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RETAINED PROTEIN DOMAINS
reading frame unclear

Death domain

UPA domain

ZU5 domain

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeat

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 3
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 = 156
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 0



chromosome 8

p23.3

chromosome 8

p23.3

FBXO25
ENST00000382824.5

DLGAP2
ENST00000421627.7

breakpoint1
chr8:451453

breakpoint2
chr8:1258851

0

4560

C
ov

er
ag

e

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

1 2 3 4 5 6 73 4 5 6 7 8 9 10 11 12 13 14 15

4 kbp
introns not to scale

FBXO25DLGAP2

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

FBXO25 DLGAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73041421

breakpoint2
chr7:77236947

0

2561

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 15
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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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Family of unknown function (DUF5585)

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Carnitine O−palmitoyltransferase N−terminus

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
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 = 1
Discordant mates = 0
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PLPBP NSD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine racemase, N−terminal domain

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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Alanine racemase, N−terminal domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Alanine racemase, N−terminal domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CYP7B1 ADAM32

RETAINED PROTEIN DOMAINS
reading frame unclear

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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