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No protein domains retained in fusion.
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0



chromosome 8

p23.3

chromosome 7

p11.2

FBXO25
ENST00000350302.8

SEPTIN14
ENST00000388975.4

breakpoint1
chr8:435707

breakpoint2
chr7:55796092

0

668

C
ov

er
ag

e

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

1 2 3 4 5 10

4 kbp
introns not to scale

SEPTIN14
FBXO25

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 = 23
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P7
ENST00000506558.2

CCDC146
ENST00000285871.5

breakpoint1
chr7:73013277

breakpoint2
chr7:77167658

0

1369

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

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

2 kbp
introns not to scale

PMS2P7
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.
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No coding regions retained in fusion transcript.
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Split reads = 9
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Dual specificity phosphatase, catalytic domain
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No coding regions retained in fusion transcript.
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No coding regions retained in fusion transcript.
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No coding regions retained in fusion transcript.
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reading frame unclear

Mediator complex subunit 13 C−terminal domain

MID domain of medPIWI

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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KAT2B BABAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

PCAF (P300/CBP−associated factor) N−terminal domain

Acetyltransferase (GNAT) family

Brain and reproductive organ−expressed protein (BRE)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RAB6A ADAR

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Adenosine−deaminase (editase) domain

Double−stranded RNA binding motif

Adenosine deaminase z−alpha domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TAMM41 ATP2B2

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

Plasma membrane calcium transporter ATPase C terminal

Cation transporting ATPase, C−terminus

haloacid dehalogenase−like hydrolase

Cation transport ATPase (P−type)

E1−E2 ATPase

Cation transporter/ATPase, N−terminus

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


