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BCL3 CAPZB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeat

F−actin capping protein, beta subunit

SUPPORTING READ COUNT

Split reads = 493
Discordant mates = 2
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GRK5 FXN

RETAINED PROTEIN DOMAINS
reading frame unclear

Frataxin−like domain

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 11

q22.3

chromosome 11

q23.3

DDX10
ENST00000322536.8

GRIK4
ENST00000638419.1

breakpoint1
chr11:108852209

breakpoint2
chr11:120802693

0

1951

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 164 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21

3 kbp
introns not to scale

DDX10

GRIK4

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

DDX10 GRIK4

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Domain of unknown function (DUF4217)

Ligand−gated ion channel

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

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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AMBRA1 CKAP5

RETAINED PROTEIN DOMAINS
reading frame unclear

CLASP N terminal

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 0
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AMBRA1 CKAP5

RETAINED PROTEIN DOMAINS
reading frame unclear

CLASP N terminal

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 3

p24.1

chromosome 2

q11.2

TGFBR2
ENST00000359013.4

AFF3
ENST00000409579.5

breakpoint1
chr3:30650460

breakpoint2
chr2:99752301

0

5296

C
ov

er
ag

e

1 2 3 4 5 6 7 8 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 252423222120191817161514131211109

3 kbp
introns not to scale

AFF3

TG
FBR

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

TGFBR2 AFF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transforming growth factor beta receptor 2 ectodomain

AF−4 proto−oncoprotein C−terminal region

AF4 interaction motif

AF−4 proto−oncoprotein N−terminal region

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0



chromosome 3

p24.1

chromosome 2

q11.2

TGFBR2
ENST00000359013.4

AFF3
ENST00000409579.5

breakpoint1
chr3:30606977

breakpoint2
chr2:99752301

0

5296

C
ov

er
ag

e

1 2 3 4 5 6 7 8 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 252423222120191817161514131211109

3 kbp
introns not to scale

AFF3

TG
FBR

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

TGFBR2 AFF3

RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein C−terminal region

AF4 interaction motif

AF−4 proto−oncoprotein N−terminal region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SORL1 HADH

RETAINED PROTEIN DOMAINS
reading frame unclear

Sortilin, neurotensin receptor 3,

Sortilin, neurotensin receptor 3, C−terminal

Low−density lipoprotein receptor repeat class B

Low−density lipoprotein receptor domain class A

3−hydroxyacyl−CoA dehydrogenase, C−terminal domain

3−hydroxyacyl−CoA dehydrogenase, NAD binding domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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CREBBP ADCY9

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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GDAP2 ALG14

RETAINED PROTEIN DOMAINS
reading frame unclear

Macro domain

Oligosaccharide biosynthesis protein Alg14 like

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0


