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ABC transporter
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SUPPORTING READ COUNT

Split reads = 5
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reading frame unclear

tRNA methyltransferase complex GCD14 subunit

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 1
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Glycine rich protein
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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reading frame unclear

FERM N−terminal domain 

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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Protein kinase domain

Glycine rich protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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LUC7 N_terminus

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CNH domain

SUPPORTING READ COUNT

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

Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SENP7

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 7
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

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

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

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

Phosphotyrosine interaction domain (PTB/PID)
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Split reads = 3
Discordant mates = 0
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SENP7

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

PDZ domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Phosphotyrosine interaction domain (PTB/PID)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

pfkB family carbohydrate kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1


