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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 227
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 6
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SUPPORTING READ COUNT
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chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

12884

C
ov

er
ag

e

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

1 2 3 4 5 6 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

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 5

q35.3

chromosome 5

q35.3

RNF130
ENST00000521389.6

MAPK9
ENST00000452135.7

breakpoint1
chr5:179963471

breakpoint2
chr5:180269409

0

13087

C
ov

er
ag

e

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

87654321 1211109876543

2 kbp
introns not to scale

R
N

F1
30

M
AP

K9

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

RNF130 MAPK9

RETAINED PROTEIN DOMAINS
reading frame unclear
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 190
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 170
Discordant mates = 2
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Protein phosphatase 2C

Eukaryotic−type carbonic anhydrase

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 2
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PA domain

FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 85
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Vitamin K epoxide reductase family

PTHB1 C−terminus

PTHB1 N−terminus

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 3
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Rap/ran−GAP

RhoGAP domain

C2 domain

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 4
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
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Anaphase−promoting complex, cyclosome, subunit 3

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

Split reads = 43
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q35.1

chromosome 5

q35.1

SH3PXD2B
ENST00000311601.6

CREBRF
ENST00000296953.6

breakpoint1
chr5:172422416

breakpoint2
chr5:173080585

0

13714

C
ov

er
ag

e

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

21 2 3 4 5 6 7 8 9

4 kbp
introns not to scale

S
H

3P
X

D
2B

C
R

EB
R

F

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

SH3PXD2B CREBRF

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Flavin containing amine oxidoreductase

Cystine−knot domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 7
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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Autophagocytosis associated protein, active−site domain 

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 2
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
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UBE4A PRPF40B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin elongating factor core

FF domain

WW domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Ubiquitin elongating factor core

FF domain

WW domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

Ubiquitin elongating factor core
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TADA2A C17orf78

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Domain of unknown function (DUF4711)

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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Domain of unknown function (DUF4711)

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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reading frame unclear

Flotillin

SPFH domain / Band 7 family

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 2
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SPFH domain / Band 7 family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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Peptidase M1 N−terminal domain
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WD domain, G−beta repeat
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Utp21 specific WD40 associated putative domain 

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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No protein domains retained in fusion.
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BTB/POZ domain

Zinc finger, C2H2 type
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Split reads = 21
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Helicase conserved C−terminal domain
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 3

q28

chromosome 3

q27.3

LPP
ENST00000617246.4

AC022498.1
ENST00000449845.1

breakpoint1
chr3:188484704

breakpoint2
chr3:188146566

0

56765

C
ov

er
ag

e

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

1 2 3 4 2

4 kbp
introns not to scale

A
C

022498.1

LP
P

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 = 1
Discordant mates = 0



chromosome 11

q12.1

chromosome 7

q11.21

LPXN
ENST00000395074.7

AC073210.3
ENST00000663172.1

breakpoint1
chr11:58570556

breakpoint2
chr7:64949116

0

2264

C
ov

er
ag

e

9 8 7 6 5 4 3 2 1 1 2

21 2

1 kbp
introns not to scale

AC073210.3

LPXN

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 = 13
Discordant mates = 0



chromosome 21

q21.1

chromosome 6

q21

NRIP1
ENST00000400199.5

RTN4IP1
ENST00000369063.8

breakpoint1
chr21:15043495

breakpoint2
chr6:106622969

0

3297

C
ov

er
ag

e

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

21 98765432

2 kbp
introns not to scale

RTN
4I

P1

NRIP1

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

RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 21

q21.1

chromosome 6

q21

NRIP1
ENST00000400199.5

RTN4IP1
ENST00000369063.8

breakpoint1
chr21:15043495

breakpoint2
chr6:106602922

0

3297

C
ov

er
ag

e

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

21 98765

2 kbp
introns not to scale

RTN
4I

P1

NRIP1

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

RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 21

q21.1

chromosome 6

q21

NRIP1
ENST00000400199.5

RTN4IP1
ENST00000369063.8

breakpoint1
chr21:15064745

breakpoint2
chr6:106602922

0

3297

C
ov

er
ag

e

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

1 98765

2 kbp
introns not to scale

RTN
4I

P1

NRIP1

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

RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 21

q21.1

chromosome 6

q21

NRIP1
ENST00000400199.5

RTN4IP1
ENST00000369063.8

breakpoint1
chr21:15064745

breakpoint2
chr6:106622969

0

3297

C
ov

er
ag

e

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

1 98765432

2 kbp
introns not to scale

RTN
4I

P1

NRIP1

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

RTN4IP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−binding dehydrogenase

Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 7

p21.1

chromosome 11

q11

HDAC9
ENST00000401921.5

OR4C1P
ENST00000641065.1

breakpoint1
chr7:18666476

breakpoint2
chr11:55509689

0

1945

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 1 2

1 2 3 4 5 6 7 8 9 10 2

2 kbp
introns not to scale

HDAC9

OR4C1P

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

HDAC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine rich N terminal domain of histone deacetylase 4

