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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 216
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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Split reads = 33
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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Split reads = 3
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Split reads = 48
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 26
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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Calpain large subunit, domain III

Calpain family cysteine protease

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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