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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 34
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reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger
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SUPPORTING READ COUNT

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

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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Protein kinase domain
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Split reads = 2
Discordant mates = 1
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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SUPPORTING READ COUNT

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

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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FGGY family of carbohydrate kinases, N−terminal domain
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

Proteasome subunit
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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N−terminal of Par3 and HAL proteins

Cullin protein neddylation domain

Cullin family

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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