ST Role of thiazolidinediones in adipose tissue remodeling
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Adipose tissue is a plastic and heterogeneous tissue involved in many metabolic processes such as PPAR'V Induc'“g SyStem

insulin response, food intake, energy storage and thermogenesis. It is also involved in several diseases
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Recognizing the enriched pathways that PPAR-y induces we can
determine different ways to combat metabolic diseases such as
obesity and diabetes.
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