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Protein kinase domain
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Split reads = 1169
Discordant mates = 15
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Discordant mates = 8



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73100706

breakpoint2
chr7:77167658

0

2733

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 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

PMS2P6
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 = 29
Discordant mates = 9



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73097567

breakpoint2
chr7:77236947

0

2733

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

PMS2P6
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
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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 = 149
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 101
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 = 73
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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Split reads = 27
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SUPPORTING READ COUNT

Split reads = 7
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SUPPORTING READ COUNT

Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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SUPPORTING READ COUNT
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DnaJ domain

SUPPORTING READ COUNT

Split reads = 18
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 17
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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