	S3 table: The GO annotation analysis details.

	ID
	Description
	GeneRatio
	BgRatio
	qvalue

	GO:0006959
	humoral immune response
	27/370
	317/18723
	<0.05

	GO:0019730
	antimicrobial humoral response
	17/370
	122/18723
	<0.05

	GO:0003341
	cilium movement
	20/370
	175/18723
	<0.05

	GO:0019731
	antibacterial humoral response
	11/370
	60/18723
	<0.05

	GO:0042100
	B cell proliferation
	11/370
	99/18723
	<0.05

	GO:0035082
	axoneme assembly
	10/370
	82/18723
	<0.05

	GO:0007018
	microtubule-based movement
	22/370
	382/18723
	<0.05

	GO:0001578
	microtubule bundle formation
	11/370
	113/18723
	<0.05

	GO:0046651
	lymphocyte proliferation
	18/370
	288/18723
	<0.05

	GO:0070661
	leukocyte proliferation
	19/370
	318/18723
	<0.05

	GO:0032943
	mononuclear cell proliferation
	18/370
	291/18723
	<0.05

	GO:0060294
	cilium movement involved in cell motility
	11/370
	125/18723
	<0.05

	GO:0070944
	neutrophil-mediated killing of bacterium
	4/370
	11/18723
	<0.05

	GO:0070943
	neutrophil-mediated killing of symbiont cell
	4/370
	12/18723
	<0.05

	GO:0042742
	defense response to bacterium
	19/370
	350/18723
	<0.05

	GO:0050855
	regulation of B cell receptor signaling pathway
	5/370
	24/18723
	<0.05

	GO:0001539
	cilium or flagellum-dependent cell motility
	11/370
	138/18723
	<0.05

	GO:0060285
	cilium-dependent cell motility
	11/370
	138/18723
	<0.05

	GO:0032102
	negative regulation of response to external stimulus
	21/370
	420/18723
	<0.05

	GO:0042730
	fibrinolysis
	5/370
	25/18723
	<0.05

	GO:0070942
	neutrophil mediated cytotoxicity
	4/370
	14/18723
	<0.05

	GO:0050920
	regulation of chemotaxis
	14/370
	223/18723
	<0.05

	GO:0050670
	regulation of lymphocyte proliferation
	14/370
	225/18723
	<0.05

	GO:0001819
	positive regulation of cytokine production
	22/370
	467/18723
	<0.05

	GO:0061844
	antimicrobial humoral immune response mediated by antimicrobial peptide
	8/370
	79/18723
	<0.05

	GO:0032944
	regulation of mononuclear cell proliferation
	14/370
	227/18723
	<0.05

	GO:0002443
	leukocyte mediated immunity
	21/370
	440/18723
	<0.05

	GO:0034116
	positive regulation of heterotypic cell-cell adhesion
	4/370
	16/18723
	<0.05

	GO:0051873
	killing by host of symbiont cells
	5/370
	29/18723
	<0.05
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	ID
	Description
	GeneRatio
	BgRatio
	qvalue

	GO:0051883
	killing of cells in other organism involved in symbiotic interaction
	5/370
	29/18723
	<0.05

	GO:0050854
	regulation of antigen receptor-mediated signaling pathway
	7/370
	63/18723
	<0.05

	GO:0050922
	negative regulation of chemotaxis
	7/370
	66/18723
	<0.05

	GO:0050829
	defense response to Gram-negative bacterium
	8/370
	88/18723
	<0.05

	GO:0001906
	cell killing
	12/370
	188/18723
	<0.05

	GO:0019835
	cytolysis
	5/370
	32/18723
	<0.05

	GO:0031640
	killing of cells of other organism
	7/370
	68/18723
	<0.05

	GO:0070663
	regulation of leukocyte proliferation
	14/370
	245/18723
	<0.05

	GO:0030195
	negative regulation of blood coagulation
	6/370
	49/18723
	<0.05

	GO:0007596
	blood coagulation
	13/370
	217/18723
	<0.05

	GO:0034109
	homotypic cell-cell adhesion
	8/370
	90/18723
	<0.05

	GO:1900047
	negative regulation of hemostasis
	6/370
	50/18723
	<0.05

	GO:0048333
	mesodermal cell differentiation
	5/370
	33/18723
	<0.05

	GO:0097529
	myeloid leukocyte migration
	13/370
	220/18723
	<0.05

	GO:0007599
	hemostasis
	13/370
	222/18723
	<0.05

	GO:0050817
	coagulation
	13/370
	222/18723
	<0.05

	GO:0002446
	neutrophil mediated immunity
	5/370
	34/18723
	<0.05

	GO:1903035
	negative regulation of response to wounding
	8/370
	94/18723
	<0.05

	GO:0022409
	positive regulation of cell-cell adhesion
	15/370
	284/18723
	<0.05

	GO:0002768
	immune response-regulating cell surface receptor signaling pathway
	16/370
	315/18723
	<0.05

