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reading frame unclear

ABC transporter

ABC transporter transmembrane region

Cystic fibrosis TM conductance regulator (CFTR), regulator domain

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 279
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA11
ENST00000398587.7

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

11174

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

11

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

PCDHGB2 PCDHGA11

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 = 96
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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LIM domain

Wings apart−like protein regulation of heterochromatin

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 2
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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UHRF1BP1 EYS

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Laminin G domain

Human growth factor−like EGF

Laminin G domain

EGF−like domain

Laminin G domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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SEC24B CDKL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23/Sec24 zinc finger

Sec23/Sec24 trunk domain

Sec23/Sec24 beta−sandwich domain

Sec23/Sec24 helical domain

Gelsolin repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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TAF15 AP2B1

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta2−adaptin appendage, C−terminal sub−domain

Adaptin C−terminal domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MLKL CHSY1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Chondroitin N−acetylgalactosaminyltransferase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


