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Discordant mates = 0



chromosome 1

p36.11

chromosome 1

p35.1

MAN1C1
ENST00000374332.9

HDAC1
ENST00000373548.8

breakpoint1
chr1:25618337

breakpoint2
chr1:32316665

0

105844

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

MAN1C1
HDAC11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

MAN1C1 HDAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone deacetylase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 17

q11.2

chromosome 16

q24.3

MYO18A
ENST00000531253.5

AC092143.2
ENST00000554623.1

breakpoint1
chr17:29114011

breakpoint2
chr16:89920725

0

11664

C
ov

er
ag

e

41 40 39 38 37 36 35 34 33 32 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 2 1

151413121110987654321 2

3 kbp
introns not to scale

A
C

09
21

43
.2

M
YO

18
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

MYO18A

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0



chromosome 4

q22.1

chromosome 4

q13.3

HERC3
ENST00000402738.6

PARM1
ENST00000307428.7

breakpoint1
chr4:88656035

breakpoint2
chr4:75012425

0

23395

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 1 2 3 4

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

3 kbp
introns not to scale

H
E

R
C

3 PA
R

M
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

HERC3 PARM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

PARM

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1



chromosome 4

q22.1

chromosome 4

q13.3

HERC3
ENST00000402738.6

PARM1
ENST00000307428.7

breakpoint1
chr4:88655304

breakpoint2
chr4:75012425

0

23395

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 1 2 3 4

1 2 3 4 5 6 7 8 2 3 4

3 kbp
introns not to scale

H
E

R
C

3 PA
R

M
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

HERC3 PARM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

PARM

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 9

p13.2

chromosome 9

p22.1

POLR1E
ENST00000377792.3

AL391834.3
ENST00000648238.1

breakpoint1
chr9:37498224

breakpoint2
chr9:19387618

0

1612

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 2

1 kbp
introns not to scale

AL391834.3
POLR1E

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

POLR1E

RETAINED PROTEIN DOMAINS
reading frame unclear
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TSEN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA intron endonuclease, N−terminal domain

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CHCHD6 PLXNA1

RETAINED PROTEIN DOMAINS
reading frame unclear

MICOS complex subunit MIC19/MIC25

Plexin cytoplasmic RasGAP domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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ZNF420

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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ZNF420

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 5
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
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 = 1
Discordant mates = 0
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USP32 BCAS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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ZNF430 NME7

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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NKAIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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LIMD2 SPEF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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EMC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF1077)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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EMC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF1077)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CPD

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc carboxypeptidase

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc carboxypeptidase

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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AP1G1 TXNL4B

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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AP1G1 TXNL4B

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

Mitosis protein DIM1

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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TCF7L1 CDKAL1

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal CTNNB1 binding

TRAM domain

Radical SAM superfamily

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 14
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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Genes are not protein−coding.
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Split reads = 14
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Genes are not protein−coding.
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Genes are not protein−coding.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SIS domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SAM domain (Sterile alpha motif)
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RETAINED PROTEIN DOMAINS
reading frame unclear

F−box−like

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

q41

chromosome 1

q41

TP53BP2
ENST00000343537.12

CAPN8
ENST00000366872.10

breakpoint1
chr1:223784115

breakpoint2
chr1:223628780

0

2879

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1716151413121110987654321 2120191817161514131211109876543

3 kbp
introns not to scale

CAPN8TP53BP2

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

TP53BP2 CAPN8

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SH3 domain

Calpain large subunit, domain III

Calpain family cysteine protease

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 9

q22.33

chromosome 9

q22.33

GABBR2
ENST00000259455.4

CORO2A
ENST00000375077.5

breakpoint1
chr9:98708417

breakpoint2
chr9:98157660

0

18368

C
ov

er
ag

e

19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 12111098765432

3 kbp
introns not to scale

CORO2A

GABBR2

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

GABBR2 CORO2A

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region

Type of WD40 repeat

WD domain, G−beta repeat

Domain of unknown function (DUF1899)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO, N−terminal domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p13.3

SRRM2
ENST00000301740.13

KCTD5
ENST00000564195.1

breakpoint1
chr16:2760499

breakpoint2
chr16:2702353

0

26813

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

K
C

T
D

5
S

R
R

M
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

SRRM2 KCTD5

RETAINED PROTEIN DOMAINS
reading frame unclear

cwf21 domain

SUPPORTING READ COUNT
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