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RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

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

CCDC85 family

Rubisco LSMT substrate−binding

SET domain

SUPPORTING READ COUNT

Split reads = 265
Discordant mates = 4
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reading frame unclear

CCDC85 family

Rubisco LSMT substrate−binding

SET domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 233
Discordant mates = 3
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reading frame unclear

Galactose oxidase, central domain

Galactose oxidase, central domain

Galactose oxidase, central domain

PH domain

SUPPORTING READ COUNT

Split reads = 203
Discordant mates = 14
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

Copine

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 1



chromosome 20

q13.13

chromosome 20

q11.22

PREX1
ENST00000371941.4

CPNE1
ENST00000352393.8

breakpoint1
chr20:48747809

breakpoint2
chr20:35626803

0

5989

C
ov

er
ag

e

40 39 38 37 36 35 34 33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15141312 11 10 9 8 7 6 5 4 3 2 1 18 17 16 1514 13 1211 10 9 8 7 6 5 4 3 2 1

21 1817

4 kbp
introns not to scale

CPNE1

PREX1

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

PREX1 CPNE1

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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reading frame unclear

RhoGEF domain

Copine

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RhoGEF domain

C2 domain

SUPPORTING READ COUNT

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

WW domain

C2 domain

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 8
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SUPPORTING READ COUNT

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

Lectin C−type domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 2
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reading frame unclear

Lectin C−type domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Thioesterase−like superfamily

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1



chromosome 20

q11.23

chromosome 20

q11.23

VSTM2L
ENST00000373461.9

CTNNBL1
ENST00000361383.11

breakpoint1
chr20:37903471

breakpoint2
chr20:37859899

0

5213

C
ov

er
ag

e

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

1 14 15 16

1 kbp
introns not to scale

CTNNBL1

VSTM2L

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 = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Raptor N−terminal CASPase like domain

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Importin−beta N−terminal domain

Cse1

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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WH2 motif

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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SUPPORTING READ COUNT

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

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

SAM domain (Sterile alpha motif)

Ribosomal protein L13

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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reading frame unclear

SAM domain (Sterile alpha motif)
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SAM domain (Sterile alpha motif)
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SAM domain (Sterile alpha motif)
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SAM domain (Sterile alpha motif)

Ribosomal protein L13

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Ribosomal protein L13

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

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

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

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

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

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

RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Gasdermin pore forming domain
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

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

Importin beta binding domain

Armadillo/beta−catenin−like repeat

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

cAMP−dependent protein kinase inhibitor

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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cAMP−dependent protein kinase inhibitor

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

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

Phosphoinositide 3−kinase C2

PI3−kinase family, ras−binding domain

PI3−kinase family, p85−binding domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 10
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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IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RANBP10 PSKH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RANBP10 PSKH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 8

q13.3

chromosome 8

q21.3

TRAM1
ENST00000262213.7

AC004083.1
ENST00000665012.1

breakpoint1
chr8:70583164

breakpoint2
chr8:90201050

0

27986

C
ov

er
ag

e

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

10987654321 9

2 kbp
introns not to scale

TRAM1AC004083.1 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

TRAM1

RETAINED PROTEIN DOMAINS
reading frame unclear

TRAM1−like protein

TLC domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 15

q21.2

chromosome 15

q21.2

MIR4713HG
ENST00000559909.1

GLDN
ENST00000335449.11

breakpoint1
chr15:51278050

breakpoint2
chr15:51383436

0

316

C
ov

er
ag

e

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

1 23 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
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RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 7
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside transporter

Cadherin domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20

p13

chromosome 20

q13.13

CSNK2A1
ENST00000645623.1

PREX1
ENST00000371941.4

breakpoint1
chr20:527933

breakpoint2
chr20:48632639

0

7323

C
ov

er
ag

e

15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 40 39 38 37 36 35 34 33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 1413 12 11 10 9 8 7 6 5 4 3 2 1

21 40393837363534

4 kbp
introns not to scale

CSNK2A
1

PREX1

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

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

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

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Rab−GTPase−TBC domain

Cation efflux family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Thioesterase superfamily

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 4
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reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain
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reading frame unclear

Fibroblast growth factor
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

JAB1/Mov34/MPN/PAD−1 ubiquitin protease
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Split reads = 4
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USP36 EIF3H
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reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

JAB1/Mov34/MPN/PAD−1 ubiquitin protease
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reading frame unclear

uDENN domain

Signaling lymphocytic activation molecule (SLAM) protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 5

p15.1

chromosome 5

p15.2

FBXL7
ENST00000504595.2

TRIO
ENST00000344204.9

breakpoint1
chr5:15616072

breakpoint2
chr5:14405848

0

5786

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7 8 9 10111213141516171819202122232425262728293031323334 35 363738394041424344454647 48 49 50515253545556 57

1 2323334 35 363738394041424344454647 48 49 50515253545556 57

6 kbp
introns not to scale

T
R

IO

F
B

X
L7

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

FBXL7 TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain
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Split reads = 3
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Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

CRAL/TRIO domain
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Protein kinase domain

Immunoglobulin I−set domain

PH domain
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SH3−RhoGEF linking unstructured region
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SPRY domain

SPRY−associated domain

Fibronectin type III domain

TRIM C−terminal subgroup One Signature domain

B−box zinc finger

RING−type zinc−finger
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SPRY domain

SPRY−associated domain

Fibronectin type III domain

TRIM C−terminal subgroup One Signature domain

B−box zinc finger

RING−type zinc−finger
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B−box zinc finger

RING−type zinc−finger
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Armadillo/beta−catenin−like repeat
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RETAINED PROTEIN DOMAINS
reading frame unclear

NADH ubiquinone oxidoreductase subunit NDUFA12

Predicted transmembrane and coiled−coil 2 protein
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RETAINED PROTEIN DOMAINS
reading frame unclear

NADH ubiquinone oxidoreductase subunit NDUFA12

Predicted transmembrane and coiled−coil 2 protein
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Fes/CIP4, and EFC/F−BAR homology domain

Fibronectin type III domain

Laminin G domain
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WH2 motif

IRSp53/MIM homology domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
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reading frame unclear

MH2 domain

MH1 domain
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TLK2 ATAD5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

ATPase family associated with various cellular activities (AAA)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

ATPase family associated with various cellular activities (AAA)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

ATPase family associated with various cellular activities (AAA)
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