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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeat

Arylesterase

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 9
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Split reads = 10
Discordant mates = 1
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reading frame unclear

Glycosyl−transferase for dystroglycan

Glycosyl transferase family 8

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

BEN domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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BEN domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

PH domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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Split reads = 1
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AKAP9 CASD1

RETAINED PROTEIN DOMAINS
reading frame unclear

10 TM Acyl Transferase domain found in Cas1p

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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reading frame unclear

U1 zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

Ring finger domain

ZNRF−3 Ectodomain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin fusion degradation protein UFD1

Uncharacterised protein family (UPF0193)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Uncharacterised protein family (UPF0193)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

HSCB C−terminal oligomerisation domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeat

IBR domain, a half RING−finger domain

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Ankyrin repeat

IBR domain, a half RING−finger domain

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Ankyrin repeat

IBR domain, a half RING−finger domain

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Ankyrin repeat

IBR domain, a half RING−finger domain

NADPH oxidase subunit p47Phox, C terminal domain

SH3 terminal domain of 2nd SH3 on Neutrophil cytosol factor 1

SH3 domain

PX domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cation transporting ATPase, C−terminus

haloacid dehalogenase−like hydrolase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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