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Figure S1 GFT-505 and its derivatives
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Figure S2 Statistical analysis of the differences in protein content in the model groups
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Figure S4 The CC analysis of group 4c
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Figure S5 The MF analysis of group 4c
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Figure S6 Analysis of the KEGG pathway in group 4c
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Figure S7 Original Image for Figure 41 FATP1 35 kDa
Note: (1), (2), (3) represented the repeated times
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Figure S8 Original Image for Figure 41 SCD1 41 kDa
Note: (1), (2), (3) represented the repeated times
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Figure S9 Original Image for Figure 41 PPAR-$ 50 kDa
Note: (1), (2), (3) represented the repeated times
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Figure S10 Original Image for Figure 41 PPAR-a 51 kDa
Note: (1), (2), (3) represented the repeated times
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Figure S11 Original Image for Figure 41 PPAR-y 57 kDa
Note: (1), (2), (3) represented the repeated times
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Figure S12 Original Image for Figure 41 a-Tubulin 55 kDa
Note: (1), (2), (3) represented the repeated times



