[bookmark: _Hlk158114631]Additional file 6. Functional enrichment analysis of proteins overexpressed in blood plasma of LOW thermotolerant group (P < 0.05).
	Term
	P
	Proteins (UniProt accession)
	Gene symbols

	Gene Ontology Biological processes

	GO:0006958~complement activation, classical pathway
	1.64E-5
	G3N0V0, G3N342, A5D9E9, Q2KIV9, A0A3Q1LLT0, Q2UVX4
	ENSBTAG00000048135, ENSBTAG00000047632, C1R, C1QB, ENSBTAG00000048423, C3

	GO:0042730~fibrinolysis
	1.13E-4
	P02672, Q3SZZ9, P07224, A0A3Q1MG04
	FGA, FGG, PROS1, FGB

	GO:0006955~immune response
	5.12E-4
	G5E604, A0A3Q1MU51, A0A3Q1LVJ5, P01888, A0A3Q1MK50, A0A3Q1MR79, A0A3Q1M3A8, Q3ZBS7
	ENSBTAG00000039237, ENSBTAG00000053421, ENSBTAG00000050165, B2M, ENSBTAG00000054009, ENSBTAG00000053220, ENSBTAG00000054090, VTN

	GO:0070527~platelet aggregation
	6.00E-4
	P02672, Q3SZZ9, P35445, A0A3Q1MG04
	FGA, FGG, COMP, FGB

	GO:0030168~platelet activation
	8.54E-4
	P02672, Q3SZZ9, A0A3Q1MG04, A0A3Q1LLU1
	FGA, FGG, FGB, VWF

	GO:0010951~negative regulation of endopeptidase activity
	0.00115
	A0A452DJA9, A2I7M9, Q9TTE1, A2I7N3, A2I7N1
	SERPINA3-3, SERPINA3-2, SERPINA3-1SERPINA3A, SERPINA3-7, SERPINA3-5

	GO:0090277~positive regulation of peptide hormone secretion
	0.00167
	P02672, Q3SZZ9, A0A3Q1MG04
	FGA, FGG, FGB

	GO:0006957~complement activation, alternative pathway
	0.00254
	Q28085, P81187, Q2UVX4
	CFH, CFBBF, C3

	GO:0051258~protein polymerization
	0.00303
	P02672, Q3SZZ9, A0A3Q1MG04
	FGA, FGG, FGB

	GO:0034116~positive regulation of heterotypic cell-cell adhesion
	0.00415
	P02672, Q3SZZ9, A0A3Q1MG04
	FGA, FGG, FGB

	GO:0050853~B cell receptor signaling pathway
	0.00538
	G3N0V0, G3N342, F1MJS9, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, PTPRC, ENSBTAG00000048423

	GO:0007596~blood coagulation
	0.00538
	P02672, A0A3Q1MAH3, P07224, A0A3Q1LLU1
	FGA, LNPK, PROS1, VWF

	GO:1902042~negative regulation of extrinsic apoptotic signaling pathway via death domain receptors
	0.00927
	P02672, Q3SZZ9, A0A3Q1MG04
	FGA, FGG, FGB

	GO:0018149~peptide cross-linking
	0.00927
	G3N0V2, G3MZ71, P80416
	KRT1, KRT2, CSTASTF1

	GO:2000352~negative regulation of endothelial cell apoptotic process
	0.01107
	P02672, Q3SZZ9, A0A3Q1MG04
	FGA, FGG, FGB

	GO:0042744~hydrogen peroxide catabolic process
	0.01301
	P01966, P02070, P00432
	HBA, HBB, CAT

	GO:0050871~positive regulation of B cell activation
	0.01403
	G3N0V0, G3N342, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, ENSBTAG00000048423

	GO:0030866~cortical actin cytoskeleton organization
	0.01509
	A0A3Q1MLF9, Q28021, A0A3Q1M7M0
	EPB41L1, ROCK2, NCKAP1

	GO:0006910~phagocytosis, recognition
	0.01509
	G3N0V0, G3N342, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, ENSBTAG00000048423

