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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 611
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 2
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NKD1 CARHSP1

RETAINED PROTEIN DOMAINS
reading frame unclear

'Cold−shock' DNA−binding domain

SUPPORTING READ COUNT

Split reads = 524
Discordant mates = 1
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Split reads = 4
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPV3L1 SPIDR

RETAINED PROTEIN DOMAINS
reading frame unclear

Suv3 helical N−terminal domain

Domain of unknown function (DUF4503)

Domain of unknown function (DUF4502)

SUPPORTING READ COUNT

Split reads = 346
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BolA−like protein

SUPPORTING READ COUNT

Split reads = 178
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 0
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Zc3h12a−like Ribonuclease NYN domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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reading frame unclear

Acyltransferase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0


