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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 180
Discordant mates = 12
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MFS/sugar transport protein
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 16
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RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 16
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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 = 2
Discordant mates = 18
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reading frame unclear

MFS/sugar transport protein

CoA−transferase family III

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 0
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SUPPORTING READ COUNT

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

Glutamine amidotransferase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 15
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reading frame unclear

Glutamine amidotransferase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 2
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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 = 124
Discordant mates = 3
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

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 = 7
Discordant mates = 3
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reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 6
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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RETAINED PROTEIN DOMAINS
reading frame unclear

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 protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

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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RETAINED PROTEIN DOMAINS
reading frame unclear

RFX DNA−binding domain

RFX1 transcription activation region      

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pyridoxal−dependent decarboxylase conserved domain

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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DCP2 LRRC4C

RETAINED PROTEIN DOMAINS
reading frame unclear

Dcp2, box A domain

Immunoglobulin I−set domain

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 5



chromosome 5

q22.2

chromosome 11

p12

DCP2
ENST00000389063.3

LRRC4C
ENST00000619527.4

breakpoint1
chr5:112976986

breakpoint2
chr11:40140853

0

2341

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 3 2 1

1 32

3 kbp
introns not to scale

D
C

P
2

LRRC4C

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

DCP2 LRRC4C

RETAINED PROTEIN DOMAINS
reading frame unclear
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BspA type Leucine rich repeat region (6 copies)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 6
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reading frame unclear

LIM domain

Domain of unknown function (DUF4749)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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LIM domain

SUPPORTING READ COUNT

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

LIM domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Split reads = 2
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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
reading frame unclear

LIM domain

SUPPORTING READ COUNT

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

Protein kinase domain

Peptidase M60, enhancin and enhancin−like

N−terminal domain of M60−like peptidases

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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CCT8 BRWD1

RETAINED PROTEIN DOMAINS
reading frame unclear

TCP−1/cpn60 chaperonin family

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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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 = 20
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 = 19
Discordant mates = 0



chromosome 1

p36.23

chromosome 1

p36.22

VAMP3
ENST00000054666.11

PIK3CD
ENST00000377346.9

breakpoint1
chr1:7771385

breakpoint2
chr1:9710424

0

3743

C
ov

er
ag

e

1 2 3 4 5 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

3 kbp
introns not to scale

VAMP3
PIK3CD1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

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 = 11
Discordant mates = 0
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PDE4D
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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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ENST00000436535.4

breakpoint1
chr19:11575353

breakpoint2
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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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GLI3
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breakpoint1
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PCLO GLI3

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 = 11
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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No protein domains retained in fusion.

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 = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0


