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reading frame unclear

GAF domain

3'5'−cyclic nucleotide phosphodiesterase

STAT1 TAZ2 binding domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 228
Discordant mates = 1
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GAF domain

3'5'−cyclic nucleotide phosphodiesterase

STAT1 TAZ2 binding domain
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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reading frame unclear

Extracellular link domain

SUPPORTING READ COUNT

Split reads = 206
Discordant mates = 6



chromosome 11

p13

chromosome 11

p13

CD44
ENST00000415148.6

SLC1A2−AS1
ENST00000532760.1

breakpoint1
chr11:35221732

breakpoint2
chr11:35285337

0

30588

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

CD44

SLC1A2−AS1

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

CD44

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1



chromosome 11

p13

chromosome 11

p13

CD44
ENST00000415148.6

SLC1A2−AS1
ENST00000532760.1

breakpoint1
chr11:35190065

breakpoint2
chr11:35285337

0

30588

C
ov

er
ag

e

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

1 2 3 4 5 2

1 kbp
introns not to scale

CD44

SLC1A2−AS1

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

CD44

RETAINED PROTEIN DOMAINS
reading frame unclear

Extracellular link domain

SUPPORTING READ COUNT

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

P53 transactivation motif

Transactivation domain 2

P53 DNA−binding domain

P53 tetramerisation motif

SUPPORTING READ COUNT

Split reads = 192
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 2

p22.3

chromosome 2

p22.3

BIRC6
ENST00000421745.6

TTC27
ENST00000317907.9

breakpoint1
chr2:32518946

breakpoint2
chr2:32733828

0

3970

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112131415161718192021222324252627282930313233343536373839404142434445 46 4748495051525354 55 565758596061626364656667686970717273 74 1 2 3 4 5 6 7 8 91011121314151617181920

1 2 3 4 5 6 7 8 9 10 1112131415161718192021222324252627282930313233343536373839404142434445 46 4748495051525354 55 565711121314151617181920

7 kbp
introns not to scale

BIRC6TTC27

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

BIRC6 TTC27

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Baculoviral IAP repeat−containing protein 6  

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 142
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Baculoviral IAP repeat−containing protein 6  

Tetratricopeptide repeat

SUPPORTING READ COUNT

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

Inhibitor of Apoptosis domain

Baculoviral IAP repeat−containing protein 6  

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 8
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Sen15 protein

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

CD47 transmembrane region

CD47 immunoglobulin−like domain

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CD47 transmembrane region

CD47 immunoglobulin−like domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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CYP20A1 PDE11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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reading frame unclear

Cytochrome P450

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Cytochrome P450

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NBEAL1 SPAG16

RETAINED PROTEIN DOMAINS
reading frame unclear

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Domain of unknown function (DUF4800)

PH domain associated with Beige/BEACH

Beige/BEACH domain

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 1
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reading frame unclear

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Domain of unknown function (DUF4800)

PH domain associated with Beige/BEACH

Beige/BEACH domain

SUPPORTING READ COUNT

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

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Domain of unknown function (DUF4800)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RPH3AL RASA3

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE−type zinc finger

BTK motif

PH domain

GTPase−activator protein for Ras−like GTPase

C2 domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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TBC1D1 FAM114A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

Domain of unknown function (DUF3350)

Protein of unknown function (DUF719)

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

Domain of unknown function (DUF3350)

Protein of unknown function (DUF719)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 4

p14

chromosome 4

p14

TBC1D1
ENST00000261439.9

FAM114A1
ENST00000358869.5

breakpoint1
chr4:38090117

breakpoint2
chr4:38905522

0

17902

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 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 12 135 6 7 8 9 10 11 12 13 14 15

3 kbp
introns not to scale

T
B

C
1D

1

FA
M

114A
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

TBC1D1 FAM114A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

Domain of unknown function (DUF3350)

Protein of unknown function (DUF719)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BMP2K SCD5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fatty acid desaturase

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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BMP2K SCD5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fatty acid desaturase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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EDEM3

RETAINED PROTEIN DOMAINS
reading frame unclear

PA domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PA domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 1

q25.1

chromosome 1

q25.3

AL139142.1
ENST00000431459.1

EDEM3
ENST00000466392.1

breakpoint1
chr1:173603231

breakpoint2
chr1:184708210

0

4494

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 2 5432

500 bp
introns not to scale

AL139142.1EDEM3

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MBD5

RETAINED PROTEIN DOMAINS
reading frame unclear

PWWP domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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MBD5

RETAINED PROTEIN DOMAINS
reading frame unclear

PWWP domain

SUPPORTING READ COUNT

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

PWWP domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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reading frame unclear

PWWP domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Interferon−inducible GTPase (IIGP)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
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MBD5 AMZ2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M54

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Peptidase family M54

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0


