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The role of cathepsin Z for liver failure-type progression in primary biliary
cholangitis

AIBA, YOSHIHIRO
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Increased cathepsin Z (CSTZ) in serum and the liver and its altered
localization in hepatocyte were characteristic features of end-stage of primary biliary cholangitis
and other cholestatic liver diseases. Increased expression and altered localization of cathepsin B
(CTSB) in serum and the liver were also observed in end-stage of these cholestatic liver diseases,
CTSB was a surrogate marker for severe progression with cholestasis in PBC. Although CTSZ was not
involved in bile acid-induced cell death, iIncreased CTSZ affected signal molecules, intermediated
filaments, and 3"-phosphoadenosine 5"-phosphosulfate metabolic process molecules in hepatocyte.
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