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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 129
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 = 127
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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Discordant mates = 0
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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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Split reads = 4
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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 = 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 = 93
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA11
ENST00000616325.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140871494

breakpoint2
chr5:140978949

0

1124

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
1

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 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 3
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Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 2
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Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Split reads = 15
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reading frame unclear

RING−type zinc−finger

B−box zinc finger

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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TRIM59 IFT80

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−type zinc−finger

B−box zinc finger

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

zinc finger of C3HC4−type, RING

Divergent CRAL/TRIO domain

GTPase−activator protein for Ras−like GTPase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


