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Supplementary Figure 1. Molecular docking analysis of SAC and its potential binding partners, HDAC1, IKKB, PPARy, and
TLR4. (A) The 3D docking model shows -CDOCKER interaction energy value of 4.18 kcal/mol forthe interactions between SACand HDAC1
molecules. The 2D binding modelbetween SACand HDAC1 demonstrates 23 van der Waalsinteractions, 1 alkyl interaction, and 1 saltbridge
between HDAC1andSACmolecules. (B) The 3D docking model shows -CDOCKER interaction energy value of 28.3 kcal/mol for the
interactionsbetween SACand IKKB molecules. The 2D binding model between SACand IKKB demonstratesl4 vander Waals interacti ons, 2
alkyl interactions, and 1carbon-hydrogen bond between IKKBand SACmolecules. (C) The 3D docking model shows -CDOCKER interaction
energyvalue 0f32.06 kcal/mol for the interactions between SACand PPARy molecules. The 2D binding model between SAC and PPARy
demonstrates 11 van der Waals interactions, 3 alkyl interactions, and 1 salt bridge between SACand PPARy molecules. (D) The 3D docking
model shows -CDOCKER interaction energy value 0f4.92 kcal/mol for the interactions between SAC and TLR4 molecules. The 2D binding
model between SACand TLR4 demonstrates 1van der Waal interaction between SACand TLR4.
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Supplementary Figure 2. CCK8 assay results show the viability of chondrocytes treated with different concentrations of
TBHP for 2 h.
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