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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 328
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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reading frame unclear
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Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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reading frame unclear
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Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 243
Discordant mates = 0
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reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA11
ENST00000616325.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140871494

breakpoint2
chr5:140978949

0

6645

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 = 116
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb6 

HMG (high mobility group) box

HMG−box domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Anaphase−promoting complex, cyclosome, subunit 3

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta defensin

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 2
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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 = 71
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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Proline−rich protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb6 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Brain expressed X−linked like family 

Humanin family

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Humanin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Spindle and kinetochore−associated protein 2

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Spindle and kinetochore−associated protein 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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