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RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

LIM domain

RNA polymerase I−associated factor PAF67

SUPPORTING READ COUNT

Split reads = 253
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

LIM domain

RNA polymerase I−associated factor PAF67

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein adenylyltransferase SelO

Gamma tubulin complex component C−terminal

SUPPORTING READ COUNT

Split reads = 196
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 2
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No coding regions retained in fusion transcript.

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 = 1
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−catenin−interacting protein ICAT

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 2
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MECP2 PDK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 1
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Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

SUPPORTING READ COUNT

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

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

Mitochondrial branched−chain alpha−ketoacid dehydrogenase kinase

SUPPORTING READ COUNT

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

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT

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

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

Histidine phosphatase superfamily (branch 1)

6−phosphofructo−2−kinase

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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reading frame unclear

PHD−finger

Histidine phosphatase superfamily (branch 1)

6−phosphofructo−2−kinase

SUPPORTING READ COUNT

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

PHD−finger

Histidine phosphatase superfamily (branch 1)

SUPPORTING READ COUNT

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

Protein kinase domain

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2
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EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 6
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reading frame unclear

Diaphanous GTPase−binding Domain

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 2
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Diaphanous GTPase−binding Domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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reading frame unclear

Diaphanous GTPase−binding Domain

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

Leucine−rich repeat

PAP2 superfamily C−terminal

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Split reads = 35
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reading frame unclear

Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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reading frame unclear

Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger receptor cysteine−rich domain

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 4
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reading frame unclear

Scavenger receptor cysteine−rich domain

PH domain
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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GSK3A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lipase (class 3)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SLC16A5 KCTD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

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

Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RFC3 ATP8A2

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase III, delta subunit

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

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

Thioredoxin

SUPPORTING READ COUNT

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q22.11

chromosome 21

q22.3

SLC5A3
ENST00000381151.5

SLC37A1
ENST00000398341.7

breakpoint1
chr21:34073745

breakpoint2
chr21:42534698

0

2379

C
ov

er
ag

e

1 2 1 2 3 4 5 6 7 8 9 1011 12 13 14 15 1617 18 19 20 21

1 5 6 7 8 9 1011 12 13 14 15 1617 18 19 20 21

4 kbp
introns not to scale

SLC5A3

SLC37A1

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

SLC37A1

RETAINED PROTEIN DOMAINS
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SUPPORTING READ COUNT

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

BNR repeat−like domain

Plasma−membrane choline transporter

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TDRD3 DMTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ mediated genome instability protein

UBA/TS−N domain

Tudor domain

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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CHKA PPM1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/ethanolamine kinase

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

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

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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ARHGAP6

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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ARHGAP6

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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CSNK1G2 SCAMP4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SCAMP family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ERP44

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ERP44

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TBC1D22A ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TBC1D22A ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MFSD3 ADCK5

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

ABC1 atypical kinase−like domain

SUPPORTING READ COUNT

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

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SLC38A10

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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WDR88

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ZNF776 WDR88

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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HINT3 NCOA7

RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger mRNA decapping enzyme C−term binding

TLD

SUPPORTING READ COUNT

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

Cyclin−dependent kinase 2−associated protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SCNN1A LTBR

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

TNFR/NGFR cysteine−rich region

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 = 4
Discordant mates = 1
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C16orf87 MYLK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family UPF0547

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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HDAC7 VDR

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PIK3CB CEP70

RETAINED PROTEIN DOMAINS
reading frame unclear

PI3−kinase family, p85−binding domain

PI3−kinase family, ras−binding domain

Phosphoinositide 3−kinase C2

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

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

q21.2

chromosome 17

q21.1

WIPF2
ENST00000323571.9

RAPGEFL1
ENST00000620260.6

breakpoint1
chr17:40219492

breakpoint2
chr17:40193363

0

5004

C
ov

er
ag

e

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

114 15

3 kbp
introns not to scale

R
A

P
G

E
F

L1
W

IP
F2

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 = 0
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CALU CCDC136

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

EF hand

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PSPC1 ZMYM5

RETAINED PROTEIN DOMAINS
reading frame unclear

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

NOPS (NUC059) domain

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PSPC1 ZMYM5

RETAINED PROTEIN DOMAINS
reading frame unclear

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

NOPS (NUC059) domain

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PSPC1 ZMYM5

RETAINED PROTEIN DOMAINS
reading frame unclear

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

MYM−type Zinc finger with FCS sequence motif
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Putative transmembrane protein 170
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SH2 domain

7 transmembrane receptor (rhodopsin family)
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Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase N−terminal domain 
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Divergent CRAL/TRIO domain

Membrane−associating domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain
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Split reads = 1
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

RPS6KB1
ENST00000225577.9

VMP1
ENST00000262291.9

breakpoint1
chr17:59912804

breakpoint2
chr17:59838295

0

7167

C
ov

er
ag

e

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

1 2 311 12

3 kbp
introns not to scale

V
M

P
1

R
P

S
6K

B
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

RPS6KB1 VMP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain
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Plasma−membrane choline transporter
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SNARE associated Golgi protein
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