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Split reads = 527
Discordant mates = 1
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Split reads = 497
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 224
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

11212

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
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SUPPORTING READ COUNT

Split reads = 214
Discordant mates = 0
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SUPPORTING READ COUNT
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 201
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 20
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 19

q13.32

chromosome 19

q13.32

PPP1R37
ENST00000221462.9

RELB
ENST00000221452.13

breakpoint1
chr19:45093527

breakpoint2
chr19:45028888

0

10528

C
ov

er
ag

e

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

1 8 9 10 11 12

2 kbp
introns not to scale

REL
B

PPP1R
37

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

PPP1R37 RELB

RETAINED PROTEIN DOMAINS
reading frame unclear

RelB transactivation domain

Rel homology dimerisation domain

SUPPORTING READ COUNT

Split reads = 179
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 165
Discordant mates = 0
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Protein of unknown function (DUF3719)

SUPPORTING READ COUNT

Split reads = 137
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 30
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SUPPORTING READ COUNT

Split reads = 16
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SUPPORTING READ COUNT
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Split reads = 119
Discordant mates = 1
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UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PEST, proteolytic signal−containing nuclear protein family

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 5

q14.1

chromosome 5

q14.1

SERINC5
ENST00000507668.7

ACOT12
ENST00000307624.8

breakpoint1
chr5:80255896

breakpoint2
chr5:81363889

0

6079

C
ov

er
ag

e

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

1 151413121110987654

3 kbp
introns not to scale

S
E

R
IN

C
5

A
C

O
T1

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

SERINC5 ACOT12

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

Thioesterase superfamily

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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SecE/Sec61−gamma subunits of protein translocation complex

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 2

p25.1

chromosome 2

p25.1

ASAP2
ENST00000281419.8

AC093904.2
ENST00000463302.1

breakpoint1
chr2:9207230

breakpoint2
chr2:9104996

0

2444

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

1 2

2 kbp
introns not to scale

AC093904.2
ASAP2

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

ASAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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Lethal giant larvae(Lgl) like, C−terminal

LLGL2

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 37
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 = 33
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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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 3
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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FAM83F RAPGEF4

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM83 A−H

RasGEF domain

RasGEF N−terminal motif

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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FAM83F RAPGEF4

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM83 A−H

RasGEF domain

RasGEF N−terminal motif

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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STK17A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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LRBA SH3D19

RETAINED PROTEIN DOMAINS
reading frame unclear

Concanavalin A−like lectin/glucanases superfamily

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 2
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PHF12 SREBF2

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

PHD finger protein 12 MRG binding domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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WDR11 RPN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Oligosaccharyltransferase subunit Ribophorin II

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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YTHDF2 PTPRU

RETAINED PROTEIN DOMAINS
reading frame unclear

YT521−B−like domain

Protein−tyrosine phosphatase

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

YT521−B−like domain

Protein−tyrosine phosphatase

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KCNMA1 SFTPD

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

Lung surfactant protein D coiled−coil trimerisation

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 3
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KCNMA1 SFTPD

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

Lung surfactant protein D coiled−coil trimerisation

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type 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 = 18
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helically−extended SH3 domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 6

q25.3

chromosome 6

q21

ARID1B
ENST00000636930.2

PDSS2
ENST00000369037.9

breakpoint1
chr6:156779471

breakpoint2
chr6:107274227

0

17120

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 8 7 6 5 4 3 2 1

1 876543

4 kbp
introns not to scale

PDSS2

ARID
1B

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

ARID1B PDSS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Polyprenyl synthetase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Polyprenyl synthetase

SUPPORTING READ COUNT

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

tRNA synthetases class II (D, K and N) 

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 13
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
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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