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RETAINED PROTEIN DOMAINS
reading frame unclear

WIF domain

Transglutaminase−like superfamily

SUPPORTING READ COUNT

Split reads = 264
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue factor

SUPPORTING READ COUNT

Split reads = 184
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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SUPPORTING READ COUNT

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

Filamin/ABP280 repeat

SUPPORTING READ COUNT

Split reads = 183
Discordant mates = 0
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Filamin/ABP280 repeat

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Cadherin domain

SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 0
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Cadherin domain

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Leptin

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 0
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 18

Ankyrin repeat

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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IRSp53/MIM homology domain

UBX domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Calcium−dependent channel, 7TM region, putative phosphate

Cytosolic domain of 10TM putative phosphate transporter

Late exocytosis, associated with Golgi transport 

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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HOOK domain

HOOK protein coiled−coil region

BAG domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 2
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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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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

BAR domain of APPL family

PH domain

Putative GTPase activating protein for Arf

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger of C2H2 type

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

SNARE domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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reading frame unclear

Zinc−finger of C2H2 type

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

SNARE domain

SUPPORTING READ COUNT

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

RNA polymerase I specific transcription initiation factor RRN3

Domain of unknown function (DUF4457)

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2
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RNA polymerase I specific transcription initiation factor RRN3

Domain of unknown function (DUF4457)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 44
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IRSp53/MIM homology domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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REEP5 GRID1

RETAINED PROTEIN DOMAINS
reading frame unclear

TB2/DP1, HVA22 family

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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REEP5 GRID1

RETAINED PROTEIN DOMAINS
reading frame unclear

TB2/DP1, HVA22 family

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 11

q13.2

chromosome 7

q22.1

KDM2A
ENST00000308783.9

CASTOR3
ENST00000328453.9

breakpoint1
chr11:67121358

breakpoint2
chr7:100233674

0

4476

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 8 7 6 5 4 3 2 1

1 8765432

3 kbp
introns not to scale

CASTOR3

KDM2A

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 coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 3
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3



chromosome 12

p13.33

chromosome 3

q13.33

WNK1
ENST00000530271.6

GSK3B
ENST00000678439.1

breakpoint1
chr12:754324

breakpoint2
chr3:119916174

0

18741

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13 141516171819 20 21222324 25 26 27282930 31 12 1110 9 8 7 6 5 4 3 2 1

1 12111098765

5 kbp
introns not to scale

W
NK1

G
S

K
3B

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

WNK1 GSK3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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CCL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Small cytokines (intecrine/chemokine), interleukin−8 like

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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CCL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Small cytokines (intecrine/chemokine), interleukin−8 like

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SNAPC3 FREM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

Calx−beta domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SNAPC3 FREM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RPS6KA5 PRKN

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

IBR domain, a half RING−finger domain

RING/Ubox like zinc−binding domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RPS6KA5 PRKN

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

IBR domain, a half RING−finger domain

RING/Ubox like zinc−binding 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 = 21
Discordant mates = 0
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NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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UGGT2 CACNA1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin−like domain

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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CWC22 LRMDA

RETAINED PROTEIN DOMAINS
reading frame unclear

MA3 domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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DLG5

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate kinase

PDZ domain

Unstructured region between two PDZ domains on Dlg5

PDZ domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ENAH PARP1

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain

Poly(ADP−ribose) polymerase catalytic domain

Poly(ADP−ribose) polymerase, regulatory domain

WGR domain

BRCA1 C Terminus (BRCT) domain

PADR1 (NUC008) domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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ENAH PARP1

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain

Poly(ADP−ribose) polymerase catalytic domain

Poly(ADP−ribose) polymerase, regulatory domain

WGR domain

BRCA1 C Terminus (BRCT) domain

PADR1 (NUC008) domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ME1 PRKDC

RETAINED PROTEIN DOMAINS
reading frame unclear

Malic enzyme, N−terminal domain

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

DNA−dependent protein kinase catalytic subunit, CC3

SUPPORTING READ COUNT

Split reads = 13
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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SPOCK1 EIF3H

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 10
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.
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EIF3H

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MAP3K3

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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MAP3K3

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PEX7

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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ATG2B ANKRD6

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Ankyrin repeats (3 copies)

Ankyrin repeat

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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ATG2B ANKRD6

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Ankyrin repeats (3 copies)

Ankyrin repeat

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATG2B ANKRD6

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Ankyrin repeats (3 copies)

Ankyrin repeat

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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AGAP3 HOXD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

Protein of unknown function (DUF3528)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RNF31 DHRS4