	GO:0031638~zymogen activation
	0.01729
	A5D9E9, Q2TBU0, A6QNW7
	C1R, HP, CD5L

	GO:0001654~eye development
	0.01963
	A0A3Q1MDV0, P18902, A0A3Q1LS24, P21214
	ABCB5, RBP4, ABCB5, TGFB2

	GO:0050714~positive regulation of protein secretion
	0.02085
	Q3SZZ9, A0A3Q1MG04, P21214
	FGG, FGB, TGFB2

	GO:0042742~defense response to bacterium
	0.02571
	G3N0V0, G3N342, Q2TBU0, F1MCQ4, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, HP, GSDMB, ENSBTAG00000048423 

	GO:0051891~positive regulation of cardioblast differentiation
	0.02759
	F1N1M2, P21214
	GATA6, TGFB2

	GO:0006911~phagocytosis, engulfment
	0.03018
	G3N0V0, G3N342, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, ENSBTAG00000048423

	GO:0002474~antigen processing and presentation of peptide antigen via MHC class I
	0.03437
	P01888
	B2M

	GO:0030199~collagen fibril organization
	0.03768
	F1MMD4, P35445, P21214
	MMP11, COMP, TGFB2 

	GO:0072378~blood coagulation, fibrin clot formation
	0.04110
	Q3SZZ9, A0A3Q1MG04
	FGG, FGB

	GO:0098869~cellular oxidant detoxification
	0.04413
	P01966, P02070, Q2TBU0
	HBA, HBB, HP

	GO:0030212~hyaluronan metabolic process
	0.04779
	A0A3Q1MA31, A0A3Q1LK49
	ITIH4, ITIH2

	GO:0015671~oxygen transport
	0.04779
	P01966, P02070
	HBA, HBB

	Gene Ontology Molecular functions

	GO:0004867~serine-type endopeptidase inhibitor activity
	1.65E-5
	A0A3Q1MA31, A0A452DI08, A0A452DJA9, A2I7M9, A0A3Q1LK49, Q9TTE1, A2I7N3, A2I7N1
	ITIH4, A2M, SERPINA3-3, SERPINA3-2, ITIH2, SERPINA3-1, SERPINA3-7, SERPINA3-5

	GO:0005198~structural molecule activity
	0.00671
	A0A3Q1MLF9, A0A3Q1LMV9, Q3SZZ9, E1BG04, A0A3Q1MG04
	EPB41L1, EPPK1, FGG, OC90, FGB

	GO:0019825~oxygen binding
	0.00689
	A0A140T897, P01966, P02070
	ALB, HBA, HBB

	GO:0034987~immunoglobulin receptor binding
	0.00969
	G3N0V0, G3N342, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, ENSBTAG00000048423

	GO:0002020~protease binding
	0.01025
	A0A452DI08, P35445, P80416, A0A3Q1LLU1
	A2M, COMP, CSTASTF1, VWF

	GO:0003823~antigen binding
	0.01208
	G3N0V0, G3N342, A0A3Q1LLT0
	ENSBTAG00000048135, ENSBTAG00000047632, ENSBTAG00000048423

	GO:0050839~cell adhesion molecule binding
	0.02606
	Q3SZZ9, A0A3Q1MG04, A0A3Q1LI53
	FGG, FGB, NECTIN1

	GO:0004252~serine-type endopeptidase activity
	0.02908
	A5D9E9, P81187, A0JNK3, Q2TBU0, A6QNW7
	C1R, CFBBF, HTRA2, HP, CD5L

	GO:0005102~receptor binding
	0.03672
	P02672, Q3SZZ9, F1MJS9, A0A3Q1MG04, P21214
	FGA, FGG, PTPRC, FGB, TGFB2

	GO:0005518~collagen binding
	0.03729
	P35445, A0A3Q1LLU1, E1BP05
	COMP, VWF, USH2A

	GO:0030280~structural constituent of epidermis
	0.04108
	G3N0V2, G3MZ71
	KRT1, KRT2

