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

Zinc knuckle

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

SUPPORTING READ COUNT

Split reads = 716
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000396053.9

breakpoint1
chr11:66625678

breakpoint2
chr11:66665856

0

16317

C
ov

er
ag

e

1 2 3 1 2 3

1 2 3

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14 RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

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

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 185
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Syntaxin
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 1
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 1
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Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal L28 family

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Ribosomal L28 family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Bacterial transferase hexapeptide (six repeats)

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 2
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reading frame unclear

Bacterial transferase hexapeptide (six repeats)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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reading frame unclear

RUN domain

SAP domain

RPEL repeat

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 2
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SUPPORTING READ COUNT

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

SAM domain (Sterile alpha motif)

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 3
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SAM domain (Sterile alpha motif)

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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SUPPORTING READ COUNT

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

VHS domain

N−terminal extension of GAT domain

GAT domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0


