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NFKB1 CISD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Rel homology dimerisation domain

Iron−binding zinc finger CDGSH type

Iron−containing outer mitochondrial membrane protein N−terminus  

SUPPORTING READ COUNT

Split reads = 261
Discordant mates = 1



chromosome 4

q24

chromosome 4

q24

NFKB1
ENST00000394820.8

CISD2
ENST00000574446.1

breakpoint1
chr4:102580639

breakpoint2
chr4:102882771

0

5331

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4

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

2 kbp
introns not to scale

C
IS

D
2 NF

K
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

NFKB1 CISD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Rel homology dimerisation domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Iron−binding zinc finger CDGSH type

Iron−containing outer mitochondrial membrane protein N−terminus  

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Iron−binding zinc finger CDGSH type

Iron−containing outer mitochondrial membrane protein N−terminus  

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PKD1 PKMYT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

SUPPORTING READ COUNT

Split reads = 248
Discordant mates = 1
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CASTOR2 LIMK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosolic arginine sensor for mTORC1 subunit 1 N−terminal domain

Protein kinase domain

PDZ domain

LIM domain

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

B−box zinc finger

Scavenger receptor cysteine−rich domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 0
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TRIM35 SCARA5

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

B−box zinc finger

Scavenger receptor cysteine−rich domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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VTI1A TCF7L2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 0
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reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1
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TENT4B RMI2

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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reading frame unclear

RecQ−mediated genome instability protein 2

SUPPORTING READ COUNT

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

Dimerisation domain of Ca+−activated chloride−channel, anoctamin

P120R (NUC006) repeat

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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NR6A1 SCAI

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C4 type (two domains)

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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reading frame unclear

Autophagy protein Apg5 

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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PABPC1L CCN5

RETAINED PROTEIN DOMAINS
reading frame unclear

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

Poly−adenylate binding protein, unique domain

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

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

Poly−adenylate binding protein, unique domain

CCN3 Nov like TSP1 domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CCN3 Nov like TSP1 domain
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Split reads = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PLD−like domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

PLD−like domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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