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SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 100
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT
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Vascular protein family Vasculin−like 1

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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FERM N−terminal domain

FERM central domain

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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Gasdermin PUB domain

Gasdermin pore forming domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Domain of unknown function (DUF4464)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


