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SUPPORTING READ COUNT

Split reads = 225
Discordant mates = 1



chromosome 6

p22.2

chromosome 5

q13.2

GUSBP2
ENST00000479900.5

NAIP
ENST00000523981.5

breakpoint1
chr6:26956389

breakpoint2
chr5:71003857

0

36383

C
ov

er
ag

e

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

1 151413121110987654

2 kbp
introns not to scale

N
A

IP

G
U

SB
P2

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

NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA11
ENST00000616325.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140871494

breakpoint2
chr5:140978949

0

4433

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
11

P
C

D
H

AC
2

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

PCDHA11 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like
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SUPPORTING READ COUNT

Split reads = 358
Discordant mates = 4
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Split reads = 286
Discordant mates = 19
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Split reads = 216
Discordant mates = 19
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 211
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 1
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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 = 98
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 17
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 = 1
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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 = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

WH2 motif

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 1
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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 = 76
Discordant mates = 2
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Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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Actin

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Actin

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DNA/RNA non−specific endonuclease

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycine cleavage T−protein C−terminal barrel domain

Aminomethyltransferase folate−binding domain

FAD dependent oxidoreductase central domain

FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 3
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 6

q22.33

chromosome 6

q22.33

TMEM244
ENST00000368143.6

ARHGAP18
ENST00000368149.3

breakpoint1
chr6:129861156

breakpoint2
chr6:129642018

0

4004

C
ov

er
ag

e

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

1 15141312111098765432

2 kbp
introns not to scale

ARHG
AP18

TMEM24
4

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

TMEM244 ARHGAP18

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 6

q22.33

chromosome 6

q22.33

TMEM244
ENST00000368143.6

ARHGAP18
ENST00000368149.3

breakpoint1
chr6:129845767

breakpoint2
chr6:129642018

0

4004

C
ov

er
ag

e

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

21 15141312111098765432

2 kbp
introns not to scale

ARHG
AP18

TMEM24
4

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

TMEM244 ARHGAP18
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reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RhoGAP domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

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

Hedgehog signalling target

Mago nashi protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

Histone−binding protein RBBP4 or subunit C of CAF1 complex

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


