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No. AV SyE 24 P-value Ratio P-value Ratio P-value Ratio
1 Tra?sc.ription_Ligand—Dependent Transcription of 6.05E-09 | 19/91 3.58E-08 13/91 1.58E-05 13/91
Retinoid-Target genes
2 Cytoskeleton remodeling Keratin filaments 3.17E-07 | 18/104 >9.34E-01 — 1.74E-08 18/104
Development_Ligand-dependent activation of the 4.07E-07 _ 8/39 3.62E-04
3 ESR1/AP-1 pathway . 11/39 1.04E-06 . 1/39
4 Re.gulation of Iipid.n]ettlabolism_Regulation of fatty 4.45E-06 | 12/58 8.71E=05 6/36 8.02E-03 5/36
acid synthase activity in hepatocytes
Regulation of lipid metabolism_Regulation of lipid
A4TE- = 1 47E-
5 metabolism via PPAR, RXR and VDR 4.47E-05 | 12/72 2.09E-08 2/72 2.47E-01 4/72
6 Transcription_ PPAR Pathway 5.95E-05 | 15/110 8.85E-05 10/110 4.62E-04 12/110
7 Cytoskeleton remodeling Neurofilaments 6.78E-05 | 12/75 >9.34E-01 = 1.03E-05 12/75
H hi
g | Cell ovoleSpindle a £ ] el 7.99E-05 | 13/88 >9.34E-01 - 1.09E-05 | 13/88
separation
9 Cell cycle_Regulation of G1/8 transition (part 2) 1.41E-04 | 11/69 3.06E-03 6/69 2.76E-03 8/69
10 Cell cycle_Cell cycle (generic schema) 1.83E-04 | 11/M1 6.52E-04 /1 3.82E-02 6/71
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