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Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Proteasome complex subunit Rpn13 ubiquitin receptor

Laminin G domain

Laminin Domain II

Laminin Domain I

SUPPORTING READ COUNT

Split reads = 507
Discordant mates = 27
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Proteasome complex subunit Rpn13 ubiquitin receptor

Laminin G domain

Laminin Domain II

Laminin Domain I

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5
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Proteasome complex subunit Rpn13 ubiquitin receptor
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SUPPORTING READ COUNT

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

LRRC37A/B like protein 1 C−terminal domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 487
Discordant mates = 8
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SUPPORTING READ COUNT

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

ADP−ribosylation factor family

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 472
Discordant mates = 3
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reading frame unclear

ADP−ribosylation factor family

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 441
Discordant mates = 20
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 21
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

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

Guanylate kinase

SUPPORTING READ COUNT

Split reads = 417
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate kinase

SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 6



chromosome 10

q21.2

chromosome 10

q21.1

CCDC6
ENST00000263102.7

PRKG1
ENST00000373980.11

breakpoint1
chr10:59906122

breakpoint2
chr10:51467723

0

33946

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

PRKG1

CCDC6

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

CCDC6 PRKG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 266
Discordant mates = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 250
Discordant mates = 23
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 7
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 219
Discordant mates = 5



chromosome 17

q23.3

chromosome 17

q21.33

TANC2
ENST00000389520.8

AC091180.4
ENST00000511322.1

breakpoint1
chr17:63238077

breakpoint2
chr17:49379980

0

34490

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

1 2 3 4 5 6 2

2 kbp
introns not to scale

A
C

09
11

80
.4

TA
N

C
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.

SUPPORTING READ COUNT

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

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 214
Discordant mates = 5
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 192
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 183
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2
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reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q22

SPAG9
ENST00000357122.8

MMD
ENST00000649377.1

breakpoint1
chr17:51120354

breakpoint2
chr17:55414232

0

18204

C
ov

er
ag

e

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 8 7 6 5 4 3 2 1

1 8765432

3 kbp
introns not to scale

S
PA

G
9

M
M

D

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

SPAG9 MMD

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

PBC domain

SUPPORTING READ COUNT
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Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator of RNA polymerase II transcription subunit 1

SH3 domain

PH domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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SPAG9 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

JNK−interacting protein leucine zipper II

WD40 repeated domain

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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F11R NOS1AP

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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F11R NOS1AP

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ATP1B1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium / potassium ATPase beta chain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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ATP1B1 C1orf112

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium / potassium ATPase beta chain

Domain of unknown function (DUF4487)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATP1B1 C1orf112

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium / potassium ATPase beta chain

Domain of unknown function (DUF4487)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATP1B1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium / potassium ATPase beta chain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ADK ANK3

RETAINED PROTEIN DOMAINS
reading frame unclear

pfkB family carbohydrate kinase

Death domain

UPA domain

ZU5 domain

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 36
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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GBF1 HPSE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 79, N−terminal domain 

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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GBF1 HPSE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 79, N−terminal domain 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PPP1R1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

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

HIUase/Transthyretin family

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

HIUase/Transthyretin family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 20

q11.22

chromosome 18

q12.1

RALY
ENST00000246194.8

TTR
ENST00000649620.1

breakpoint1
chr20:34031604

breakpoint2
chr18:31585802

0

22657

C
ov

er
ag

e

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

1 2 2 3 4 5 6

2 kbp
introns not to scale

TT
R

RALY

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

TTR

RETAINED PROTEIN DOMAINS
reading frame unclear

HIUase/Transthyretin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HIUase/Transthyretin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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reading frame unclear

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

MGS−like domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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Zinc finger, C2H2 type
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Protein of unknown function (DUF3689) 
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