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reading frame unclear

Variant SH3 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 22
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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CPAMD8 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

MG2 domain

Macroglobulin domain MG3

Macroglobulin domain MG4

Alpha−2−macroglobulin bait region domain

Alpha−2−macroglobulin family

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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CPAMD8 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MAP3K5 PTPRK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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BCL2L13 CECR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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PDE7B PTPRK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

Immunoglobulin I−set domain

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

Immunoglobulin I−set domain

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

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

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SLC39A11 ADGRL1

RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

Latrophilin Cytoplasmic C−terminal region

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Olfactomedin−like domain

Galactose binding lectin domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SLC39A11 ADGRL1

RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

Latrophilin Cytoplasmic C−terminal region

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Olfactomedin−like domain

Galactose binding lectin domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 7

q36.1

chromosome 7

q36.1

AC092666.2
ENST00000613287.1

ACTR3B
ENST00000256001.13

breakpoint1
chr7:150047609

breakpoint2
chr7:152783187

0

1913

C
ov

er
ag

e

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

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

900 bp
introns not to scale

AC092666.2ACTR3B

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

ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

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

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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BAIAP2 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

BAIAP2
ENST00000428708.6

CCDC57
ENST00000665763.1

breakpoint1
chr17:81035308

breakpoint2
chr17:82128597

0

18219

C
ov

er
ag

e

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

1 201918

2 kbp
introns not to scale

B
A

IA
P

2
C

C
D

C
57

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

BAIAP2 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

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

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

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

IRSp53/MIM homology domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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ANKS1B SRRM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Serine/arginine repetitive matrix protein C−terminus

SUPPORTING READ COUNT

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

Methylpurine−DNA glycosylase (MPG)

SUPPORTING READ COUNT

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

SNARE associated Golgi protein

SUPPORTING READ COUNT

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

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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VMP1 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein

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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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FAM72B NOTCH2

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM72 protein

NA

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

NOTCH protein

NOTCH protein

LNR domain

EGF−like domain

Calcium−binding EGF domain

EGF−like domain

Human growth factor−like EGF

EGF−like domain

Human growth factor−like EGF

EGF−like domain

Calcium−binding EGF domain

EGF−like domain

Human growth factor−like EGF

Calcium−binding EGF domain

EGF−like domain

Human growth factor−like EGF

Calcium−binding EGF domain

EGF−like domain

SUPPORTING READ COUNT

Split reads = 9
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

SUPPORTING READ COUNT

Split reads = 8
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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PPM1D BCAS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase 2C

Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PPM1D BCAS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase 2C

Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PPM1D BCAS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase 2C

Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SNRNP70 RDH13

RETAINED PROTEIN DOMAINS
reading frame unclear

U1 small nuclear ribonucleoprotein of 70kDa MW N terminal

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

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vps4 C terminal oligomerisation domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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FIGN

RETAINED PROTEIN DOMAINS
reading frame unclear

Vps4 C terminal oligomerisation domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

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

Protein kinase domain

Immunoglobulin I−set domain

Protein kinase domain

Immunoglobulin I−set domain

RhoGEF domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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ATP1A3 FAM32A

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM32A

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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ANKFY1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 4
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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RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

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

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MBTD1 SLC47A2

RETAINED PROTEIN DOMAINS
reading frame unclear

MatE

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No coding regions retained in fusion transcript.

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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COG1 MSI2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vps51/Vps67

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

SUPPORTING READ COUNT

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

Laminin G domain

von Willebrand factor type C domain

Helicase C−terminal domain

SUPPORTING READ COUNT

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

Odorant response abnormal 4−like

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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