	GO:0050819
	negative regulation of coagulation
	6/370
	53/18723
	<0.05

	GO:0022407
	regulation of cell-cell adhesion
	20/370
	448/18723
	<0.05

	GO:0045861
	negative regulation of proteolysis
	17/370
	351/18723
	<0.05

	GO:0030595
	leukocyte chemotaxis
	13/370
	230/18723
	<0.05

	GO:0030168
	platelet activation
	9/370
	123/18723
	<0.05

	GO:0070286
	axonemal dynein complex assembly
	5/370
	37/18723
	<0.05

	GO:0002444
	myeloid leukocyte mediated immunity
	8/370
	99/18723
	<0.05

	GO:0001909
	leukocyte mediated cytotoxicity
	9/370
	124/18723
	<0.05

	GO:0030277
	maintenance of gastrointestinal epithelium
	4/370
	22/18723
	<0.05

	GO:0003129
	heart induction
	3/370
	10/18723
	<0.05

	GO:0061045
	negative regulation of wound healing
	7/370
	78/18723
	<0.05

	GO:0055074
	calcium ion homeostasis
	20/370
	460/18723
	<0.05
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	GO:0005930
	axoneme
	13/384
	131/19550
	<0.05

	GO:0097014
	ciliary plasm
	13/384
	133/19550
	<0.05

	GO:0031514
	motile cilium
	16/384
	214/19550
	<0.05

	GO:0009897
	external side of plasma membrane
	23/384
	421/19550
	<0.05

	GO:0036157
	outer dynein arm
	4/384
	11/19550
	<0.05

	GO:0032838
	plasma membrane bounded cell projection cytoplasm
	14/384
	226/19550
	<0.05

	GO:0042101
	T cell receptor complex
	11/384
	148/19550
	<0.05

	GO:0062023
	collagen-containing extracellular matrix
	20/384
	425/19550
	<0.05

	GO:0099568
	cytoplasmic region
	15/384
	271/19550
	<0.05

	GO:0097729
	9+2 motile cilium
	10/384
	135/19550
	<0.05

	GO:0031225
	anchored component of membrane
	11/384
	170/19550
	<0.05

	GO:0005858
	axonemal dynein complex
	4/384
	23/19550
	<0.05

	GO:0035580
	specific granule lumen
	6/384
	62/19550
	<0.05

	GO:0019865
	immunoglobulin binding
	6/331
	23/18368
	<0.05

	GO:0005201
	extracellular matrix structural constituent
	14/331
	172/18368
	<0.05

	GO:0008201
	heparin binding
	13/331
	166/18368
	<0.05

	GO:0005539
	glycosaminoglycan binding
	14/331
	230/18368
	<0.05

	GO:1901681
	sulfur compound binding
	15/331
	265/18368
	<0.05

	GO:0004866
	endopeptidase inhibitor activity
	12/331
	180/18368
	<0.05

	GO:0030414
	peptidase inhibitor activity
	12/331
	187/18368
	<0.05

	GO:0061135
	endopeptidase regulator activity
	12/331
	194/18368
	<0.05

	GO:0004252
	serine-type endopeptidase activity
	11/331
	174/18368
	<0.05

	GO:0004867
	serine-type endopeptidase inhibitor activity
	8/331
	98/18368
	<0.05

	GO:0048018
	receptor ligand activity
	20/331
	487/18368
	<0.05

	GO:0018455
	alcohol dehydrogenase [NAD(P)+] activity
	3/331
	10/18368
	<0.05

	GO:0071723
	lipopeptide binding
	3/331
	10/18368
	<0.05

	GO:0030546
	signaling receptor activator activity
	20/331
	495/18368
	<0.05

	GO:0008236
	serine-type peptidase activity
	11/331
	191/18368
	<0.05

	GO:0017171
	serine hydrolase activity
	11/331
	195/18368
	<0.05

	GO:0061134
	peptidase regulator activity
	12/331
	230/18368
	<0.05

	GO:0039706
	co-receptor binding
	3/331
	13/18368
	<0.05



