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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 = 81
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 = 81
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

9680

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
C

5

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 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 = 81
Discordant mates = 0
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GRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 2
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TENT4B RMI2

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 1
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TENT4B RMI2

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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TENT4B RMI2

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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NR6A1 SCAI

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C4 type (two domains)

Protein SCAI 

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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ANO2 NOP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation domain of Ca+−activated chloride−channel, anoctamin

P120R (NUC006) repeat

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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PABPC1L CCN5

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Poly−adenylate binding protein, unique domain

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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PABPC1L CCN5

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Poly−adenylate binding protein, unique domain

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

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

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

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

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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ARHGEF35

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 7

q35

chromosome 7

q35

ARHGEF35−AS1
ENST00000663681.1

ARHGEF35
ENST00000378115.3

breakpoint1
chr7:144207804

breakpoint2
chr7:144188395

0

7538

C
ov

er
ag

e

1 2 3 2 1

1 2 2

2 kbp
introns not to scale

ARHGEF35

ARHGEF35−AS1

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

ARHGEF35

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF 5/35 N−terminal disordered region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein Apg5 

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 2

p23.1

chromosome 10

q23.1

LCLAT1
ENST00000309052.8

GRID1
ENST00000327946.12

breakpoint1
chr2:30533314

breakpoint2
chr10:85916239

0

1480

C
ov

er
ag

e

1 2 3 4 5 6 7 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 1615141312111098765

3 kbp
introns not to scale

GRID1

LCLAT1

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

LCLAT1 GRID1

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyltransferase

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


