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Genome-scale metabolic models (GSMM) Results
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Figure 2: (A) Reciprocal modulation of lipid (CPT1) and glucose (GLUT4)
uptake fluxes. (B-D) Different patient-derived models show differential
02 substrate utilization during the fasting-to-fed transition.
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co2 Conclusions and Future Work

* The model ensemble correctly simulates expected Respiratory
Quotient values when metabolizing different carbon sources

Fatty acid
utilization * Results show expected behavior, but also reveal substantial
Glucose heterogeneity in substrate utilization patterns across patient-derived
utilization GSMMs
RQ=1 RQ =_CO2 (out) RQ = 0.7  NEXT: simulate protein synthesis rate in response to different
02 (in) nutrient profiles, to gain mechanistic understanding of the role of
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