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Supplementary Figures and Tables
1.1 Supplementary Figures
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Supplementary Figure 1. Single-cell Sequencing data filtering of synovial tissues from 3 OA patients. nFeature_RNA, the number of gene features detected per cell. nCount_RNA, the total RNA count per cell.  percent.mt, the proportion of mitochondrial genes.
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Supplementary Figure 2. Identification of hypervariable genes in 3 OA samples. The figure shows the top 2000 hypervariable genes. Each dot represents one gene, where blue dots indicate hypervariable genes and black dots indicate non-hypervariable genes.
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Supplementary Figure 3. Principal component analysis (PCA). The left panel is the elbow plot, with the x-axis representing the principal component (PC) number and the y-axis representing the standard deviation. The first 30 principal components before the point where the curve changes from steep to flat are selected. The right panel is the JackStrawPlot, which is used for the significance test of principal components. The actual p-values of each PC are listed on the right side.
1.2 Supplementary Tables
Supplementary Table 1.  Primer Sequences for RT - qPCR
	Primer 
	Sequence

	MYC   F
	ACAACCGAAAATGCACCAGC

	MYC   R
	GTCGTTTCCGCAACAAGTCC

	TLR7   F
	CCTTGTGCGCCGTGTAAAAA

	TLR7   R
	GGGCACATGCTGAAGAGAGT

	CX3CR1  F
	ACTGCTGGTGGACTTCTTCC

	CX3CR1  R
	CACAGTCCCAAAGACCACGA

	PER1   F
	ATGAGTCCAACGGGCATGAG

	PER1   R
	TAGGCAATGGAACTGCTGGG

	GADD45B   F
	TGAATGTGGACCCAGACAGC

	GADD45B   R
	ACTGGATGAGCGTGAAGTGG

	internal reference H-GAPDH  F
	ATGGGCAGCCGTTAGGAAAG

	internal referenceH-GAPDH  R
	AGGAAAAGCATCACCCGGAG
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