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SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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PHD−finger

Histidine phosphatase superfamily (branch 1)
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SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 42
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SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 24
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reading frame unclear

Scavenger receptor cysteine−rich domain

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 26
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reading frame unclear

Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Lipase (class 3)

SUPPORTING READ COUNT

Split reads = 22
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Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Ribosome biogenesis protein SLX9

SUPPORTING READ COUNT

Split reads = 2
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chromosome 5

q14.1

chromosome 1

q25.2

SSBP2
ENST00000509743.6

TDRD5
ENST00000444136.6

breakpoint1
chr5:81616349

breakpoint2
chr1:179618599

0

1150

C
ov

er
ag

e

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

1 5 6 7 8 9 10 11 12 13 14 15 16 17 18

2 kbp
introns not to scale

S
S

B
P

2

TDRD5

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

TDRD5

RETAINED PROTEIN DOMAINS
reading frame unclear

Tudor domain

OST−HTH/LOTUS domain

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 21

q22.11

chromosome 21

q22.3

MRPS6
ENST00000399312.3

SLC37A1
ENST00000398341.7

breakpoint1
chr21:34125480

breakpoint2
chr21:42534698

0

2453

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

MRPS6

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

MRPS6 SLC37A1

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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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 14
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Protein kinase domain

SCAMP family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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Choline/ethanolamine kinase

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Split reads = 12
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Rab−GTPase−TBC domain
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Split reads = 12
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain
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Split reads = 5
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No protein domains retained in fusion.
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Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain
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Split reads = 9
Discordant mates = 0
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RhoGAP domain
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Split reads = 8
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RhoGAP domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Thioredoxin

Thioredoxin−like domain

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

BNR repeat−like domain

Plasma−membrane choline transporter

SUPPORTING READ COUNT

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

Putative transmembrane protein 170

Transmembrane protein 231

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 16

q23.1

chromosome 16

q23.1

TMEM170A
ENST00000568559.1

TMEM231
ENST00000568377.5

breakpoint1
chr16:75451738

breakpoint2
chr16:75545954

0

7180

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 65432

2 kbp
introns not to scale

T
M

E
M

17
0A

T
M

E
M

23
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

TMEM170A TMEM231

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative transmembrane protein 170

Transmembrane protein 231

SUPPORTING READ COUNT

Split reads = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger mRNA decapping enzyme C−term binding

TLD

SUPPORTING READ COUNT

Split reads = 8
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 = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

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

RecQ mediated genome instability protein

UBA/TS−N domain

Tudor domain

Myb−like DNA−binding domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase N−terminal domain 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase
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Split reads = 1
Discordant mates = 0



chromosome 6

q16.2

chromosome 6

q16.2

USP45
ENST00000500704.7

FAXC
ENST00000389677.6

breakpoint1
chr6:99464604

breakpoint2
chr6:99333547

0

589

C
ov

er
ag

e

18 17 1615 14 13121110 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

13121110987654321 6543

4 kbp
introns not to scale

FA
XCUSP45

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

USP45 FAXC

RETAINED PROTEIN DOMAINS
reading frame unclear

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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Discordant mates = 0



chromosome 13

q13.2

chromosome 13

q12.13

RFC3
ENST00000434425.5

ATP8A2
ENST00000381655.7

breakpoint1
chr13:33835217

breakpoint2
chr13:25828118

0

1670

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2 3 4 5 6 7 8 9 10 11 12 13 141516 17 18192021 22 23 24 25 26 27 28 29 303132 33 34 35 36 37

1 2 3 4 5 6 7 828 29 303132 33 34 35 36 37

4 kbp
introns not to scale

ATP8A2
R

FC
3

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

RFC3 ATP8A2

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase III, delta subunit

Phospholipid−translocating P−type ATPase C−terminal
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Split reads = 6
Discordant mates = 1



chromosome 18

q12.2

chromosome 18

q12.2

KIAA1328
ENST00000280020.10

AC015961.2
ENST00000589281.2

breakpoint1
chr18:37160381

breakpoint2
chr18:37246890

0

184

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 2

2 kbp
introns not to scale

K
IA

A
13

28
AC

01
59

61
.2

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

KIAA1328

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein KIAA1328
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RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein

SUPPORTING READ COUNT

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

SNARE associated Golgi protein
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Split reads = 2
Discordant mates = 0



chromosome 17

q23.1

chromosome 17

q23.1

VMP1
ENST00000262291.9

TUBD1
ENST00000592426.5

breakpoint1
chr17:59838397

breakpoint2
chr17:59874703

0

7458

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 8765

2 kbp
introns not to scale

V
M

P
1

TU
B

D
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

VMP1 TUBD1

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein
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No protein domains retained in fusion.
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Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 2
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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 = 5
Discordant mates = 1
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TNS4 CCR7

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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WDR88

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 5
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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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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AC013477.1 TMEM131L

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

Filamin/ABP280 repeat

NHL repeat

Mnd1 HTH domain

Leucine zipper with capping helix domain

Transmembrane protein 131−like N−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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AC013477.1 TMEM131L

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

Filamin/ABP280 repeat

NHL repeat

Mnd1 HTH domain

Leucine zipper with capping helix domain

Transmembrane protein 131−like N−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CSNK1G2 ADAT3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Cytidine and deoxycytidylate deaminase zinc−binding region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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MND1 TMEM131L

RETAINED PROTEIN DOMAINS
reading frame unclear

Mnd1 HTH domain

Leucine zipper with capping helix domain

Transmembrane protein 131−like N−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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MND1 TMEM131L

RETAINED PROTEIN DOMAINS
reading frame unclear

Mnd1 HTH domain

Leucine zipper with capping helix domain

Transmembrane protein 131−like N−terminal

SUPPORTING READ COUNT

Split reads = 2
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

SUPPORTING READ COUNT

Split reads = 4
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 = 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 = 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)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLC38A10

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC38A10

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC39A1 RAB13

RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

Ras family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC39A1 RAB13

RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

Ras family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMEM216 TKFC

RETAINED PROTEIN DOMAINS
reading frame unclear

Predicted membrane protein

DAK2 domain

Dak1 domain

SUPPORTING READ COUNT

Split reads = 4
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 = 3
Discordant mates = 0
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TTC33 PRKAA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate sensor of SNF1−like protein kinase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TDRD5

RETAINED PROTEIN DOMAINS
reading frame unclear

Tudor domain

OST−HTH/LOTUS domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

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