Supplementary materials 

Table 1 Primer sequences
	[bookmark: OLE_LINK3]Primer
	Sequences (5’-3’)

	GAPDH

	Forward  GGCATGGACTGTGGTCATGAG

	
	Reverse  TGCACCACCAACTGCTTAGC

	CDK8
	Forward  ACCTGTTTGAATACGAGGGCT

	
	Reverse  TGCCGACATAGAGATCCCAGT

	CDK19
	Forward  GGATTTGTTTGAGTACGAAGGGT

	
	Reverse  CTACAAGCCGACATGGATATTCC

	TGF-β1
	Forward  GGCCAGATCCTGTCCAAGC

	
	Reverse  GTGGGTTTCCACCATTAGCAC

	LPL
	Forward  TCATTCCCGGAGTAGCAGAGT

	
	Reverse  GGCCACAAGTTTTGGCACC

	PPAR-γ
	Forward  ACCAAAGTGCAATCAAAGTGGA

	
	Reverse  ATGAGGGAGTTGGAAGGCTCT

	FABP4
	Forward  ACTGGGCCAGGAATTTGACG

	
	Reverse  CTCGTGGAAGTGACGCCTT

	ALP

	Forward  AGCCCTTCACTGCCATCCTGT

	
	Reverse  ATTCTCTCGTTCACCGCCAC

	OPN

	Forward  CTCCATTGACTCGAACGACTC

	
	Reverse  CAGGTCTGCGAAACTTCTTAGAT

	BMP2
	Forward  TTCGGCCTGAAACAGAGACC

	
	Reverse  CCTGAGTGCCTGCGATACAG

	SP7
	Forward  CCTCTGCGGGACTCAACAAC

	
	Reverse  AGCCCATTAGTGCTTGTAAAGG

	BMP4
	Forward  ATGATTCCTGGTAACCGAATGC

	
	Reverse  CCCCGTCTCAGGTATCAAACT

	XIAP
	Forward  AATAGTGCCACGCAGTCTACA

	
	Reverse  CAGATGGCCTGTCTAAGGCAA

	CXCL10
	Forward  GTGGCATTCAAGGAGTACCTC

	
	Reverse  TGATGGCCTTCGATTCTGGATT

	IKKε
	Forward  TGCCTGAGGATGAGTTCCTG

	
	Reverse  CGATGCACAATGCCGTTCT

	 NF-κB
	Forward  AACAGAGAGGATTTCGTTTCCG

	
	Reverse  TTTGACCTGAGGGTAAGACTTCT

	RIG-I
	Forward  CTGGACCCTACCTACATCCTG

	
	Reverse  GGCATCCAAAAAGCCACGG

	MDA5
	Forward  TCGAATGGGTATTCCACAGACG

	
	Reverse  GTGGCGACTGTCCTCTGAA

	ISG15
	Forward  CGCAGATCACCCAGAAGATCG

	
	Reverse  TTCGTCGCATTTGTCCACCA

	IRF7
	Forward  GCTGGACGTGACCATCATGTA

	
	Reverse  GGGCCGTATAGGAACGTGC

	ZNFX1
	Forward  AAATCAGGCCAATAACCCACC

	
	Reverse  GGCCCTAAATCTCTCTTCCCT


	Categories
Target name
	Gene ID (in NCBI)
	Protein retrieval mode
	Binding energy
(kcal/mol)

	CDK8
	1024
	4F6U (PDB)
	-8

	CDK19
	23097
	Q9BWU1 (UniProtKB)
	-9.4

	RIG-I (or DDX58)
	23586
	3LRR (PDB)
	-7.7

	ISG15
	9636
	3PHX (PDB)
	-7.7

	MDA5 (or IFIH1)
	64135
	3GA3 (PDB)
	-7.5



Table 2 Core target information and binding energy
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[bookmark: _GoBack]Figure 1. Effects of AS and BMP2 on the osteogenic potential of PDLSCs. (A) PDLSCs were cultured in osteogenic induction medium with varying concentrations of AS for 7 days, and images of ALP activity staining were acquired using a scanner and microscope (Scale bar = 100 µm). (B) After culturing PDLSCs in osteogenic induction medium containing 200 ng/mL rhBMP2 for 7 days, images of ALP activity staining were obtained using a scanner and microscope (Scale bar = 100 µm). (C) Images of mineralized nodules stained with ARS were acquired using a scanner and microscope after culturing PDLSCs in osteogenic induction medium containing 200 ng/mL rhBMP2 for 12 days (Scale bar = 100 µm). The osteogenic induction medium served as a Control.
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Figure 2. The sequencing results were analyzed following the culture of PDLSCs under osteogenic induction medium (Control), 100 ng/mL rhTNF-α, and 100 ng/mL rhTNF-α+ 500 nM AS conditions for a duration of 7 days. (A) GO analysis was performed to analyze the data obtained from this experiment. (B) KEGG analysis was conducted to further investigate the pathways involved. (C) PPI analysis was carried out to explore potential interactions among different proteins identified in this study. (D) A heatmap depicting the expression patterns of target genes is provided as visual representation.
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