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RETAINED PROTEIN DOMAINS
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RhoGAP domain

BAR domain

SUPPORTING READ COUNT

Split reads = 742
Discordant mates = 0
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Variant SH3 domain

Ankyrin repeats (3 copies)

Putative GTPase activating protein for Arf
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SUPPORTING READ COUNT

Split reads = 413
Discordant mates = 2
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reading frame unclear

MBOAT, membrane−bound O−acyltransferase family

SUPPORTING READ COUNT

Split reads = 355
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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MBOAT, membrane−bound O−acyltransferase family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MBOAT, membrane−bound O−acyltransferase family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sprouty protein (Spry)

WH1 domain

SUPPORTING READ COUNT

Split reads = 282
Discordant mates = 0
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 207
Discordant mates = 7
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Syntaxin

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 4
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Syntaxin

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

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

BAR domain

P53 tetramerisation motif

P53 DNA−binding domain

Transactivation domain 2

P53 transactivation motif

SUPPORTING READ COUNT

Split reads = 181
Discordant mates = 4
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reading frame unclear

BAR domain

P53 tetramerisation motif

P53 DNA−binding domain

Transactivation domain 2

P53 transactivation motif

SUPPORTING READ COUNT

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

Calponin homology (CH) domain

Bivalent Mical/EHBP Rab binding domain

Calponin homology (CH) domain

N−terminal C2 in EEIG1 and EHBP1 proteins

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 9
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Calponin homology (CH) domain

Bivalent Mical/EHBP Rab binding domain
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N−terminal C2 in EEIG1 and EHBP1 proteins

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 4
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 2
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 3
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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 = 16
Discordant mates = 2
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 73
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No protein domains retained in fusion.
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Split reads = 5
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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Discordant mates = 8
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USP8 dimerisation domain

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

Sprouty protein (Spry)

WH1 domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1
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Genes are not protein−coding.
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Ubiquitin carboxyl−terminal hydrolase

Domain of unknown function (DUF3517)

Homeodomain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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WD domain, G−beta repeat

Dip2/Utp12 Family

SUPPORTING READ COUNT

Split reads = 18
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SUPPORTING READ COUNT

Split reads = 14
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Secretory pathway protein Sec39

Neuroblastoma−amplified sequence, N terminal

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 16
Discordant mates = 1
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