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RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 2443
Discordant mates = 41
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SUPPORTING READ COUNT

Split reads = 3
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Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 17
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Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 3
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

SUPPORTING READ COUNT

Split reads = 1719
Discordant mates = 47
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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

SUPPORTING READ COUNT

Split reads = 1136
Discordant mates = 5
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 963
Discordant mates = 28
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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

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 7
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Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 49
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 26
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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 40
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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

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 22
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 5
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reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 1451
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 1446
Discordant mates = 2
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reading frame unclear

Cytochrome oxidase c assembly

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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reading frame unclear

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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reading frame unclear

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 981
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF1356)

SUPPORTING READ COUNT

Split reads = 812
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cdc37 N terminal kinase binding

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

CDC37
ENST00000588869.1

COL5A3
ENST00000264828.4

breakpoint1
chr19:10400575

breakpoint2
chr19:10006231

0

22826

C
ov

er
ag

e

5 4 3 2 1 67 66 6564 63 6261605958575655545352515049484746454443 424140 393837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1

21 6766656463626160595857565554535251504948474645444342414039383736353433323130292827262524232221201918171615141312111098765432

4 kbp
introns not to scale

C
O

L5
A3

CDC37

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

CDC37 COL5A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cdc37 N terminal kinase binding

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Dynamitin 

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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reading frame unclear

Dynamitin 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rough deal protein C−terminal region

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

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

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 3



chromosome 12

q12

chromosome 12

q21.2

PDZRN4
ENST00000402685.7

AC079362.1
ENST00000547089.1

breakpoint1
chr12:41194188

breakpoint2
chr12:78499492

0

3881

C
ov

er
ag

e

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

1 2 3 2

1 kbp
introns not to scale

PDZRN4

AC079362.1

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

PDZRN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

HCO3− transporter family

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

SWIB/MDM2 domain

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PRPF40B MARS1

RETAINED PROTEIN DOMAINS
reading frame unclear

WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1



chromosome 12

q13.12

chromosome 12

q13.3

PRPF40B
ENST00000548825.7

MARS1
ENST00000552914.5

breakpoint1
chr12:49623593

breakpoint2
chr12:57515217

0

41201

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 3 4 5 6 7

14 5 6 7

2 kbp
introns not to scale

PRPF40B
M

ARS1

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

PRPF40B MARS1

RETAINED PROTEIN DOMAINS
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WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

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

WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

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

WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AASS POT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine dehydrogenase/PNT, N−terminal domain

Saccharopine dehydrogenase NADP binding domain

Saccharopine dehydrogenase C−terminal domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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KITLG ADGRG6

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

7 transmembrane receptor (Secretin family)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

SWIB/MDM2 domain

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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MDM2 PTPRB

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC85 family

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

CCDC85 family

SUPPORTING READ COUNT

Split reads = 5
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

CCDC85 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 = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

ABC transporter

ABC−2 family transporter protein

ABC transporter

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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GRIP1 CPM

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

SUPPORTING READ COUNT

Split reads = 23
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 = 21
Discordant mates = 0
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POT1 KITLG

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomeric single stranded DNA binding POT1/CDC13

ssDNA−binding domain of telomere protection protein

Stem cell factor

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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POT1 KITLG

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomeric single stranded DNA binding POT1/CDC13

ssDNA−binding domain of telomere protection protein

Stem cell factor

SUPPORTING READ COUNT

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

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SLC13A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium:sulfate symporter transmembrane region

SUPPORTING READ COUNT

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

Sodium:sulfate symporter transmembrane region

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CPSF6 CNTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GRIP1 GALNT6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ricin−type beta−trefoil lectin domain

Glycosyl transferase family 2

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1



chromosome 12

q14.3

chromosome 12

q13.13

GRIP1
ENST00000643019.1

GALNT6
ENST00000604426.5

breakpoint1
chr12:67069050

breakpoint2
chr12:51383582

0

4270

C
ov

er
ag

e

2 1 3 2 1

1 32

300 bp
introns not to scale

GALNT6
G

RIP1

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 = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ricin−type beta−trefoil lectin domain

Glycosyl transferase family 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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GRIP1 ATP23

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M76 family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M76 family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GRIP1 ATP23

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M76 family

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 = 12
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 12

q14.3

chromosome 8

q13.3

GRIP1
ENST00000643019.1

NCOA2
ENST00000452400.7

breakpoint1
chr12:67069050

breakpoint2
chr8:70296800

0

17505

C
ov

er
ag

e

2 1 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 232221201918171615141312111098765432

3 kbp
introns not to scale

NCOA2

G
RIP1

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

GRIP1 NCOA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear receptor coactivator, DUF1518

Nuclear receptor coactivator

Domain of unknown function (DUF4927)

Steroid receptor coactivator

Unstructured region on nuclear receptor coactivator protein

PAS domain

PAS fold

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

Nuclear receptor coactivator, DUF1518

Nuclear receptor coactivator

Domain of unknown function (DUF4927)

Steroid receptor coactivator

Unstructured region on nuclear receptor coactivator protein

PAS domain

PAS fold

SUPPORTING READ COUNT

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

LMBR1−like membrane protein

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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KITLG HIVEP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PDZRN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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