	ONTOLOGY
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue
	geneID
	Count
	zscore

	KEGG
	hsa04110
	Cell cycle
	11/95
	124/8076
	1.88E-07
	3.81E-05
	3.62E-05
	CCNA2/CCNB1/CDK1/CDC20/CHEK1/MAD2L1/
MCM5/TTK/CDC45/CCNB2/PTTG1
	11
	2.11057941

	KEGG
	hsa04114
	Oocyte meiosis
	10/95
	129/8076
	2.44E-06
	0.00024757
	0.000234922
	CCNB1/CDK1/CDC20/ITPR1/MAD2L1/PGR/
AURKA/CCNB2/PTTG1/CALML5
	10
	0.63245553

	KEGG
	hsa04218
	Cellular senescence
	10/95
	156/8076
	1.34E-05
	0.00090612
	0.000859839
	CACNA1D/CCNA2/CCNB1/CDK1/CHEK1/FOXM1/
ITPR1/MYBL2/CCNB2/CALML5
	10
	1.8973666

	KEGG
	hsa04061
	Viral protein interaction with cytokine and 
cytokine receptor
	8/95
	100/8076
	2.09E-05
	0.00105887
	0.001004788
	CX3CR1/CXCL10/CXCL9/CCL8/CCL18/CXCL11/
CXCL14/CXCL13
	8
	0

	KEGG
	hsa03320
	PPAR signaling pathway
	7/95
	78/8076
	3.34E-05
	0.00135475
	0.001285554
	FABP4/HMGCS2/MMP1/PCK1/PLIN1/ADIPOQ/FADS2
	7
	-0.3779645

	KEGG
	hsa04914
	Progesterone-mediated oocyte maturation
	7/95
	100/8076
	0.0001639
	0.00554496
	0.005261742
	CCNA2/CCNB1/CDK1/MAD2L1/PGR/AURKA/CCNB2
	7
	0.37796447

	KEGG
	hsa05166
	Human T-cell leukemia virus 1 infection
	9/95
	219/8076
	0.001046
	0.03033273
	0.028783456
	CCNA2/CDC20/CHEK1/HLA-DQA1/HLA-DQA2/
MAD2L1/IL1R2/CCNB2/PTTG1
	9
	1.66666667

	KEGG
	hsa04115
	p53 signaling pathway
	5/95
	73/8076
	0.0016193
	0.04108954
	0.038990849
	CCNB1/CDK1/CHEK1/RRM2/CCNB2
	5
	1.34164079

	KEGG
	hsa04062
	Chemokine signaling pathway
	8/95
	192/8076
	0.0018327
	0.04133659
	0.03922528
	CX3CR1/CXCL10/CXCL9/CCL8/CCL18/CXCL11/CXCL14/CXCL13
	8
	0

	KEGG
	hsa04060
	Cytokine-cytokine receptor interaction
	10/95
	295/8076
	0.0023535
	0.04777538
	0.045335209
	BMP4/CX3CR1/CXCL10/CXCL9/CCL8/CCL18/CXCL11/
IL1R2/CXCL14/CXCL13
	10
	0

	KEGG
	hsa04657
	IL-17 signaling pathway
	5/95
	94/8076
	0.0048781
	0.09002366
	0.085425617
	CXCL10/MMP1/S100A7/S100A8/S100A9
	5
	0.4472136


 Table 4. KEGG pathway functional enrichment for CNDP1-related DEGs.
