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Sex differences in the development of cholesterol cholelithiasis
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Cholesterol cholelithiasis is a disease caused by cholesterol stones
resulting from an imbalance of bile lipid components, known to be more prevalent in women.
Differences in cholesterol metabolism and bile secretion machinery may be factors contributing to
the sex differences, but the details have not been elucidated. Here, we investigated the sex
differences in the expression of molecules related to hepatic cholesterol metabolism and
hepatobiliary excretion in mouse at the gene and protein levels. Additionally, biliary outputs of
three bile lipids, i.e. cholesterol, phospholipids and bile acids, were also determined in male and
female mouse. These results suggest that insufficient induction of canalicular Abcbll protein
expression resulted in the failure to increase the concentration of bile acids and subsequent
cholesterol supersaturation in lithogenic diet-fed female mouse.
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