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Glycosyl transferase family 2

Ricin−type beta−trefoil lectin domain
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SRP54−type protein, helical bundle domain

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat
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SRP54−type protein, helical bundle domain
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region
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Acetyltransferase (GNAT) family
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