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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 416
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 416
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reading frame unclear

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

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 341
Discordant mates = 10
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SUPPORTING READ COUNT

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

C2 domain

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 245
Discordant mates = 24



chromosome 3

q22.1

chromosome 6

p22.3

CPNE4
ENST00000512332.5

RNF144B
ENST00000259939.4

breakpoint1
chr3:131685875

breakpoint2
chr6:18459607

0

9938

C
ov

er
ag

e

17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8

7654321 6 7 8

2 kbp
introns not to scale

R
N

F1
44

B C
P

N
E

4

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

CPNE4 RNF144B

RETAINED PROTEIN DOMAINS
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C2 domain
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 233
Discordant mates = 10
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SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLC45A2 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 186
Discordant mates = 12
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MFS/sugar transport protein
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 16



chromosome 5

p13.2

chromosome 5

p13.2

SLC45A2
ENST00000296589.9

AMACR
ENST00000382085.7

breakpoint1
chr5:33963691

breakpoint2
chr5:34005899

0

194971

C
ov

er
ag

e

7 6 5 4 3 2 1 6 5 4 3 2 1

321 65432

1 kbp
introns not to scale

S
LC

45
A

2

A
M

A
C

R

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

SLC45A2 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 16
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reading frame unclear

MFS/sugar transport protein

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 18
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RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 12

q24.23

chromosome 1

p36.21

GCN1
ENST00000300648.7

DNAJC16
ENST00000375847.8

breakpoint1
chr12:120194680

breakpoint2
chr1:15546767

0

4574

C
ov

er
ag

e

58 575655545352 515049 484746454443424140393837363534 3332313029282726252423222120191817161514131211109 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 1011121314 15

16 7 8 9 1011121314 15

6 kbp
introns not to scale

G
C

N
1

DNAJC16

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 = 162
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Glutamine amidotransferase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 16
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 6
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Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

Domain of unknown function (DUF4749)

PDZ domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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LIM domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 4
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

349

C
ov

er
ag

e

1 4 3 2 1

1 4

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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HLCS RWDD2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin−protein ligase, N terminal

Biotin/lipoate A/B protein ligase family

Protein of unknown function (DUF1115)

RWD domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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MAK PDE4D

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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VAMP3 PIK3CD

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphoinositide 3−kinase C2

PI3−kinase family, ras−binding domain

PI3−kinase family, p85−binding domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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VAMP3 PIK3CD

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphoinositide 3−kinase C2

PI3−kinase family, ras−binding domain

PI3−kinase family, p85−binding domain

SUPPORTING READ COUNT

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

Zinc−finger of C2H2 type

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Piccolo Zn−finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PATJ PGLYRP2

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PATJ PGLYRP2

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ZNF33B WDFY4

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

WD domain, G−beta repeat

Beige/BEACH domain

PH domain associated with Beige/BEACH

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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MYL12BP2
ENST00000503948.1

breakpoint1
chr4:184773663

breakpoint2
chr4:184299463

0

18182

C
ov

er
ag

e

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

987654321 1

1 kbp
introns not to scale

M
Y

L1
2B

P
2

A
C

S
L1

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

ACSL1

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 5
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

Cadherin cytoplasmic C−terminal

Cadherin domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0


