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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 665
Discordant mates = 10
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 10
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 10
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RBM14 RBM4B

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 385
Discordant mates = 9
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RBM4B

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 10
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RBM14 RBM4B

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 10
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TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 288
Discordant mates = 0
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TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 2
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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

Calcineurin−like phosphoesterase

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 9
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reading frame unclear

Calcineurin−like phosphoesterase

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 9
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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 = 144
Discordant mates = 5
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 49
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 = 26
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 = 25
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 = 6
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Hsp90 protein

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT
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Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT
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Cytosol aminopeptidase family, catalytic domain
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Discordant mates = 1



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000355957.9

NPEPL1
ENST00000525817.5

breakpoint1
chr20:58652087

breakpoint2
chr20:58691724

0

16076

C
ov

er
ag

e

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

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

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

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT
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CCCH−type zinc finger

SUPPORTING READ COUNT

Split reads = 130
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Guanylate kinase

SH3 domain

PDZ domain

Polyubiquitination (PEST) N−terminal domain of MAGUK

PDZ−associated domain of NMDA receptors

PDZ domain

Polyubiquitination (PEST) N−terminal domain of MAGUK

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 3
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Polyubiquitination (PEST) N−terminal domain of MAGUK

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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Discordant mates = 2



chromosome 7

q22.1

chromosome 7

q22.1

ZKSCAN1
ENST00000324306.11

AC004522.5
ENST00000671037.1

breakpoint1
chr7:100024307

breakpoint2
chr7:100011376

0

16960

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

AC004522.5
ZKSCAN1

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

ZKSCAN1

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 17

q23.2

chromosome 3

q29

TLK2
ENST00000326270.13

FAM157A
ENST00000634862.1

breakpoint1
chr17:62560126

breakpoint2
chr3:198180755

0

4175

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 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

1 2 3 4 5 6 7 8 9 102 3 4 5 6 7 8 9 10 11 12 13 14 15

3 kbp
introns not to scale

FA
M

157A

TL
K

2

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

No protein domains retained in fusion.
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SUPPORTING READ COUNT
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Discordant mates = 3



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

4571

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

P
C

D
H

AC
2

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

PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 3



chromosome 16

p13.2

chromosome 16

p13.12

USP7
ENST00000344836.9

U91319.1
ENST00000669271.1

breakpoint1
chr16:8963207

breakpoint2
chr16:13474210

0

10831

C
ov

er
ag

e

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 1 2 3

1 3

3 kbp
introns not to scale

U
S

P
7

U
91

31
9.

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0



chromosome 16

p13.2

chromosome 16

p13.12

USP7
ENST00000344836.9

U91319.1
ENST00000571619.5

breakpoint1
chr16:8963207

breakpoint2
chr16:13562707

0

10831

C
ov

er
ag

e

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 1 2 3 4 5

1 5

3 kbp
introns not to scale

U
S

P
7

U
91

31
9.

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 1

p36.32

chromosome 1

p36.32

LINC01134
ENST00000413332.5

PRDM16
ENST00000378391.6

breakpoint1
chr1:3900631

breakpoint2
chr1:3385152

0

5887

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12 13 14 15 16 17

2 kbp
introns not to scale

PRDM16
LINC011341

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PRDM16

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
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PRDM16

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PDLIM2 XPO7

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Domain of unknown function (DUF4749)

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 2
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PDLIM2 XPO7

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ARFGEF1 CSMD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Guanine nucleotide exchange factor in Golgi transport N−terminal

Sec7 domain

Domain of unknown function (DUF1981)

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 3
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FUCA1
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ZNF436 FUCA1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Alpha−L−fucosidase C−terminal domain

Alpha−L−fucosidase

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 1
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ZNF436 FUCA1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

Alpha−L−fucosidase C−terminal domain

Alpha−L−fucosidase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 1
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chromosome 1
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ZNF436 FUCA1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

Alpha−L−fucosidase C−terminal domain

Alpha−L−fucosidase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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chromosome 16

p13.3
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ENST00000336783.8

RBFOX1
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ATXN2L RBFOX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ataxin 2 SM domain

