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SUPPORTING READ COUNT

Split reads = 375
Discordant mates = 3
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Alpha−2−macroglobulin bait region domain

Alpha−2−macroglobulin family

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

p13.11

chromosome 19

p13.11

CPAMD8
ENST00000651564.1

SLC35E1
ENST00000595753.6

breakpoint1
chr19:16957853

breakpoint2
chr19:16557126

0

6482

C
ov

er
ag

e

42 41 40 39 38 3736 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 6 5 4 3 2 1

19181716151413121110987654321 65

4 kbp
introns not to scale

SL
C

35
E1

CPA
M

D8

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

CPAMD8 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

MG2 domain

Macroglobulin domain MG3
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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 = 69
Discordant mates = 0
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TM proximal of protein tyrosine phosphatase, receptor type J
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Immunoglobulin I−set domain
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 6

q23.3

chromosome 6

q22.33

PDE7B
ENST00000308191.11

PTPRK
ENST00000532751.1

breakpoint1
chr6:135947524

breakpoint2
chr6:128409332

0

11038

C
ov

er
ag

e

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

1 2 432

2 kbp
introns not to scale

PTP
RK

PDE7B

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 = 2
Discordant mates = 0



chromosome 6

q23.3

chromosome 6

q22.33

PDE7B
ENST00000615259.4

PTPRK
ENST00000532751.1

breakpoint1
chr6:136038528

breakpoint2
chr6:128409332

0

11038

C
ov

er
ag

e

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

1 432

2 kbp
introns not to scale

PTP
RK

PDE7B

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
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Split reads = 1
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BAIAP2 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
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 = 3
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reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 47
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Methylpurine−DNA glycosylase (MPG)

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 36
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Genes are not protein−coding.
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Genes are not protein−coding.
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Genes are not protein−coding.
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Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 26
Discordant mates = 0
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VMP1 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Split reads = 15
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q25.3

VMP1
ENST00000262291.9

CCDC57
ENST00000665763.1

breakpoint1
chr17:59838397

breakpoint2
chr17:82183932

0

55014

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 20191817161514131211109

3 kbp
introns not to scale

V
M

P
1

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

VMP1 CCDC57

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein
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Split reads = 5
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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 = 25
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 = 1
Discordant mates = 0
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NFIA

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 = 22
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 = 2
Discordant mates = 0
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NFIA INMT

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

NNMT/PNMT/TEMT family

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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FAM72B NBPF10

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM72 protein

Olduvai domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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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 = 12
Discordant mates = 0
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ANKFY1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 11
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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ANKRD30A

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ANKRD30A

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ANKRD30A

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ANKRD30A

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 1
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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ANKRD30A

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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FAM72B

RETAINED PROTEIN DOMAINS
reading frame unclear

FAM72 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 9
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 coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 2
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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WASHC4 ANKS1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

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

CP2 transcription factor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


