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Fasialifam (TAK-875) is a selective. orallv bioavailable The study consisted of 15 male and 9 female Sprague Dawley rats,
GPRg40 or fl('ee fatty a)cid receptor 1, (FFA)|;1) agonist which were acclimatized (3 days with 2 animals per cage) before being Proteomic data resulting from the fecal extracts provide a curated protein list >1500 identifications (unique protein ID’s) from less than 10 mg of fecal material. Database searching resulted in extensive profiling of the gut microbiome (Figure 3) with four main types of phylum confidently identified. In addition to
. . . ’ kept individually for the study duration (96 hrs). Administration of the microbiome, proteins were identified suggesting the dysregulation of numerous pathways (Figure 4) which correlated with dysbiosis and the higher levels of Proteobacteria observed from the gut microbiome. Gene Ontology (GO) processes were ordered by their significance (p-value), revealing that a high
which was developed for treating Type 2 diabetes, fasiglifam was either intravenously (IV: 5 mg/kg) or orally (PO; 10 or 50 number of these processes were related to various metabolic processes and stress responses (Figure 5). Complimentary to the proteomic analyses, metabolomic/lipidomic studies (Figure 6) revealed complex small molecule profiles with expression changes for various compound classes. Statistical analysis
stimulating insulin release in a glucose-dependent mg/kg). Drug-free vehicles were also included as a control group for (Figure 7) high levels of technical reproducibility but also separation for dosed animals over time. Statistical analysis also highlighted the presence of diurnal variation (Figure 8). Database searches returned identifications for those particular features but also highly correlating features, responsible for the time
manner. Dose-finding studies showed that the drug both IV and PO. Fecal samples were collected at four timepoints from trajectory changes observed, which included cortisol. Cortisol correlated with some of the proteomic results, networking various identified proteins with cortisol and related compounds, predominantly involved in metabolic processes/stress response (Figure 5).
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