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RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin propeller repeat

Clathrin, heavy−chain linker

Clathrin−H−link

Region in Clathrin and VPS

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 359
Discordant mates = 9
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reading frame unclear

Clathrin propeller repeat

Clathrin, heavy−chain linker

Clathrin−H−link

Region in Clathrin and VPS

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 9
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RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family UPF0560

Prolyl oligopeptidase family

Prolyl oligopeptidase, N−terminal beta−propeller domain

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 5



chromosome 10

p13

chromosome 6

q21

FAM171A1
ENST00000378116.9

PREP
ENST00000652536.2

breakpoint1
chr10:15283878

breakpoint2
chr6:105288894

0

57286

C
ov

er
ag

e

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

21 1514131211

3 kbp
introns not to scale

PREP

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

FAM171A1 PREP

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family UPF0560

Prolyl oligopeptidase family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Prolyl oligopeptidase family

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 217
Discordant mates = 20
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reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 12
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reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 7
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

'Cold−shock' DNA−binding domain

Ion transport protein

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 169
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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DEAD/DEAH box helicase

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

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 = 124
Discordant mates = 5
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 63
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 = 25
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

SUPPORTING READ COUNT

Split reads = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 2
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C17orf75 GLIS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Mjmu−R1−like protein family

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 10
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mjmu−R1−like protein family

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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reading frame unclear

Mjmu−R1−like protein family

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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STX16 NPEPL1
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 3
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribonuclease T2 family

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 1



chromosome 6

q27

chromosome 10

p14

RNASET2
ENST00000620173.4

USP6NL
ENST00000379237.6

breakpoint1
chr6:166956080

breakpoint2
chr10:11501208

0

13834

C
ov

er
ag

e

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

1 14131211109876

2 kbp
introns not to scale

RNASET2

USP6NL

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

RNASET2 USP6NL

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribonuclease T2 family

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CD24 protein

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CD24 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 2

q37.1

chromosome 2

q37.1

GIGYF2
ENST00000409547.5

EIF4E2
ENST00000258416.8

breakpoint1
chr2:232735238

breakpoint2
chr2:232564247

0

7869

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 1 2 3 4 5 6 7

1 2 3 4 54 5 6 7

3 kbp
introns not to scale

EIF4E2

G
IG

YF2
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

GIGYF2 EIF4E2

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic initiation factor 4E

SUPPORTING READ COUNT

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

Eukaryotic initiation factor 4E

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CD24 RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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CD24 RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

p13.2

chromosome 17

p13.2

NUP88
ENST00000573584.6

UBE2G1
ENST00000396981.6

breakpoint1
chr17:5404099

breakpoint2
chr17:4289408

0

5482

C
ov

er
ag

e

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

7654321 654

2 kbp
introns not to scale

U
B

E
2G

1
N

U
P

88

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

NUP88 UBE2G1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore component

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 10
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NUP88 UBE2G1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore component

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 5
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PPIH VTCN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1
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CD58 PHTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain containing protein PHTF1/2, N−terminal

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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CD58 PHTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain containing protein PHTF1/2, N−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MINDY4 SUGCT

RETAINED PROTEIN DOMAINS
reading frame unclear

Deubiquitinating enzyme MINDY−3/4, conserved domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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MINDY4 SUGCT

RETAINED PROTEIN DOMAINS
reading frame unclear

Deubiquitinating enzyme MINDY−3/4, conserved domain

CoA−transferase family III

SUPPORTING READ COUNT

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

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Fibronectin type III domain

TM proximal of protein tyrosine phosphatase, receptor type J

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Fibronectin type III domain

TM proximal of protein tyrosine phosphatase, receptor type J

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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BBS9 ZNRF2

RETAINED PROTEIN DOMAINS
reading frame unclear

PTHB1 N−terminus

PTHB1 C−terminus

Ring finger domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 2
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BBS9 ZNRF2

RETAINED PROTEIN DOMAINS
reading frame unclear

PTHB1 N−terminus

PTHB1 C−terminus

Ring finger domain

SUPPORTING READ COUNT

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

PTHB1 N−terminus

PTHB1 C−terminus

Ring finger domain

SUPPORTING READ COUNT

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

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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NT5DC1 LIN28B

RETAINED PROTEIN DOMAINS
reading frame unclear

5' nucleotidase family

Zinc knuckle

'Cold−shock' DNA−binding domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

5' nucleotidase family

Zinc knuckle

'Cold−shock' DNA−binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

CXXC zinc finger domain

Deoxynucleoside kinase

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1
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reading frame unclear

CXXC zinc finger domain

Deoxynucleoside kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 15

q11.2

chromosome X

q28

MKRN3
ENST00000564592.2

ZNF185
ENST00000370270.6

breakpoint1
chr15:23566087

breakpoint2
chrX:152959699

0

4868

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 18 19 20 21 22 23

1 18 19 20 21 22 23

2 kbp
introns not to scale

M
K

R
N

3

ZNF185

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

MKRN3 ZNF185

RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

Zinc finger, C3HC4 type (RING finger)

RNA−binding, Nab2−type zinc finger

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

CCCH−type zinc finger

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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DCTN2 RDH16

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamitin 

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamitin 

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamitin 

short chain dehydrogenase

SUPPORTING READ COUNT

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

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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DCTN2 RDH16

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamitin 

short chain dehydrogenase

SUPPORTING READ COUNT

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

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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NEGR1 ZNF644

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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UTRN ROBO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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UTRN ROBO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

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

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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UHRF1BP1L ANKS1B

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sushi repeat (SCR repeat)

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

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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NEMF SOS2

RETAINED PROTEIN DOMAINS
reading frame unclear

NFACT N−terminal and middle domains

NFACT protein RNA binding domain

NFACT protein C−terminal domain

RasGEF domain

RasGEF N−terminal motif

SUPPORTING READ COUNT

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

NFACT N−terminal and middle domains

NFACT protein RNA binding domain

NFACT protein C−terminal domain

RasGEF domain

RasGEF N−terminal motif

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

EGFR receptor inhibitor Mig−6

GTPase binding

SUPPORTING READ COUNT

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

Inhibitor of apoptosis−promoting Bax1

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PTPRK

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT
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Kazal−type serine protease inhibitor domain

Thyroglobulin type−1 repeat
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Galactose oxidase, central domain

Galactose oxidase, central domain
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RasGEF domain

RasGEF N−terminal motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Split reads = 1
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