Supplementary material
Supplementary Fig. 1 MCODE PPI network of up-regulated DEGs. The Cluster score are 3.0, 3.0, 2.5 seperately.
Supplementary Tables
Supplementary Table 1. GO function enrichment analysis of downregulated DEGs
	Category
	ID
	Description
	Gene Ratio
	p-value
	padj

	BP
	GO:0051094
	positive regulation of developmental process
	22/93
	4.84E-07
	0.001068771

	
	GO:0048666
	neuron development
	19/93
	1.85E-06
	0.001241381

	
	GO:0030198
	extracellular matrix organization
	11/93
	2.09E-06
	0.001241381

	
	GO:0043062
	extracellular structure organization
	11/93
	2.25E-06
	0.001241381

	
	GO:0031175
	neuron projection development
	17/93
	6.12E-06
	0.002700197

	
	GO:0071398
	cellular response to fatty acid
	5/93
	4.76E-05
	0.017497987

	
	GO:0045597
	positive regulation of cell differentiation
	15/93
	7.82E-05
	0.021204584

	
	GO:0007155
	cell adhesion
	18/93
	8.19E-05
	0.021204584

	
	GO:0022610
	biological adhesion
	18/93
	8.65E-05
	0.021204584

	
	GO:0001101
	response to acid chemical
	9/93
	0.000116544
	0.025709605

	
	GO:0009612
	response to mechanical stimulus
	7/93
	0.000128843
	0.025779119

	
	GO:0007010
	cytoskeleton organization
	18/93
	0.000140231
	0.025779119

	
	GO:0050877
	neurological system process
	13/93
	0.000217948
	0.034274836

	
	GO:0032103
	positive regulation of response to external stimulus
	7/93
	0.000218608
	0.034274836

	
	GO:0070542
	response to fatty acid
	5/93
	0.000233056
	0.034274836

	
	GO:0008038
	neuron recognition
	3/93
	0.000311901
	0.043003291

	
	GO:0090068
	positive regulation of cell cycle process
	8/93
	0.000336279
	0.043637094

	
	GO:0010720
	positive regulation of cell development
	10/93
	0.000369118
	0.044981618

	
	GO:0045840
	positive regulation of mitotic nuclear division
	4/93
	0.000387421
	0.044981618

	CC
	GO:0005882
	intermediate filament
	5/94
	2.43E-05
	0.00321784

	
	GO:0033267
	axon part
	7/94
	2.89E-05
	0.00321784

	
	GO:0045111
	intermediate filament cytoskeleton
	5/94
	0.000184571
	0.01214375

	
	GO:0030424
	axon
	9/94
	0.000217825
	0.01214375

	
	GO:0044297
	cell body
	10/94
	0.00028112
	0.01253796

	
	GO:0009986
	cell surface
	11/94
	0.000489463
	0.018191716

	MF
	GO:0072341
	modified amino acid binding
	5/93
	1.09E-05
	0.003044034



Supplementary Table 2. GO function enrichment analysis of upregulated DEGs
	Category
	ID
	Description
	Gene Ratio
	p-value
	padj

	MF
	GO:0016706
	oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors
	3/49
	0.000201335
	0.026499697

	
	GO:0005506
	iron ion binding
	4/49
	0.000267674
	0.026499697

	
	GO:0048029
	monosaccharide binding
	3/49
	0.000697899
	0.033581066

	
	GO:0042578
	phosphoric ester hydrolase activity
	6/49
	0.000835188
	0.033581066

	
	GO:0031406
	carboxylic acid binding
	4/49
	0.001026228
	0.033581066

	
	GO:0043177
	organic acid binding
	4/49
	0.001091053
	0.033581066

	
	GO:0004620
	phospholipase activity
	3/49
	0.001356811
	0.033581066

	
	GO:0051213
	dioxygenase activity
	3/49
	0.001356811
	0.033581066

	
	GO:0008081
	phosphoric diester hydrolase activity
	3/49
	0.002312717
	0.046970028

	
	GO:0016298
	lipase activity
	3/49
	0.002704223
	0.046970028

	
	GO:0001968
	fibronectin binding
	2/49
	0.002846668
	0.046970028

	
	GO:0016638
	oxidoreductase activity, acting on the CH-NH2 group of donors
	2/49
	0.002846668
	0.046970028



Supplementary Table 3. KEGG enrichment analysis of downregulated DEGs
	ID
	Description
	GeneRatio
	pvalue
	padj

	hsa04512
	ECM-receptor interaction
	7/93
	0.000128
	0.020093151

	hsa04514
	Cell adhesion molecules (CAMs)
	7/93
	0.000748
	0.044141377

	hsa04110
	Cell cycle
	8/93
	0.000843
	0.044141377



