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SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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Proteasome subunit

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MICOS complex subunit MIC19/MIC25

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Sec8 exocyst complex component specific domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 2
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