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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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C2 domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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C2 domain

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Methyltransferase domain

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Methyltransferase domain

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

OST−HTH/LOTUS domain

Tudor domain

Tropomodulin

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

ADP−ribosylation factor family

SUPPORTING READ COUNT

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

SET domain

MYND finger

Stem cell factor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Trichohyalin−plectin−homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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La domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SH3 domain

BAR domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 2
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GatB/GatE catalytic domain

WD domain, G−beta repeat

F−box−like

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Interferon regulatory factor transcription factor

Winged helix Storkhead−box1 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Discordant mates = 0


