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An Important Member of the Family of Proprotein Convertases: Furin*®
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ABSTRACT: Furin is a key member of the family of proprotein convertases, which is expressed in all tissues and cell lines. It will
gain its bioactivity after two self-cleavages and activate many other proproteins into their biologically active forms in the trans-Golgi net-
work, because it can identify the specific amino acid sequence. Furin possesses important biological functions as it is capable of cleaving
precursors of a wide variety of proteins, not only neuropeptides and peptide hormones, but also many growth factors,receptors, plasma
proteases, matrix metalloproteinases and bacterial exotoxins.
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