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G−protein alpha subunit

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1



chromosome 19

q12

chromosome 19

q13.12

URI1
ENST00000392271.6

PROSER3
ENST00000620918.4

breakpoint1
chr19:29942664

breakpoint2
chr19:35759374

0

15770

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

URI1
PROSER3

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 = 174
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 19

q12

chromosome 19

q13.12

URI1
ENST00000392271.6

PROSER3
ENST00000620918.4

breakpoint1
chr19:29942664

breakpoint2
chr19:35766768

0

15770

C
ov

er
ag

e

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

1 8 9 10

2 kbp
introns not to scale

URI1
PROSER3

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.
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Split reads = 6
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No protein domains retained in fusion.
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Split reads = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 169
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 44
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

WW domain

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 6
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FERM N−terminal domain 
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SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1



chromosome 22

q12.2

chromosome 3

q25.1

NF2
ENST00000672461.1

WWTR1
ENST00000474080.1

breakpoint1
chr22:29604112

breakpoint2
chr3:149717566

0

6509

C
ov

er
ag

e

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

1 765

2 kbp
introns not to scale

W
W

T
R

1

NF2

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

NF2

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 6
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Split reads = 12
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Ring finger domain

ZNRF−3 Ectodomain

SUPPORTING READ COUNT

Split reads = 112
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 = 108
Discordant mates = 0
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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 = 4
Discordant mates = 0
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

uDENN domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 1
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reading frame unclear

uDENN domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol transfer protein

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)
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SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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ARHGDIA FAAP100

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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ARHGDIA FAAP100

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Laminin EGF domain

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0



chromosome 22

q11.23

chromosome 22

q12.1

CRYBB2P1
ENST00000382734.9

MYO18B
ENST00000536101.5

breakpoint1
chr22:25459515

breakpoint2
chr22:25763231

0

2778

C
ov

er
ag

e

1 2 3 4 5 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 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43

1 2 3 43 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43

4 kbp
introns not to scale

CRYBB2P1

MYO18B

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

MYO18B

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 63
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Homeodomain containing protein PHTF1/2, N−terminal

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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DMAP1−binding Domain
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SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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CST, telomere maintenance, complex subunit CTC1

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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SUPPORTING READ COUNT
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Calponin homology (CH) domain
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Split reads = 48
Discordant mates = 0
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Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein
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KRAB box

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
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Split reads = 3
Discordant mates = 0



chromosome 3

q26.2

chromosome 3

q26.2

MECOM
ENST00000494292.6

PHC3
ENST00000494943.5

breakpoint1
chr3:169663336

breakpoint2
chr3:170149244

0

15408

C
ov

er
ag

e

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

1 15141312111098765

3 kbp
introns not to scale

M
E

C
O

M

P
H

C
3

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

MECOM PHC3

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Domain of unknown function (DUF4485)

U3 small nucleolar RNA−associated protein 6

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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Zinc finger, C3HC4 type (RING finger)
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SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 9

q33.3

chromosome 22

q13.1

MVB12B
ENST00000361171.8

CBX6
ENST00000407418.8

breakpoint1
chr9:126340630

breakpoint2
chr22:38871945

0

15515

C
ov

er
ag

e

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

1 2 5432

3 kbp
introns not to scale

MVB12B

CBX6

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

MVB12B CBX6

RETAINED PROTEIN DOMAINS
reading frame unclear

Multivesicular body subunit 12

CBX family C−terminal motif

Chromo (CHRromatin Organisation MOdifier) domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Cofactor of BRCA1 (COBRA1)

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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Cofactor of BRCA1 (COBRA1)
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SUPPORTING READ COUNT

Split reads = 4
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
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reading frame unclear

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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GATA zinc finger

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 15

q21.2

chromosome 15

q21.2

MIR4713HG
ENST00000559909.1

GLDN
ENST00000335449.11

breakpoint1
chr15:51037681

breakpoint2
chr15:51383785

0

1308

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10

2 kbp
introns not to scaleM

IR
4713H

G

G
LD

N

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

GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT
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Zinc finger, C2H2 type

C2H2−type zinc−finger domain

Zinc finger, C2H2 type

Unstructured conserved, between two C2H2−type zinc−fingers

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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reading frame unclear

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
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reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

UME (NUC010) domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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ATAD2 ATR

RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

UME (NUC010) domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATAD2 ATR

RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

UME (NUC010) domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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UHRF1BP1L B4GALT1

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CARM1 SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Coactivator−associated arginine methyltransferase 1 N terminal

Bromodomain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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CARM1 SMARCA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Coactivator−associated arginine methyltransferase 1 N terminal

Bromodomain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 14
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HIF1A PRKCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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HIF1A PRKCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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chromosome 21
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HSPB8
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BACH1
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HSPB8 BACH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp20/alpha crystallin family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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HSPB8 BACH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp20/alpha crystallin family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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chromosome 14

q11.2

PREX2
ENST00000288368.5

RPGRIP1
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breakpoint1
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PREX2 RPGRIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

Retinitis pigmentosa G−protein regulator interacting C−terminal

C2 domain

First C2 domain of RPGR−interacting protein 1

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PREX2 RPGRIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

Retinitis pigmentosa G−protein regulator interacting C−terminal

C2 domain

First C2 domain of RPGR−interacting protein 1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PREX2 RPGRIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

Retinitis pigmentosa G−protein regulator interacting C−terminal

C2 domain

First C2 domain of RPGR−interacting protein 1

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3

q26.31

chromosome 3
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TNIK
ENST00000284483.12

NAALADL2
ENST00000454872.6
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TNIK NAALADL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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MRPL30
ENST00000409841.1
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PHC3 MRPL30

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L30p/L7e

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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PHC3 MRPL30

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L30p/L7e

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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COL24A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 8
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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NSMCE2
ENST00000287437.8
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PCBP3

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 11

p12

chromosome 3

q24

TTC17
ENST00000039989.9

SLC9A9
ENST00000316549.11

breakpoint1
chr11:43391952

breakpoint2
chr3:143578723

0

5364

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

1 2 3 4 5 16151413121110987

3 kbp
introns not to scale

TTC17

S
LC

9A
9

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

TTC17 SLC9A9

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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GOLGB1
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GK5 GOLGB1

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 = 3
Discordant mates = 0
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GK5 GOLGB1

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ZNF639
ENST00000484866.5

breakpoint1
chr3:179220052

breakpoint2
chr3:179327561

0

4012

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 1 2 3 4 5

1 2 3 4 5 6 7 8 9 10 11 12 131 2 3 4 5

2 kbp
introns not to scale

P
IK

3C
A

Z
N

F
639

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

PIK3CA ZNF639

RETAINED PROTEIN DOMAINS
reading frame unclear

PI3−kinase family, p85−binding domain

PI3−kinase family, ras−binding domain

Phosphoinositide 3−kinase C2

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


