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Discordant mates = 0
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PCDHGB2 PCDHGA10

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 = 69
Discordant mates = 1
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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 = 69
Discordant mates = 1
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PCDHGB2 PCDHGA12

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 = 69
Discordant mates = 1
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PCDHGB2 PCDHGA12

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

Cadherin cytoplasmic C−terminal

Cadherin domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PCDHGB2 PCDHGA8

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 = 69
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA9
ENST00000573521.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

2109

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

9

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 PCDHGA9

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 = 69
Discordant mates = 1
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PCDHGB2 PCDHGC3

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 = 69
Discordant mates = 1
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PCDHGB2 PCDHGC4

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 = 69
Discordant mates = 1
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PCDHGB2 PCDHGC5

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 = 69
Discordant mates = 1



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

3773

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

TL
K

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Argonaute linker 2 domain 

Mid domain of argonaute

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Argonaute linker 2 domain 

Mid domain of argonaute

Piwi domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

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

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Argonaute linker 1 domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
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No protein domains retained in fusion.
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Split reads = 1
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PROM1 TAPT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Prominin

Eukaryotic membrane protein family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