	GO:0005524~ATP binding
	0.04309
	A0A3Q1LMF7, A0A3Q1MDV0, E1B9N7, G3MYX8, F1MRU4, F1MLY0, Q28021, P17599, A0A3Q1M4X3, F1MY45, A0A3Q1LMS2, E1BDH4, A0A3Q1LFM6, A0A3Q1LS24, E1BB49, E1B8D2
	MAP2K7, ABCB5, DHX29, ROS1, DNAH3, KIF1A, ROCK2, SYN1, RPS6KA6, CARNS1, AFG2A, KIF18A, TBCK, ABCB5, HIPK4, MSH5

	GO:0043395~heparan sulfate proteoglycan binding
	0.04681
	F1MJS9, P35445
	PTPRC, COMP

	REACTOME pathways

	R-BTA-977606~Regulation of Complement cascade
	2.07E-7
	A5D9E9, P81187, Q2KIV9, P17697, Q2UVX4, Q3ZBS7
	C1R, CFBBF, C1QB, CLU, C3, VTN

	R-BTA-166658~Complement cascade
	1.16E-6
	A5D9E9, P81187, Q2KIV9, P17697, Q2UVX4, Q3ZBS7
	C1R, CFBBF, C1QB, CLU, C3, VTN

	R-BTA-166663~Initial triggering of complement
	1.53E-4
	A5D9E9, P81187, Q2KIV9, Q2UVX4
	C1R, CFBBF, C1QB, C3

	R-BTA-2168880~Scavenging of heme from plasma
	4.46E-4 
	A0A140T897, P01966, P02070
	ALB, HBA, HBB

	R-BTA-168249~Innate Immune System
	7.95E-4
	F1MLP3, P02070, A5D9E9, P81187, P01888, Q08E34, P00432, Q2KIV9, P17697, Q2UVX4, Q3ZBS7
	BST1, HBB, C1R, CFBBF, B2M, TOMM70, CAT, C1QB, CLU, C3, VTN 

	R-BTA-2173782~Binding and Uptake of Ligands by Scavenger Receptors
	0.00285
	A0A140T897, P01966, P02070
	ALB, HBA, HBB

	R-BTA-168256~Immune System
	0.00374
	E1B7C1, F1MLP3, P02070, A5D9E9, P81187, E1BGE6, P17697, O62830, P01888, Q08E34, P00432, Q2KIV9, Q2UVX4, Q3ZBS7
	LAG3, BST1, HBB, C1R, CFBBF, FBXW8, CLU, PPM1B, B2M, TOMM70, CAT, C1QB, C3, VTN

	R-BTA-114608~Platelet degranulation 
	0.01165
	A0A140T897, P07224, P21214, P17697
	ALB, PROS1, TGFB2, CLU

	R-BTA-76005~Response to elevated platelet cytosolic Ca2+
	0.01211
	A0A140T897, P07224, P21214, P17697
	ALB, PROS1, TGFB2, CLU

	R-BTA-1236977~Endosomal/Vacuolar pathway
	0.01359
	P01888
	B2M

	R-BTA-173736~Alternative complement activation
	0.02700
	P81187, Q2UVX4
	CFBBF, C3

	R-BTA-174577~Activation of C3 and C5
	0.03364
	P81187, Q2UVX4
	CFBBF, C3

	R-BTA-173623~Classical antibody-mediated complement activation
	0.03364
	A5D9E9, Q2KIV9
	C1R, C1QB

	R-BTA-9707564~Cytoprotection by HMOX1
	0.03725
	A0A140T897, P01966, P02070
	ALB, HBA, HBB

	R-BTA-1247673~Erythrocytes take up oxygen and release carbon dioxide
	0.04023
	P01966, P02070
	HBA, HBB

	R-BTA-6798695~Neutrophil degranulation
	0.04118
	F1MLP3, P02070, P01888, P00432, Q2UVX4
	BST1, HBB, B2M, CAT, C3

	R-BTA-9707616~Heme signaling
	0.04678
	P01966, P02070
	HBA, HBB

	R-BTA-1236974~ER-Phagosome pathway
	0.04678
	P01888
	B2M

	R-BTA-9711123~Cellular response to chemical stress
	0.04943
	A0A140T897, P01966, P02070, P00432
	ALB, HBA, HBB, CAT





