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Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase FAD−binding domain

Complex 1 protein (LYR family)

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 2, TIM barrel domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 2
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Glycosyl hydrolases family 2, TIM barrel domain

SUPPORTING READ COUNT

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

Protein kinase domain

SH2 domain

Protein kinase domain

SH3 domain

BTK motif

PH domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

ZU5 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