RETAINED PROTEIN DOMAINS
reading frame unclear

PNGase/UBA− or UBX−containing domain

PUB domain

HOIP UBA domain pair

IBR domain, a half RING−finger domain

E3 Ubiquitin Ligase RBR C−terminal domain

Enoyl−(Acyl carrier protein) reductase

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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CSNK1A1 ARHGEF37

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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KMT2E LHFPL3

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

SET domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RAD51B MAP7

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

MAP7 (E−MAP−115) family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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XYLB ARNT

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

PAS domain

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SEPTIN14 SSU72

RETAINED PROTEIN DOMAINS
reading frame unclear

Septin

Ssu72−like protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SCUBE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

CUB domain

Tyrosine−protein kinase ephrin type A/B receptor−like 

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Complement Clr−like EGF−like

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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WWC3 SHROOM2

RETAINED PROTEIN DOMAINS
reading frame unclear

Apx/Shroom domain ASD2

Apx/Shroom domain ASD1

PDZ domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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MAP7 MAP3K5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

ASK kinase PH domain

MAP3K TRAFs−binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PDSS2 CD24

RETAINED PROTEIN DOMAINS
reading frame unclear

CD24 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PDSS2 CD24

RETAINED PROTEIN DOMAINS
reading frame unclear

CD24 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RAD51B FGFR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

Protein kinase domain

NA

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RRBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome receptor lysine/proline rich region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RRBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome receptor lysine/proline rich region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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ARFGEF2 CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Guanine nucleotide exchange factor in Golgi transport N−terminal

Sec7 domain

Domain of unknown function (DUF1981)

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ASCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

AKAP7 2'5' RNA ligase−like domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Fes/CIP4, and EFC/F−BAR homology domain

Variant SH3 domain

BAR domain
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WD domain, G−beta repeat
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reading frame unclear

Mitochondrial pyruvate carriers
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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Prolyl oligopeptidase, N−terminal beta−propeller domain

Prolyl oligopeptidase family
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Plexin repeat

Sema domain
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HECT−domain (ubiquitin−transferase)
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HOOK protein coiled−coil region
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Split reads = 3
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No protein domains retained in fusion.
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Protein kinase domain

Zinc finger, C2H2 type
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7 transmembrane sweet−taste receptor of 3 GCPR

Nine Cysteines Domain of family 3 GPCR

Receptor family ligand binding region
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Discordant mates = 0



chromosome 17

q25.3

chromosome 3

q21.1

SEPTIN9
ENST00000427177.6

CASR
ENST00000490131.7

breakpoint1
chr17:77307197

breakpoint2
chr3:122253948

0

11656

C
ov

er
ag

e

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

1 2 1 2 3 4 5

2 kbp
introns not to scale

C
A

S
R

S
E

P
TI

N
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

SEPTIN9 CASR

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR
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Receptor family ligand binding region
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reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ion transport protein

Sodium ion transport−associated

Ion transport protein

Cytoplasmic domain of voltage−gated Na+ ion channel

Ion transport protein

SUPPORTING READ COUNT

Split reads = 3
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Ion transport protein

Sodium ion transport−associated
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Ion transport protein
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

UQCC1
ENST00000374385.10

MMP24
ENST00000246186.8

breakpoint1
chr20:35381918

breakpoint2
chr20:35246840

0

1898

C
ov

er
ag

e

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

4321 2 3 4 5 6 7 8 9

2 kbp
introns not to scale

M
M

P24

UQCC1

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

UQCC1 MMP24

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquinol−cytochrome C chaperone 

Domain of unknown function (DUF3377)
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No protein domains retained in fusion.
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ATG5 SEC61A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein Apg5 

SecY

SUPPORTING READ COUNT

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

N−terminal region of glycosyl transferase group 7

Paired−box protein 2 C terminal

'Paired box' domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DCHS2 EEFSEC

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DMWD RSPH6A

RETAINED PROTEIN DOMAINS
reading frame unclear

Radial spokehead−like protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DMWD RSPH6A

RETAINED PROTEIN DOMAINS
reading frame unclear

Radial spokehead−like protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GCNT2 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

Core−2/I−Branching enzyme

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

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

CID domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SEC23IP FBXO33

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

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

Myosin tail

Myosin head (motor domain)

Myosin N−terminal SH3−like domain

SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1977)

DnaJ domain
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Split reads = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
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No protein domains retained in fusion.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 14

q13.3

chromosome 14

q21.1

MIPOL1
ENST00000537471.5

TTC6
ENST00000553443.5

breakpoint1
chr14:37270525

breakpoint2
chr14:37748939

0

2853

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 1819 20 21 22 23 24 25 26 27 28 29 30 31

1 2 3 4 5 6 11 12 13 14 15 16 17 1819 20 21 22 23 24 25 26 27 28 29 30 31

4 kbp
introns not to scale

M
IP

O
L1

T
T

C
6

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

MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT
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