LsmAD domain

Calcitonin gene−related peptide regulator C terminal

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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ATXN2L RBFOX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ataxin 2 SM domain

LsmAD domain

Ataxin−2 C−terminal region

Calcitonin gene−related peptide regulator C terminal

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATXN2L RBFOX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ataxin 2 SM domain

LsmAD domain

Calcitonin gene−related peptide regulator C terminal

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 11
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chromosome 3

q22.1
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ENST00000641667.1

ENPP7P3
ENST00000509123.1

breakpoint1
chr11:3580927

breakpoint2
chr3:130167943
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0



chromosome 11
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chromosome 11
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NDUFS8
ENST00000313468.10

PPP6R3
ENST00000393800.7

breakpoint1
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NDUFS8 PPP6R3

RETAINED PROTEIN DOMAINS
reading frame unclear

4Fe−4S dicluster domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 6
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chromosome 7

p14.3

CHN2
ENST00000222792.11

WIPF3
ENST00000409123.5

breakpoint1
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CHN2 WIPF3

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

WH2 motif

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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CHN2 WIPF3

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

WH2 motif

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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p13.11

chromosome 16

p11.2

ABCC1
ENST00000399410.8

AC116348.1
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ABCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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ABCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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ANKRD13A
ENST00000261739.9

ACACB
ENST00000377848.7

breakpoint1
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breakpoint2
chr12:109254288

0

3233

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011121314 15 1 2 3 4 5 6 7 8 9 101112131415161718192021222324252627282930313233 34 35 3637 38 39404142434445464748495051 52

1 2 3434445464748495051 52

5 kbp
introns not to scale

ACACB

AN
KR

D
13A

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

ANKRD13A ACACB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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ANKRD13A ACACB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ANKRD13A ACACB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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POLR2J ST7

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb3/Rpb11 dimerisation domain

ST7 protein

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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POLR2J

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb3/Rpb11 dimerisation domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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POLR2J ST7

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

SUPPORTING READ COUNT

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

Nup85 Nucleoporin

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nup85 Nucleoporin

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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IL7

RETAINED PROTEIN DOMAINS
reading frame unclear

Interleukin 7

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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DNAJC6 PDE1C

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain of PTEN tumour−suppressor protein

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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HMGB1

RETAINED PROTEIN DOMAINS
reading frame unclear

HMG (high mobility group) box

HMG−box domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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ACSM1 MARF1

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

AMP−binding enzyme C−terminal domain

OST−HTH/LOTUS domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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SH3PXD2A

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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ZNF720

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 17
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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ZNF720

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PARN

RETAINED PROTEIN DOMAINS
reading frame unclear

CAF1 family ribonuclease

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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PARN

RETAINED PROTEIN DOMAINS
reading frame unclear

CAF1 family ribonuclease

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PARN

RETAINED PROTEIN DOMAINS
reading frame unclear

CAF1 family ribonuclease

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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breakpoint1
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breakpoint2
chr17:36274199

0

2700

C
ov

er
ag

e

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

21 1 2 3 4 5 6 7 8 9 10 11

700 bp
introns not to scale

A
C

24
38

29
.5

A
C

23
36

99
.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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ST7 CCDC187

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SEC16B
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breakpoint1
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2



chromosome 17

q12

chromosome 17
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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EMSY
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MYO7A EMSY

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

IQ calmodulin−binding motif

ENT domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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OTUB1
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ESRRA
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OTUB1 ESRRA

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase C65 Otubain

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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OTUB1 ESRRA

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase C65 Otubain

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2



chromosome 8

q24.3

chromosome 8

p21.2
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ENST00000320476.7

ADAM28
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SCRIB ADAM28

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

PDZ domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SCRIB ADAM28

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

PDZ domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PDE1C DNAJC6

RETAINED PROTEIN DOMAINS
reading frame unclear

3'5'−cyclic nucleotide phosphodiesterase N−terminal

3'5'−cyclic nucleotide phosphodiesterase

DnaJ domain

C2 domain of PTEN tumour−suppressor protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SIL1 STING1

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein 173

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SIL1 STING1

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein 173

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PPP3CC XPO7

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcineurin−like phosphoesterase

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


