Table 4: The results of the GO functional enrichment analysis
	Ontology
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	zscore

	BP
	GO:0007210
	serotonin receptor signaling pathway
	18/1545
	40/18800
	5.21e-10
	3.81e-07
	4.242641

	BP
	GO:0007187
	G protein-coupled receptor signaling pathway, coupled to cyclic nucleotide second messenger
	20/1545
	67/18800
	2.36e-07
	6.9e-05
	4.472136

	BP
	GO:0098664
	G protein-coupled serotonin receptor signaling pathway
	14/1545
	35/18800
	2.69e-07
	7.38e-05
	3.741657

	BP
	GO:0043046
	DNA methylation involved in gamete generation
	10/1545
	20/18800
	1.17e-06
	0.0002
	3.162278

	BP
	GO:0042742
	defense response to bacterium
	57/1545
	364/18800
	1.7e-06
	0.0003
	5.695489

	CC
	GO:0034364
	high-density lipoprotein particle
	13/1695
	27/19594
	9.15e-08
	1.11e-05
	3.605551

	CC
	GO:0034358
	plasma lipoprotein particle
	14/1695
	36/19594
	7.62e-07
	5.99e-05
	3.741657

	CC
	GO:0005859
	muscle myosin complex
	8/1695
	15/19594
	1.14e-05
	0.0006
	2.828427

	CC
	GO:1902710
	GABA receptor complex
	8/1695
	21/19594
	0.0002
	0.0084
	2.828427

	CC
	GO:0016460
	myosin II complex
	8/1695
	22/19594
	0.0003
	0.0113
	2.828427

	CC
	GO:0034702
	ion channel complex
	42/1695
	294/19594
	0.0009
	0.0192
	6.172134

	MF
	GO:0030594
	neurotransmitter receptor activity
	33/1593
	111/18410
	1.38e-10
	2.77e-08
	5.744563

	MF
	GO:0004866
	endopeptidase inhibitor activity
	43/1593
	180/18410
	5.93e-10
	9.54e-08
	4.117461

	MF
	GO:0004867
	serine-type endopeptidase inhibitor activity
	29/1593
	98/18410
	2.01e-09
	2.17e-07
	2.785430

	MF
	GO:0004993
	G protein-coupled serotonin receptor activity
	14/1593
	34/18410
	3.3e-07
	2.21e-05
	3.741657

	MF
	GO:0099589
	serotonin receptor activity
	14/1593
	34/18410
	3.3e-07
	2.21e-05
	3.741657


a CC, Cellular Component; BP, Biological Process; MF, Molecular Function.


