNT

Split reads = 155
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase
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Split reads = 134
Discordant mates = 2
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Haemolysin−III related
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ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0
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ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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q13.13
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CSE1L
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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 = 108
Discordant mates = 0
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ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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STX16
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NPEPL1
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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 = 91
Discordant mates = 1



chromosome 10

q11.22
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BMS1P7
ENST00000602440.2

AGAP13P
ENST00000417888.1

breakpoint1
chr10:48050282

breakpoint2
chr10:46816551

0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 2
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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 = 2
Discordant mates = 0
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p12.31

chromosome 11

p15.5

CACNB2
ENST00000324631.13

PHRF1
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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 = 84
Discordant mates = 0



chromosome 10
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chromosome 11

p15.5
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CACNB2 PHRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

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 = 1
Discordant mates = 0
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SEC22B

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 1



chromosome 12
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chromosome 17

q21.33

PGAM5
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PGAM5 XYLT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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PGAM5 XYLT2

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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q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SF3A2
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SF3A2 DOT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone methylation protein DOT1 

SUPPORTING READ COUNT

Split reads = 52
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 = 49
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



chromosome 1

p35.3

chromosome 20

q13.32

RCC1
ENST00000649185.1

GNAS
ENST00000371085.8

breakpoint1
chr1:28508160

breakpoint2
chr20:58903531

0

309230

C
ov

er
ag

e

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

1 24 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

RCC1

GNAS

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

GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

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

G−protein alpha subunit

SUPPORTING READ COUNT

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

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

Major Facilitator Superfamily

SUPPORTING READ COUNT

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

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 1

q42.13

chromosome 1

q43

CDC42BPA
ENST00000334218.9

WDR64
ENST00000366552.6

breakpoint1
chr1:227016080

breakpoint2
chr1:241757283

0

7288

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 14151617181920212223242526 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 = 33
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 = 5
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 = 30
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Flavodoxin

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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reading frame unclear

Flavodoxin

SUPPORTING READ COUNT

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

Flavodoxin

SUPPORTING READ COUNT

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

mbt repeat

Zinc finger, C2HC type

Laminin G domain

Laminin Domain II

Laminin Domain I

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin N−terminal (Domain VI)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Low−density lipoprotein receptor domain class A

SUPPORTING READ COUNT

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

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Low−density lipoprotein receptor domain class A

SUPPORTING READ COUNT

Split reads = 3
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 = 14
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p13.3

PPL
ENST00000590782.6

AC023830.1
ENST00000569678.1

breakpoint1
chr16:4888102

breakpoint2
chr16:4635031

0

2009

C
ov

er
ag

e

22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 2 1

2019181716151413121110987654321 2

2 kbp
introns not to scale

A
C

02
38

30
.1

P
P

L

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

PPL

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin V−set domain

SUPPORTING READ COUNT

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

LUC7 N_terminus

ABC transporter

ABC transporter transmembrane region

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

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

BAR domain of APPL family

Ring finger domain

SUPPORTING READ COUNT

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

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

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

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

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

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1



chromosome 10

p13

chromosome 10

p13

NMT2
ENST00000378165.9

FAM171A1
ENST00000378116.9

breakpoint1
chr10:15133053

breakpoint2
chr10:15275947

0

5830

C
ov

er
ag

e

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

54321 876543

3 kbp
introns not to scale

NMT2

FAM171A1

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

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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RETAINED PROTEIN DOMAINS
reading frame unclear

ALG6, ALG8 glycosyltransferase family

SUPPORTING READ COUNT

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

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT

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

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT

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

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

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

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

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

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLC22A15 MAN1A2

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Sugar (and other) transporter

Glycosyl hydrolase family 47

SUPPORTING READ COUNT

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

Major Facilitator Superfamily

Sugar (and other) transporter

Glycosyl hydrolase family 47

SUPPORTING READ COUNT

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

Wyosine base formation

Radical SAM superfamily

SUPPORTING READ COUNT

Split reads = 11
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 = 11
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)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 10
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DTNB ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

EF−hand

Zinc finger, ZZ type

PHD domain of transcriptional enhancer, Asx

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD domain of transcriptional enhancer, Asx

Asx homology domain

HB1, ASXL, restriction endonuclease HTH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DTNB ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

PHD domain of transcriptional enhancer, Asx

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DTNB ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

EF−hand

Zinc finger, ZZ type

PHD domain of transcriptional enhancer, Asx

SUPPORTING READ COUNT

Split reads = 1
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 = 10
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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RNGTT FARS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

mRNA capping enzyme, catalytic domain

Ferredoxin−fold anticodon binding domain

SUPPORTING READ COUNT

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

Leucine rich repeat

Protein kinase domain

SUPPORTING READ COUNT

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

Leucine rich repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


