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SUPPORTING READ COUNT

Split reads = 602
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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Regulator of G−protein signalling DHEX domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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reading frame unclear

7 transmembrane receptor (rhodopsin family)

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Regulator of G−protein signalling DHEX domain

SUPPORTING READ COUNT

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

Galactose binding lectin domain

Olfactomedin−like domain

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Galactose binding lectin domain

Olfactomedin−like domain

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Galactose binding lectin domain

Olfactomedin−like domain

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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GSK3B IQCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1



chromosome 3

q13.33

chromosome 3

q13.33

GSK3B
ENST00000264235.13

IQCB1
ENST00000310864.11

breakpoint1
chr3:120002046

breakpoint2
chr3:121807443

0

4058

C
ov

er
ag

e

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

21 151413121110987

3 kbp
introns not to scale

G
S

K
3B

IQ
C

B
1

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

GSK3B IQCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Protein kinase domain

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

q23.3

chromosome 1

q23.3

TOMM40L
ENST00000367988.8

AL354714.1
ENST00000356006.3

breakpoint1
chr1:161226604

breakpoint2
chr1:160948651

0

1954

C
ov

er
ag

e

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

1 2 6

2 kbp
introns not to scale

AL354714.1TOMM40L

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

TOMM40L

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic porin

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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SDK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Immunoglobulin V−set domain

CD80−like C2−set immunoglobulin domain 

Immunoglobulin domain

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SOCS box

Ras family

SUPPORTING READ COUNT

Split reads = 16
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Predicted transmembrane and coiled−coil 2 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Magnesium transporter NIPA

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


