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SUPPORTING READ COUNT

Split reads = 791
Discordant mates = 1
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reading frame unclear

Zinc finger, C3HC4 type (RING finger)

TRAF−type zinc finger

TNF receptor−associated factor BIRC3 binding domain

Protein−kinase domain of FAM69

N−term cysteine−rich ER, FAM69

SUPPORTING READ COUNT

Split reads = 252
Discordant mates = 0
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reading frame unclear

Peptidase family M28

Autophagocytosis associated protein, active−site domain 

SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Ribonucleotide reductase, small chain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0


