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Regulator of human erythroid cell expansion (RHEX)

SUPPORTING READ COUNT

Split reads = 316
Discordant mates = 0
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Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 155
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 10

q24.32

chromosome 10

q24.32

ARMH3
ENST00000370033.9

ACTR1A
ENST00000369905.9

breakpoint1
chr10:101939863

breakpoint2
chr10:102485733

0

4636

C
ov

er
ag

e

26 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 11 10 9 8 7 6 5 4 3 2 1

2322212019181716151413121110987654321 111098765

3 kbp
introns not to scale

ARMH3

ACTR1A

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

ARMH3 ACTR1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Armadillo−like helical domain−containing protein 3, C−terminal

Actin

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Protein kinase domain

Receptor L domain

Furin−like cysteine rich region

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−lactamase

I/LWEQ domain

Vinculin Binding Site

I/LWEQ domain

Talin, middle domain

FERM central domain

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−lactamase

I/LWEQ domain

Vinculin Binding Site

SUPPORTING READ COUNT

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

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 0
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 0
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Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 3

q27.2

chromosome 3

q27.2

IGF2BP2
ENST00000457616.6

ETV5
ENST00000434744.5

breakpoint1
chr3:185696612

breakpoint2
chr3:186105942

0

10802

C
ov

er
ag

e

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

4321 1312111098765432

2 kbp
introns not to scale

IG
F

2B
P

2

E
T

V
5

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

IGF2BP2 ETV5

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 2
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
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PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

F−box domain

PHD−finger

CXXC zinc finger domain

Jumonji helical domain

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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PCI domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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Genes are not protein−coding.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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Split reads = 2
Discordant mates = 0
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LTBP4 ZNF567

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

TB domain

Human growth factor−like EGF

Calcium−binding EGF domain

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Protein kinase domain
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Interleukin−1 / 18
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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−lactamase associated winged helix domain

Metallo−beta−lactamase superfamily

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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Beta−lactamase associated winged helix domain

Metallo−beta−lactamase superfamily

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Metallo−beta−lactamase superfamily

Hydroxyacylglutathione hydrolase C−terminus

FIP domain 

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Metallo−beta−lactamase superfamily
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 11

q13.2

chromosome 2

q21.3

RAD9A
ENST00000622583.4

ZRANB3
ENST00000264159.11

breakpoint1
chr11:67321333

breakpoint2
chr2:135353628

0

1706

C
ov

er
ag

e

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

1 2 212019181716151413121110987654

2 kbp
introns not to scale

RAD9A

ZRANB3

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

ZRANB3

RETAINED PROTEIN DOMAINS
reading frame unclear

HNH endonuclease

Zn−finger in Ran binding protein and others

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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reading frame unclear

HNH endonuclease

Zn−finger in Ran binding protein and others

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 2
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KRAB box
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Split reads = 31
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparaginase

Sel1 repeat

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 18
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HOOK domain

HOOK protein coiled−coil region

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 18
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HOOK domain

HOOK protein coiled−coil region

Intermediate filament protein

Keratin type II head

SUPPORTING READ COUNT

Split reads = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Citrate transporter

SUPPORTING READ COUNT

Split reads = 18
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Citrate transporter
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Ubiquitin−conjugating enzyme
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 1

q25.2

chromosome 1

q25.2

CRYZL2P
ENST00000476232.6

SEC16B
ENST00000308284.10

breakpoint1
chr1:178022440

breakpoint2
chr1:177968039

0

2105

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 26 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

987654321 262524232221201918171615141312111098765432

3 kbp
introns not to scale

SEC16BCRYZL2P

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

SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region
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E2F transcription factor CC−MB domain

E2F/DP family winged−helix DNA−binding domain
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