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CTDP1 NCAPD3

RETAINED PROTEIN DOMAINS
reading frame unclear

NLI interacting factor−like phosphatase

FCP1, C−terminal

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HECTD2 CARD8

RETAINED PROTEIN DOMAINS
reading frame unclear

Caspase recruitment domain

Function to find

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