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1



chromosome 7

p21.1

chromosome 11

q11

HDAC9
ENST00000401921.5

OR4C1P
ENST00000641065.1

breakpoint1
chr7:18648683

breakpoint2
chr11:55509689

0

1945

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 1 2

1 2 3 4 5 6 7 8 9 2

2 kbp
introns not to scale

HDAC9

OR4C1P

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

HDAC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine rich N terminal domain of histone deacetylase 4

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

q13.43

chromosome 12

p11.21

PEG3
ENST00000326441.15

TSPAN11
ENST00000546076.6

breakpoint1
chr19:56826388

breakpoint2
chr12:30978561

0

783

C
ov

er
ag

e

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

321 4 5 6 7 8

3 kbp
introns not to scale

TSPAN11 PEG3

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

TSPAN11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 19

q13.43

chromosome 12

p11.21

PEG3
ENST00000599577.5

TSPAN11
ENST00000546076.6

breakpoint1
chr19:56836018

breakpoint2
chr12:30978561

0

783

C
ov

er
ag

e

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

21 4 5 6 7 8

3 kbp
introns not to scale

TSPAN11 PEG3

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

TSPAN11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 19

q13.43

chromosome 12

p11.21

PEG3
ENST00000650632.1

TSPAN11
ENST00000546076.6

breakpoint1
chr19:56833290

breakpoint2
chr12:30978561

0

783

C
ov

er
ag

e

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

4321 4 5 6 7 8

3 kbp
introns not to scale

TSPAN11 PEG3

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

TSPAN11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 5

q21.3

chromosome 6

q22.1

PJA2
ENST00000361189.7

HS3ST5
ENST00000312719.9

breakpoint1
chr5:109409842

breakpoint2
chr6:114228778

0

6489

C
ov

er
ag

e

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

1 5432

2 kbp
introns not to scale

P
JA

2HS3S
T5

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

HS3ST5

RETAINED PROTEIN DOMAINS
reading frame unclear

Sulfotransferase domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 5

q21.3

chromosome 6

q21

PJA2
ENST00000361189.7

HS3ST5
ENST00000312719.9

breakpoint1
chr5:109409842

breakpoint2
chr6:114168462

0

6489

C
ov

er
ag

e

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

1 543

2 kbp
introns not to scale

P
JA

2HS3S
T5

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

HS3ST5

RETAINED PROTEIN DOMAINS
reading frame unclear

Sulfotransferase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 12

q12

chromosome 7

p22.3

TMEM117
ENST00000266534.8

TMEM184A
ENST00000297477.10

breakpoint1
chr12:43844928

breakpoint2
chr7:1555484

0

3110

C
ov

er
ag

e

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

1 2 98765432

2 kbp
introns not to scale

TMEM184A

TM
EM

117

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

TMEM117 TMEM184A

RETAINED PROTEIN DOMAINS
reading frame unclear

TMEM117 protein family

Organic solute transporter Ostalpha

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 8

p11.21

chromosome 8

p11.21

KAT6A
ENST00000396930.4

CHRNA6
ENST00000534622.5

breakpoint1
chr8:41974704

breakpoint2
chr8:42765204

0

5562

C
ov

er
ag

e

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

987654321 5432

3 kbp
introns not to scale

KAT6ACHRNA6

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

KAT6A CHRNA6

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 7

p14.1

chromosome 17

q12

GLI3
ENST00000677605.1

ACACA
ENST00000616317.5

breakpoint1
chr7:42148226

breakpoint2
chr17:37284970

0

9856

C
ov

er
ag

e

15 14 131211109 8 7 6 5 4 3 2 1 56 555453525150494847464544434241403938373635343332313029282726252423222120191817161514131211109 8 7 6 5 4 3 2 1

321 5655545352515049484746454443424140393837363534333231302928272625242322212019181716151413121110987654

6 kbp
introns not to scale

GLI3

A
C

A
C

A

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

GLI3 ACACA

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

Biotin−requiring enzyme

Biotin carboxylase C−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 7

p14.1

chromosome 17

q12

GLI3
ENST00000677605.1

ACACA
ENST00000617649.4

breakpoint1
chr7:42148226

breakpoint2
chr17:37289528

0

9856

C
ov

er
ag

e

15 14 13 121110 9 8 7 6 5 4 3 2 1 55 545352515049484746454443424140393837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1

321 5554535251504948474645444342414039383736353433323130292827262524232221201918171615141312111098765432

6 kbp
introns not to scale

GLI3

A
C

A
C

A

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

GLI3 ACACA

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

Biotin−requiring enzyme

Biotin carboxylase C−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 12

p11.23

chromosome 17

q21.1

PPFIBP1
ENST00000542629.5

ZPBP2
ENST00000348931.9

breakpoint1
chr12:27524365

breakpoint2
chr17:39873044

0

8973

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 1 2 3 4 5 6 7 8

1 6 7 8

2 kbp
introns not to scale

PPFIBP1

ZP
B

P
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

ZPBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Zona−pellucida−binding protein (Sp38)
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