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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 122
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain
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Split reads = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region
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EF−hand

Zinc finger, ZZ type
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EF hand

WW domain

Spectrin repeat

Calponin homology (CH) domain
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Split reads = 11
Discordant mates = 0
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reading frame unclear

Transmembrane proteins 14C

Ferlin C−terminus

C2 domain

FerB (NUC096) domain

FerA (NUC095) domain

C2 domain
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Split reads = 11
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