ESM Fig. 1
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ESM Fig. 1. Ingenuity Pathway Analysis (IPA) was used to construct a network based on 24 genes
associated with insulin-stimulated Lipogenesis. The analysis was based on default settings in IPA.
Edges indicate relationships experimentally observed in humans or predicted with high score.
Arrows indicate direction of relationship. Nodes represent genes. Candidate genes associated with
adipose phenotype of interest are shaded grey in the pathway. Pathway molecules that are not in our
dataset are white. The shapes and positions of the molecules in the pathway define gene type and
cellular location, respectively.
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ESM Fig. 2. Ingenuity Pathway Analysis was used to construct a network based on 17
genes associated with lipolysis.. See ESM Fig 1 for details of the analysis.
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ESM Fig. 3. Ingenuity Pathway Analysis was used to construct a network based on 48
genes associated with FI. See ESM Fig 1 for details of the analysis.



