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Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1193
Discordant mates = 17
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 209
Discordant mates = 4



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58673711

breakpoint2
chr20:58693737

0

11086

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

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 = 2
Discordant mates = 0
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 183
Discordant mates = 3



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P5
ENST00000398065.3

CCDC146
ENST00000285871.5

breakpoint1
chr7:74897835

breakpoint2
chr7:77236947

0

1383

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 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

PMS2P5
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 = 6
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 103
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SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 1
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 6



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85358847

0

2106

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

1 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 6
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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 = 67
Discordant mates = 3
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Discordant mates = 1
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
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reading frame unclear

LIM domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
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WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUPPORTING READ COUNT
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