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Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich
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Split reads = 593
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2
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TM proximal of protein tyrosine phosphatase, receptor type J
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Variant SH3 domain

Protein kinase domain

Pecanex protein (C−terminus)
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Cytoskeletal−regulatory complex EF hand
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Domain of unknown function (DUF4525)

Glycosyltransferase family 18

TBD domain
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Discordant mates = 0
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Centrosomin N−terminal motif 1

MYND finger

NHR2 domain like
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