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Phospholipase A2

SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 0
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Split reads = 107
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 4
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Ephrin receptor ligand binding domain

Putative transmembrane protein

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 1
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
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Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 2
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reading frame unclear

ST7 protein

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
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Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT

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

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 19
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TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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N−terminal of Par3 and HAL proteins

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT
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Lymphocyte signaling adaptor protein
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor
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Split reads = 7
Discordant mates = 0
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Sulfate permease family

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

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

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Split reads = 3
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

Collagen triple helix repeat (20 copies)

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Proteasome subunit
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Split reads = 4
Discordant mates = 0



chromosome 1

p34.3

chromosome 18

q12.2

PSMB2
ENST00000373237.4

CELF4
ENST00000591282.5

breakpoint1
chr1:35641342

breakpoint2
chr18:37485607

0

6881

C
ov

er
ag

e

6 5 4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 12111098765432

2 kbp
introns not to scale

PSMB2

C
EL

F4

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

PSMB2 CELF4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Pyridoxal−dependent decarboxylase, pyridoxal binding domain

Pyridoxal−dependent decarboxylase, C−terminal sheet domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Aspartyl beta−hydroxylase N−terminal region

Snf7

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 11

p15.4

chromosome 11

p15.1

NUP98
ENST00000324932.12

PRMT3
ENST00000331079.11

breakpoint1
chr11:3731391

breakpoint2
chr11:20493919

0

2250

C
ov

er
ag

e

33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 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 9 10 11 12 13 14 15 16

1413121110987654321 14 15 16

4 kbp
introns not to scale

NUP98

PRMT3

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 = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar protein sorting 55 

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Vacuolar protein sorting 55 

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

ST7 protein

Protein kinase domain

IPT/TIG domain

Plexin repeat

Sema domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ST7 protein
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Split reads = 1
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein 18

SH3 domain

Las17−binding protein actin regulator

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Transmembrane protein 18
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Split reads = 1
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Split reads = 3
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Domain of unknown function (DUF4485)
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