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RETAINED PROTEIN DOMAINS
reading frame unclear

SIKE family

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 873
Discordant mates = 13
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Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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Split reads = 16
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RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 5
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Domain of unknown function (DUF3371)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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ST7 protein

Domain of unknown function (DUF3371)
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Zn−finger in Ran binding protein and others

Ankyrin ubiquitin−binding domain

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 1
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Zn−finger in Ran binding protein and others

Ankyrin ubiquitin−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Leucine Rich repeat

EGF−like domain

Human growth factor−like EGF

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

PDZ domain

Rad51

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2



chromosome 7

q21.3

chromosome 7

q36.1

PPP1R9A
ENST00000289495.7

XRCC2
ENST00000359321.2

breakpoint1
chr7:95252130

breakpoint2
chr7:152649363

0

1150

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 3

3 kbp
introns not to scale

PPP1R9AXRCC2

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

PPP1R9A XRCC2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

PDZ domain

Rad51

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region

STAG domain  

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region

STAG domain  

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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Calcium−binding EGF domain

TLR4 regulator and MIR−interacting MSAP

SUPPORTING READ COUNT

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

Tim17/Tim22/Tim23/Pmp24 family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10

q11.23

chromosome 10

q11.23

AGAP6
ENST00000412531.6

TIMM23B
ENST00000651259.3

breakpoint1
chr10:49994429

breakpoint2
chr10:49945032

0

2590

C
ov

er
ag

e

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

1 2 3 42 3 4 5 6 7

2 kbp
introns not to scale

TIMM23B

AGAP6

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

AGAP6 TIMM23B

RETAINED PROTEIN DOMAINS
reading frame unclear

Tim17/Tim22/Tim23/Pmp24 family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine racemase, N−terminal domain

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

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

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

FIP domain 

C2 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Chromosome segregation during meiosis

Domain of unknown function (DUF4210)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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7 transmembrane sweet−taste receptor of 3 GCPR

Nine Cysteines Domain of family 3 GPCR

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

SIKE family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1


