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Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 1919
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1354
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 = 1019
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

q23.1

RPS2
ENST00000530225.5

WWOX
ENST00000408984.7

breakpoint1
chr16:1962736

breakpoint2
chr16:78432488

0

34306

C
ov

er
ag

e

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

4321 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

SUPPORTING READ COUNT

Split reads = 3
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 = 965
Discordant mates = 0
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Protein kinase C terminal domain

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

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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reading frame unclear

EGF−like domain

Human growth factor−like EGF

WIF domain

SUPPORTING READ COUNT

Split reads = 932
Discordant mates = 0
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Human growth factor−like EGF
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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EGF−like domain

Human growth factor−like EGF
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 851
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Lon protease (S16) C−terminal proteolytic domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 529
Discordant mates = 0
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Lon protease (S16) C−terminal proteolytic domain
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SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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reading frame unclear

BTB/POZ domain

Rabaptin−like protein

Rabaptin

SUPPORTING READ COUNT

Split reads = 467
Discordant mates = 0
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DECR2 TMEM170A

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 383
Discordant mates = 0
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Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 383
Discordant mates = 0
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Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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Nucleoside diphosphate kinase

Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Putative transmembrane protein 170

SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

rRNA processing

EGF−like domain

Human growth factor−like EGF

WIF domain

SUPPORTING READ COUNT

Split reads = 251
Discordant mates = 0
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WWOX RSPRY1

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

Zinc finger, C3HC4 type (RING finger)

SPRY domain

SUPPORTING READ COUNT

Split reads = 205
Discordant mates = 0
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CLCN7 NDE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 0
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CLCN7 NDE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated chloride channel

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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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 = 197
Discordant mates = 0
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PRKCB

RETAINED PROTEIN DOMAINS
reading frame unclear

Phorbol esters/diacylglycerol binding domain (C1 domain)

C2 domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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PRKCB CLEC19A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phorbol esters/diacylglycerol binding domain (C1 domain)

C2 domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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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 = 15
Discordant mates = 0
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PRKCB CLEC19A
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reading frame unclear

Phorbol esters/diacylglycerol binding domain (C1 domain)

C2 domain

Protein kinase domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MED13L MDM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 192
Discordant mates = 0
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MED13L MDM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 22
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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MED13L MDM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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NDE1 FTO

RETAINED PROTEIN DOMAINS
reading frame unclear

FTO C−terminal domain

FTO catalytic domain

SUPPORTING READ COUNT

Split reads = 181
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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NDE1 FTO

RETAINED PROTEIN DOMAINS
reading frame unclear

FTO C−terminal domain

FTO catalytic domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 0
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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

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 0
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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

Mature oligodendrocyte transmembrane protein, TMEM132D, N−term

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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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

SUPPORTING READ COUNT

Split reads = 5
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 = 105
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 = 21
Discordant mates = 0
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ITFG1 ANKS4B

RETAINED PROTEIN DOMAINS
reading frame unclear

FG−GAP−like repeat

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

Aminotransferase class−III

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 0
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PDXDC1 ECI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 0
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Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 29
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 = 83
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4457)

Zc3h12a−like Ribonuclease NYN domain

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
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Interleukin−4 receptor alpha chain, N−terminal

SUPPORTING READ COUNT

Split reads = 63
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Split reads = 14
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Interleukin−4 receptor alpha chain, N−terminal
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Telomere length regulation protein

C2 domain

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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No protein domains retained in fusion.
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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 = 57
Discordant mates = 0
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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 = 19
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 19
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 = 18
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 4
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

6259

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 4

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
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Split reads = 2
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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 = 55
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 = 19
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RETAINED PROTEIN DOMAINS
reading frame unclear

FTO catalytic domain

FTO C−terminal domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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FTO catalytic domain

FTO C−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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LUC7 N_terminus
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Split reads = 53
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Lipase maturation factor

Bucentaur or craniofacial development

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

q23.1

LMF1
ENST00000568964.5

CFDP1
ENST00000283882.4

breakpoint1
chr16:934190

breakpoint2
chr16:75395209

0

6287

C
ov

er
ag

e

6 5 4 3 2 1 7 6 5 4 3 2 1

321 765

900 bp
introns not to scale

LM
F

1
C

F
D

P
1

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

LMF1 CFDP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lipase maturation factor

Bucentaur or craniofacial development

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Syntaxin
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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 = 42
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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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 = 42
Discordant mates = 0
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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 = 23
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 = 36
Discordant mates = 0
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PTEN STAMBPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

USP8 dimerisation domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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CDK2AP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin−dependent kinase 2−associated protein

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 12

q24.31

chromosome 12

q15

CDK2AP1
ENST00000261692.7

LINC02384
ENST00000441255.7

breakpoint1
chr12:123265196

breakpoint2
chr12:68433371

0

129143

C
ov

er
ag

e

4 3 2 1 4 3 2 1

321 43

1 kbp
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 = 2
Discordant mates = 0
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CDK2AP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin−dependent kinase 2−associated protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CORO7

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 = 23
Discordant mates = 0
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FN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type I domain

Fibronectin type II domain

Fibronectin type I domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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No protein domains retained in fusion.

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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BMERB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Bivalent Mical/EHBP Rab binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


