Table S1. Information on NP tissue specimens from included patients.
	Serial number
	Sex
	Age (years)
	Disease diagnosis
	Specimen site
	Pfirrmann classification

	1
	female
	10
	idiopathic scoliosis
	T10-T11
	I

	2
	male
	12
	idiopathic scoliosis
	T12-L1
	I

	3
	female
	13
	idiopathic scoliosis
	L1-L2
	I

	4
	female
	13
	idiopathic scoliosis
	T11-T12
	I

	5
	female
	14
	idiopathic scoliosis
	L1-L2
	I

	6
	male
	15
	idiopathic scoliosis
	T8-T9
	I

	7
	male
	15
	idiopathic scoliosis
	L2-L3
	I

	8
	female
	17
	idiopathic scoliosis
	L3-L4
	II

	9
	male
	18
	idiopathic scoliosis
	L1-L2
	II

	10
	female
	18
	idiopathic scoliosis
	L2-L3
	II

	11
	female
	43
	lumbar disc herniation
	L3-L4
	IV

	12
	male
	49
	lumbar disc herniation
	L2-L3
	V

	13
	male
	53
	lumbar spondylolisthesis
	L4-L5
	IV

	14
	male
	55
	lumbar disc herniation
	L4-L5
	IV

	15
	female
	55
	lumbar disc herniation
	L5-S1
	IV

	16
	female
	57
	lumbar spinal stenosis
	L3-L4
	V

	17
	male
	59
	lumbar disc herniation
	L3-L4
	IV

	18
	female
	60
	lumbar disc herniation
	L5-S1
	IV

	19
	male
	63
	lumbar spondylolisthesis
	L3-L4
	IV

	20
	female
	65
	lumbar disc herniation
	L4-L5
	IV
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[bookmark: _GoBack]Fig. S1. Bioinformatics analysis of differential genes and expression validation of mRNAs for key genes. (A) PCA analysis plots of different intervention groups. (B) GO enrichment and KEGG pathway enrichment of the differential genes. (C) qRT-PCR assay of the 11 key genes for senescence.
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