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Involvement of the pancreas-brain-liver inter-organ network and intestinal
microbiota in hyper-nutritional fatty liver disease
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Pancreatic B -cell specific TNFa transgenic mice (TNFa Tg mice) are

resistant to diabetes despite apparent Insulitis. In addition, since it showed resistance to obesity
and fatty liver (accompanied by a decrease in liver weight) against overnutrition, the mechanism
was analyzed. Since no elevation of TNFa 1in the blood was observed, we assumed the possibility that
hormonal dysfunction in the pancreas due to TNFa paracrine might cause this phenotype via the
central nervous system, but it was negative. Therefore, it is speculated that this characteristic
phenotype was formed through humoral information through blood and changes in the intestinal
environment through pancreatic exocrine secretion.
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