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Required for nuclear transport of RNA pol II C−terminus 2

Required for nuclear transport of RNA pol II C−terminus 1

SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 185
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 2
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Split reads = 109
Discordant mates = 2



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA8
ENST00000378123.4

PCDHGA8
ENST00000398604.3

breakpoint1
chr5:140843715

breakpoint2
chr5:141494807

0

12573

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
8

P
C

D
H

G
A

8

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

PCDHA8 PCDHGA8

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 62
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IRSp53/MIM homology domain

CAF1 complex subunit p150, region binding to CAF1−p60 at C−term

Chromatin assembly factor 1 subunit A

Chromatin assembly factor 1 complex p150 subunit, N−terminal

CAF1 complex subunit p150, region binding to PCNA

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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Chromatin assembly factor 1 subunit A
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

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

Domain of unknown function (DUF4600)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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Enoyl−CoA hydratase/isomerase
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Split reads = 12
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Ubiquitin family

2'−5'−oligoadenylate synthetase 1, domain 2, C−terminus 

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Ubiquitin family

2'−5'−oligoadenylate synthetase 1, domain 2, C−terminus 
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FERM F1 ubiquitin−like domain

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase, N−terminal domain
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Split reads = 9
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