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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 1371
Discordant mates = 0
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Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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Ubiquitin family

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1041
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

q23.1

RPS2
ENST00000530225.5

WWOX
ENST00000408984.7

breakpoint1
chr16:1962736

breakpoint2
chr16:78424870

0

27834

C
ov

er
ag

e

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

4321 7 8 9 10

900 bp
introns not to scale

R
P

S
2

W
W

O
X

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

RPS2 WWOX

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S5, N−terminal domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 934
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S5, N−terminal domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ZDHHC17 WIF1

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

Human growth factor−like EGF

WIF domain

SUPPORTING READ COUNT

Split reads = 819
Discordant mates = 0
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ZDHHC17 WIF1

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

Human growth factor−like EGF

WIF domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

EGF−like domain

Human growth factor−like EGF
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 535
Discordant mates = 0
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RAB11FIP3 PRKCB

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 517
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Protein kinase C terminal domain

Protein kinase domain
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Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

BTB/POZ domain

Rabaptin−like protein

Rabaptin

SUPPORTING READ COUNT

Split reads = 405
Discordant mates = 0
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PALB2 LONP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Lon protease (S16) C−terminal proteolytic domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 366
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lon protease (S16) C−terminal proteolytic domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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PALB2 LONP2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PALB2 LONP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Lon protease (S16) C−terminal proteolytic domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PALB2 LONP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Lon protease (S16) C−terminal proteolytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DECR2 TMEM170A

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 329
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 329
Discordant mates = 0
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reading frame unclear

Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

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

Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CLCN7 NDE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 0
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reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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rRNA processing

EGF−like domain

Human growth factor−like EGF
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SUPPORTING READ COUNT

Split reads = 233
Discordant mates = 0
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WW domain

short chain dehydrogenase

Zinc finger, C3HC4 type (RING finger)
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SUPPORTING READ COUNT

Split reads = 199
Discordant mates = 0
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FTO C−terminal domain

FTO catalytic domain

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 0
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Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
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PRKCB CLEC19A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phorbol esters/diacylglycerol binding domain (C1 domain)

C2 domain

Protein kinase domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 0
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Phorbol esters/diacylglycerol binding domain (C1 domain)

C2 domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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Phorbol esters/diacylglycerol binding domain (C1 domain)
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 32
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Phorbol esters/diacylglycerol binding domain (C1 domain)
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

Mature oligodendrocyte transmembrane protein, TMEM132D, C−term

Transmembrane protein family 132

SUPPORTING READ COUNT

Split reads = 137
Discordant mates = 0



chromosome 12

q24.21

chromosome 12

q24.33

MED13L
ENST00000650226.1

TMEM132D
ENST00000422113.7

breakpoint1
chr12:116096669

breakpoint2
chr12:129700698

0

118494

C
ov

er
ag

e

31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 1413 12 11 10 9 8 7 6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

4321 98765432

4 kbp
introns not to scale

M
ED13L

TM
EM

132D

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

MED13L TMEM132D

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

Mature oligodendrocyte transmembrane protein, TMEM132D, C−term

Transmembrane protein family 132

Mature oligodendrocyte transmembrane protein, TMEM132D, N−term

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Interleukin−4 receptor alpha chain, N−terminal

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p12.1

FAM234A
ENST00000301679.7

IL4R
ENST00000543915.6

breakpoint1
chr16:249654

breakpoint2
chr16:27340186

0

24049

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

1 2 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

FA
M

23
4A

IL
4R

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

IL4R

RETAINED PROTEIN DOMAINS
reading frame unclear

Interleukin−4 receptor alpha chain, N−terminal

SUPPORTING READ COUNT

Split reads = 2
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KATNIP N4BP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4457)

Zc3h12a−like Ribonuclease NYN domain

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FG−GAP−like repeat

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE domain

Syntaxin

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SUPPORTING READ COUNT

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

Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ADCY9 XYLT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate and Guanylate cyclase catalytic domain

