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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 1
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Split reads = 59
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Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 57
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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Proprotein convertase P−domain

Subtilase family

SUPPORTING READ COUNT

Split reads = 15
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 11
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Split reads = 4
Discordant mates = 0
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Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0


