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RETAINED PROTEIN DOMAINS
reading frame unclear

eIF3 subunit 6 N terminal domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 896
Discordant mates = 0
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reading frame unclear

eIF3 subunit 6 N terminal domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0



chromosome 7

q36.3

chromosome 1

q32.1

BLACE
ENST00000378120.5

RHEX
ENST00000331555.10

breakpoint1
chr7:155367809

breakpoint2
chr1:206097733

0

49145

C
ov

er
ag

e

6 5 4 3 2 1 1 2 3 4 5 6

1 2 3 4 5 6

1 kbp
introns not to scale

BLACE RHEX

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

RHEX

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of human erythroid cell expansion (RHEX)

SUPPORTING READ COUNT

Split reads = 606
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 181
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 95
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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NLRC4 helical domain

NOD2 winged helix domain
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Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 126
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No protein domains retained in fusion.
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