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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WWOX ABAT

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

Aminotransferase class−III

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0



chromosome 16

q12.1

chromosome 16

q23.1

PHKB
ENST00000566044.5

VAT1L
ENST00000302536.3

breakpoint1
chr16:47649204

breakpoint2
chr16:77816921

0

5812

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 1 2 3 4 5 6 7 8 9

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 192 3 4 5 6 7 8 9

3 kbp
introns not to scale

P
H

K
B

VA
T

1L

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

PHKB VAT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 15

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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PHKB VAT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 15

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NETO2

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

CUB domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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NPRL3 CREBBP

RETAINED PROTEIN DOMAINS
reading frame unclear

Nitrogen Permease regulator of amino acid transport activity 3

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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NPRL3 CREBBP

RETAINED PROTEIN DOMAINS
reading frame unclear

Nitrogen Permease regulator of amino acid transport activity 3

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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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FTO

RETAINED PROTEIN DOMAINS
reading frame unclear

FTO catalytic domain

FTO C−terminal domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FTO catalytic domain

FTO C−terminal domain

SUPPORTING READ COUNT

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

FTO catalytic domain

FTO C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 34
Discordant mates = 0
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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 = 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 = 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 = 13
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 = 11
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 = 8
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 = 2
Discordant mates = 0
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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 = 2
Discordant mates = 0
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LUC7 N_terminus

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0



chromosome 2

p15

chromosome 2

p15

XPO1
ENST00000406957.5

USP34
ENST00000398571.7

breakpoint1
chr2:61485768

breakpoint2
chr2:61266167

0

8893

C
ov

er
ag

e

26252423222120191817161514131211109 8 765 4 3 21 80 7978777675747372717069 68 67666564636261605958575655545352515049484746454443424140393837363534333231302928272625242322212019181716 15 141312111098 7 6 5 4 3 2 1

212019181716151413121110987654321 807978777675747372717069686766656463626160595857565554535251504948474645444342

7 kbp
introns not to scale

USP34XPO1

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

XPO1 USP34

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Exportin 1−like protein

CRM1 / Exportin repeat 2

Chromosome region maintenance or exportin repeat

CRM1 / Exportin repeat 2

CRM1 / Exportin repeat 3

CRM1 C terminal

Domain of unknown function (DUF3517)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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Importin−beta N−terminal domain

Exportin 1−like protein

CRM1 / Exportin repeat 2

Chromosome region maintenance or exportin repeat

CRM1 / Exportin repeat 2

CRM1 / Exportin repeat 3

CRM1 C terminal

Domain of unknown function (DUF3517)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

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

Type of WD40 repeat

WD domain, G−beta repeat

Domain of unknown function (DUF1899)

Type of WD40 repeat

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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TELO2 SYT17

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomere length regulation protein

C2 domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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Telomere length regulation protein

C2 domain

SUPPORTING READ COUNT

Split reads = 3
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reading frame unclear

Fibronectin type I domain

Fibronectin type II domain

Fibronectin type I domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 12

q24.31

chromosome 12

q15

CDK2AP1
ENST00000261692.7

LINC02384
ENST00000542875.1

breakpoint1
chr12:123265196

breakpoint2
chr12:68451552

0

106989

C
ov

er
ag

e

4 3 2 1 2 1

321 21

500 bp
introns not to scale

LINC02384
C

D
K2AP1

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

CDK2AP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin−dependent kinase 2−associated protein

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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Cyclin−dependent kinase 2−associated protein
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reading frame unclear

Cyclin−dependent kinase 2−associated protein
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No protein domains retained in fusion.
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SNX29 DNAH3

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

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

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT
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reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

USP8 dimerisation domain

SUPPORTING READ COUNT

Split reads = 19
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reading frame unclear

SNARE domain

Syntaxin
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reading frame unclear

Solute carrier family 12

SUPPORTING READ COUNT
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