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CRM1 C terminal

Uncharacterised protein family UPF0564

SUPPORTING READ COUNT

Split reads = 1407
Discordant mates = 11
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Split reads = 9
Discordant mates = 14
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Split reads = 795
Discordant mates = 10



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66617057

breakpoint2
chr11:66646027

0

26079

C
ov

er
ag

e

1 2 3 1 2 3 4

1 4

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT
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Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 520
Discordant mates = 42
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SUPPORTING READ COUNT

Split reads = 493
Discordant mates = 17
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Cytochrome P450

WD domain, G−beta repeat

Beige/BEACH domain

PH domain associated with Beige/BEACH

Domain of unknown function (DUF4800)

Neurobeachin/BDCP, DUF4704 alpha solenoid region

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Cytochrome P450
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Domain of unknown function (DUF4800)
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 7
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Domain of unknown function (DUF4800)
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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WD domain, G−beta repeat
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Domain of unknown function (DUF4800)

Neurobeachin/BDCP, DUF4704 alpha solenoid region

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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reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 409
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

NPL4 family

NPL4 family, putative zinc binding region

Nuclear pore localisation protein NPL4

SUPPORTING READ COUNT

Split reads = 377
Discordant mates = 0
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reading frame unclear
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NPL4 family, putative zinc binding region

Nuclear pore localisation protein NPL4

SUPPORTING READ COUNT

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

NPL4 family

NPL4 family, putative zinc binding region

Nuclear pore localisation protein NPL4

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 351
Discordant mates = 8
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 338
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 0



chromosome 1

p36.11

chromosome 1

p36.11

RCAN3
ENST00000436717.6

GRHL3
ENST00000361548.9

breakpoint1
chr1:24503117

breakpoint2
chr1:24350058

0

64456

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 15 16

2 kbp
introns not to scale

GRHL3
RCAN31

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 = 57
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 329
Discordant mates = 4
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PIN domain

Est1 DNA/RNA binding domain

SUPPORTING READ COUNT

Split reads = 297
Discordant mates = 12
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Split reads = 1
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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 = 259
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 212
Discordant mates = 5
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Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 8
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 5
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Split reads = 121
Discordant mates = 8
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT
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Discordant mates = 3
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 2



chromosome 10

p13

chromosome 19

q13.12

CAMK1D
ENST00000619168.5

ZNF345
ENST00000420450.6

breakpoint1
chr10:12349910

breakpoint2
chr19:36876785

0

35740

C
ov

er
ag

e

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

1 3

3 kbp
introns not to scale

CAMK1D

ZN
F3

45

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

CAMK1D ZNF345

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Zinc finger, C2H2 type

Zinc−finger double domain

Zinc finger, C2H2 type

Zinc−finger double domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 19

q13.2

chromosome 19

q13.13

SPINT2
ENST00000301244.12

SIPA1L3
ENST00000222345.11

breakpoint1
chr19:38289191

breakpoint2
chr19:38182519

0

183211

C
ov

er
ag

e

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

1 2 3 416 17 18 19 20 21 22

3 kbp
introns not to scale

SI
PA

1L
3

SPIN
T2

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

SPINT2 SIPA1L3

RETAINED PROTEIN DOMAINS
reading frame unclear

Kunitz/Bovine pancreatic trypsin inhibitor domain

C−terminal domain of SPAR protein

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 6



chromosome 19

q13.2

chromosome 19

q13.13

SPINT2
ENST00000301244.12

SIPA1L3
ENST00000222345.11

breakpoint1
chr19:38264998

breakpoint2
chr19:38182519

0

183211

C
ov

er
ag

e

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

1 16 17 18 19 20 21 22

3 kbp
introns not to scale

SI
PA

1L
3

SPIN
T2

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

SPINT2 SIPA1L3

RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal domain of SPAR protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SPINT2 SIPA1L3

RETAINED PROTEIN DOMAINS
reading frame unclear

Kunitz/Bovine pancreatic trypsin inhibitor domain

C−terminal domain of SPAR protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SPINT2 SIPA1L3

RETAINED PROTEIN DOMAINS
reading frame unclear

Kunitz/Bovine pancreatic trypsin inhibitor domain

C−terminal domain of SPAR protein

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pyridoxamine 5'−phosphate oxidase

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 3
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PNPO KPNB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Pyridoxamine 5'−phosphate oxidase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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BCKDHA ANKRD27

RETAINED PROTEIN DOMAINS
reading frame unclear

Dehydrogenase E1 component

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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EML1 SLC20A2

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphate transporter family

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1
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NFRKB ZBTB44

RETAINED PROTEIN DOMAINS
reading frame unclear

NFRKB Winged Helix−like

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

NFRKB Winged Helix−like

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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NFRKB ZBTB44

RETAINED PROTEIN DOMAINS
reading frame unclear

NFRKB Winged Helix−like

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TBC1D19 RBPJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−trefoil DNA−binding domain

LAG1, DNA binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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ARG2 MPP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginase family

Guanylate kinase

Variant SH3 domain

PDZ domain

L27 domain

L27_N

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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MAPRE1 ASXL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

EB1−like C−terminal motif

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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MAPRE1 ASXL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

EB1−like C−terminal motif

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2



chromosome 20

q11.21

chromosome 20

q11.21

MAPRE1
ENST00000375571.6

ASXL1
ENST00000375687.10

breakpoint1
chr20:32839856

breakpoint2
chr20:32366384

0

13734

C
ov

er
ag

e

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

1 2 3 4 52 3 4 5 6 7 8 9 10 11 12 13

3 kbp
introns not to scale

ASXL1

MAPRE1

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

MAPRE1 ASXL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

PHD domain of transcriptional enhancer, Asx

Asx homology domain

HB1, ASXL, restriction endonuclease HTH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


