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Phospholipase A2

SUPPORTING READ COUNT

Split reads = 187
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 93
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Ephrin receptor ligand binding domain

Putative transmembrane protein

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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reading frame unclear

Bravo−like intracellular region

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 2

p22.3

chromosome 3

p22.2

BIRC6
ENST00000421745.6

ITGA9
ENST00000264741.10

breakpoint1
chr2:32445668

breakpoint2
chr3:37533314

0

3068

C
ov

er
ag

e

1 2 3 4 56 7 89 10 1112131415161718192021222324252627282930313233343536373839404142434445464748495051525354 55 565758596061626364656667686970717273 74 1 23456789101112131415161718192021222324252627 28

1 2 3 4 56 7 89 10 11121314151617181920211415161718192021222324252627 28

9 kbp
introns not to scale

BIRC6

ITG
A9

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

BIRC6 ITGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
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SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 9
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reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT
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ST7 protein

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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Split reads = 1
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ZFP62 SIMC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 7

q31.2

chromosome 9

q22.2

AC002066.1
ENST00000446355.2

SYK
ENST00000375754.9

breakpoint1
chr7:116499354

breakpoint2
chr9:90843858

0

325

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AC002066.1

SYK

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

SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1



chromosome 7

q31.2

chromosome 9

q22.2

AC002066.1
ENST00000446355.2

SYK
ENST00000375754.9

breakpoint1
chr7:116482813

breakpoint2
chr9:90843858

0

325

C
ov

er
ag

e

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

21 2 3 4 5 6 7 8 9 10 11 12 13 14

2 kbp
introns not to scale

AC002066.1

SYK

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

SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

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

ST7 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ST7

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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REX1BD TMEM59L

RETAINED PROTEIN DOMAINS
reading frame unclear

Brain specific membrane anchored protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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REX1BD TMEM59L

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA repair REX1−B

Brain specific membrane anchored protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PARD3 CUL2

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal of Par3 and HAL proteins

Cullin protein neddylation domain

Cullin family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CENPP ASZ1

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CENPP ASZ1

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CENPP ASZ1

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PSMB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PSMB2 CELF4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HMGA2 HIP1R

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

I/LWEQ domain

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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HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SPOCD1 ADGRB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor S−II (TFIIS), central domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SPOCD1 ADGRB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

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

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SPOCD1 ADGRB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UBE2E2 CRYBG3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Ricin−type beta−trefoil lectin domain

Beta/Gamma crystallin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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WWOX

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

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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CAPZA2 SRP9

RETAINED PROTEIN DOMAINS
reading frame unclear

Signal recognition particle 9 kDa protein (SRP9)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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FOSL1 SLC30A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

SUPPORTING READ COUNT

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

Signal peptidase, peptidase S26 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Signal peptidase, peptidase S26 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Signal peptidase, peptidase S26 

SUPPORTING READ COUNT

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

Collagen triple helix repeat (20 copies)

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

p13.3

chromosome 18

q21.1

NFIC
ENST00000443272.3

MYO5B
ENST00000285039.12

breakpoint1
chr19:3452666

breakpoint2
chr18:49906630

0

4420

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 40 3938 37 363534333231302928272625242322 21 20 19181716151413121110 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 40393837363534333231302928272625242322212019

5 kbp
introns not to scale

M
YO

5B
NFI

C

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

NFIC MYO5B

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

DIL domain

IQ calmodulin−binding motif

Myosin head (motor domain)

SUPPORTING READ COUNT

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

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PBX3 MAPKAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

PBC domain

SAPK−interacting protein 1 (Sin1), Pleckstrin−homology

SUPPORTING READ COUNT

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

PBC domain

SAPK−interacting protein 1 (Sin1), Pleckstrin−homology

SUPPORTING READ COUNT

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

PBC domain

SAPK−interacting protein 1 (Sin1), Pleckstrin−homology

SAPK−interacting protein 1 (Sin1), middle CRIM domain

Stress−activated map kinase interacting protein 1 (SIN1)

SUPPORTING READ COUNT

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

DSS1/SEM1 family

SUPPORTING READ COUNT

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

DSS1/SEM1 family

SUPPORTING READ COUNT

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

DSS1/SEM1 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 = 2
Discordant mates = 0
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XYLB GOLGA4

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

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

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

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

Glypican

Glypican

SUPPORTING READ COUNT

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

DSS1/SEM1 family

Mitochondrial carrier protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 18

q23

chromosome 18

q23

SLC66A2
ENST00000397778.7

CTDP1
ENST00000613122.5

breakpoint1
chr18:79950724

breakpoint2
chr18:79695225

0

1547

C
ov

er
ag

e

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

21 2 3 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

C
TD

P1
SLC

66
A2

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

SLC66A2 CTDP1

RETAINED PROTEIN DOMAINS
reading frame unclear

PQ loop repeat 

FCP1, C−terminal

NLI interacting factor−like phosphatase

SUPPORTING READ COUNT

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

PQ loop repeat 

FCP1, C−terminal

SUPPORTING READ COUNT

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

PQ loop repeat 

FCP1, C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


