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SUPPORTING READ COUNT

Split reads = 71
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Phosphatidylinositol−glycan biosynthesis class S protein

SUPPORTING READ COUNT

Split reads = 229
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Anaphase−promoting complex sub unit 1 C−terminal domain 

SUPPORTING READ COUNT

Split reads = 206
Discordant mates = 9
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Collagen triple helix repeat (20 copies)

von Willebrand factor type A domain

SUPPORTING READ COUNT
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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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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Guanylate kinase

SH3 domain

PDZ domain

L27 domain

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

PLAC (protease and lacunin) domain

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 134
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PLAC (protease and lacunin) domain

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Cadherin−like
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Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Cadherin−like

Cadherin domain
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Cadherin−like
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Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

u−PAR/Ly−6 domain

Connexin 40 C−terminal domain

Connexin

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0
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reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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Thioredoxin

SUPPORTING READ COUNT

Split reads = 1
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Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 2
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylethanolamine−binding protein

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 1
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Phosphatidylethanolamine−binding protein

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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reading frame unclear

Phosphatidylethanolamine−binding protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Vta1 like

Vertebrate heat shock transcription factor

HSF−type DNA−binding

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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reading frame unclear

Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

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

Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

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

Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20

q13.12

chromosome 20

q11.23

ACOT8
ENST00000217455.9

RBL1
ENST00000373664.8

breakpoint1
chr20:45844263

breakpoint2
chr20:37022826

0

1995

C
ov

er
ag

e

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

4321 222120191817

2 kbp
introns not to scale

RBL1

ACOT8

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

ACOT8 RBL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioesterase−like superfamily

Retinoblastoma−associated protein B domain

SUPPORTING READ COUNT

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

N−terminal region of Chorein or VPS13

Diacylglycerol kinase catalytic domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 3
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reading frame unclear

N−terminal region of Chorein or VPS13

Diacylglycerol kinase catalytic domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

MIZ/SP−RING zinc finger

Zmiz1 N−terminal tetratricopeptide repeat domain

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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TBC1D9 RNF150

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

PA domain

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

PA domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Thymidylate synthase

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0



chromosome 8

q24.3

chromosome 18

p11.32

LRRC24
ENST00000529415.7

TYMS
ENST00000323274.15

breakpoint1
chr8:144524110

breakpoint2
chr18:667724

0

6334

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7

4321 4 5 6 7

1 kbp
introns not to scale

LRRC24

TY
M

S

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

LRRC24 TYMS

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Thymidylate synthase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Leucine rich repeat

Thymidylate synthase

SUPPORTING READ COUNT

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

BCCIP

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1
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reading frame unclear

BCCIP

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

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

jmjN domain

ARID/BRIGHT DNA binding domain

PHD−finger

JmjC domain, hydroxylase

C5HC2 zinc finger

PLU−1−like protein

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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ARID/BRIGHT DNA binding domain

PHD−finger

JmjC domain, hydroxylase

C5HC2 zinc finger

PLU−1−like protein

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Ankyrin repeat

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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Ankyrin repeats (3 copies)
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Ankyrin repeats (3 copies)

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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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SUPPORTING READ COUNT

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

Patatin−like phospholipase

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Restriction Enzyme Adenine Methylase Associated

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Restriction Enzyme Adenine Methylase Associated

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

Prokaryotic homologs of the JAB domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MSN NAV2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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TBC1D31 FRMD4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytohesin Ubiquitin Protein Inducing Domain

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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TBC1D31 FRMD4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytohesin Ubiquitin Protein Inducing Domain

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 2

q24.2

chromosome 2

q24.2

BAZ2B
ENST00000392783.7

RBMS1
ENST00000348849.8

breakpoint1
chr2:159446782

breakpoint2
chr2:160273499

0

9423

C
ov

er
ag

e

37 36 35 34 33 32 31 30 29 28 2726 25 24 23 22 21201918171615 14 131211 10 9 8 7 6 5 4 3 2 1 14 13121110 9 8 7 6 5 4 3 2 1

654321 14

4 kbp
introns not to scale

BAZ2B

RBM
S1

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 = 26
Discordant mates = 1
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IPO4 TGM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

HEAT repeat

Transglutaminase family, C−terminal ig like domain

Transglutaminase−like superfamily

Transglutaminase family

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

BTB And C−terminal Kelch

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Multivesicular body subunit 12

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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MVB12B

RETAINED PROTEIN DOMAINS
reading frame unclear

Multivesicular body subunit 12

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 9

q33.3

chromosome 3

q25.1

MVB12B
ENST00000361171.8

SERP1
ENST00000484608.2

breakpoint1
chr9:126392195

breakpoint2
chr3:150585492

0

1180

C
ov

er
ag

e

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

1 2 3 4 5 32

2 kbp
introns not to scale

MVB12B

S
E

R
P

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

MVB12B

RETAINED PROTEIN DOMAINS
reading frame unclear

Multivesicular body subunit 12

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MVB12B

RETAINED PROTEIN DOMAINS
reading frame unclear

Multivesicular body subunit 12

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SH3BP2 FAM53A

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SH2 domain

Family of FAM53

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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SH3BP2 FAM53A

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SH2 domain

Family of FAM53

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SH3BP2 FAM53A

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SH2 domain

Family of FAM53

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SH3BP2 FAM53A

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SH2 domain

Family of FAM53

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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B3GALNT2 THSD7B

RETAINED PROTEIN DOMAINS
reading frame unclear

Spondin−like TSP1 domain

Thrombospondin type 1 domain

Thrombospondin type 1 domain

Thrombospondin type 1 domain

Spondin−like TSP1 domain

Thrombospondin type 1 domain

Spondin−like TSP1 domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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YWHAQ IHO1

RETAINED PROTEIN DOMAINS
reading frame unclear

14−3−3 protein

Interactor of HORMAD1 protein 1

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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AKAP3

RETAINED PROTEIN DOMAINS
reading frame unclear

A−kinase anchor protein 110 kDa (AKAP 110)

RII binding domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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MARK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

UBA/TS−N domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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QKI PACRG

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

KH domain

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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QKI PACRG

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

KH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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VMP1 RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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TRAPPC9 SLC45A4

RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

MFS/sugar transport protein

SUPPORTING READ COUNT

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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

MFS/sugar transport protein

SUPPORTING READ COUNT

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

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CCDC7 POFUT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Spermatogenesis family BioT2

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

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

Spermatogenesis family BioT2

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

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

Spermatogenesis family BioT2

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

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

Spermatogenesis family BioT2

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Spermatogenesis family BioT2

GDP−fucose protein O−fucosyltransferase

SUPPORTING READ COUNT

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

lactate/malate dehydrogenase, NAD binding domain

lactate/malate dehydrogenase, alpha/beta C−terminal domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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KIAA0232 WFS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4603)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4603)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

Cadherin cytoplasmic C−terminal

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EIF4A2 RFC4

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Replication factor C C−terminal domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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EIF4A2 RFC4
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reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Replication factor C C−terminal domain

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


