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PARG BMS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Poly (ADP−ribose) glycohydrolase (PARG)

40S ribosome biogenesis protein Tsr1 and BMS1 C−terminal

AARP2CN (NUC121) domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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LRBA SH3D19

RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 9

q34.3

chromosome 22

q12.1

EGFL7
ENST00000406555.7

Z93930.2
ENST00000418292.1

breakpoint1
chr9:136664785

breakpoint2
chr22:28838860

0

10615

C
ov

er
ag

e

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

1 2 2

700 bp
introns not to scale

EGFL7

Z93930.2

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

No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


