[bookmark: _Hlk158114631]Additional file 5. Functional enrichment analysis of proteins overexpressed in blood plasma of HIGH thermotolerant group (P < 0.05).
	Term
	P
	Proteins (UniProt accession)
	Gene symbols

	Gene Ontology Biological processes

	GO:0006958~complement activation, classical pathway
	8.17E-11
	G5E513, Q5E9E3, A0A3Q1ML26, A0A3Q1M458, A0A3B0IZF8, A0A3Q1LKV0, Q3MHN2, A0A3Q1MFI7, Q28065, G3MXG6, F1MY85, A0A3Q1M0K3
	ENSBTAG00000001219, C1QA, ENSBTAG00000054702, ENSBTAG00000054133, C1QC, ENSBTAG00000052621, C9, LOC104968484, C4BPA, ENSBTAG00000046076, C5, ENSBTAG00000051010

	GO:0050871~positive regulation of B cell activation
	2.30E-6
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0006910~phagocytosis, recognition
	2.92E-6
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0006911~phagocytosis, engulfment
	2.75E-5
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0007018~microtubule-based movement
	1.04E-4
	E1BDX8, A0A3Q1LPC5, F1MV72, E1B9R5, G3N277, A0A3Q1M7D1, A0A3Q1LUS8, F1N5R7
	DYNC1H1, KIF16B, ENSBTAG00000052139, DNAH8, KIF2A, DNAH12, DNAH11, DNAH7

	GO:0050853~B cell receptor signaling pathway
	1.30E-4
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0018108~peptidyl-tyrosine phosphorylation
	7.27E-4
	F1MFH7, E1BPP1, F1MUS6, Q06807
	EPHA1, TTK, RELN, TEK

	GO:0072378~blood coagulation, fibrin clot formation
	0.00343
	A0A3Q1N064, P12799, P02676, Q2TBQ1
	FGG, FGG, FGB, F13B

	GO:0042742~defense response to bacterium
	0.00349
	G5E513, A4UAF0, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, SPAG11, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010 

	GO:0007155~cell adhesion
	0.00627
	P80012, A0A3Q1LIW2, Q28142, Q28146, A0A3Q1MPW6, F1MLC4, A0A3Q1LYA4, A0A452DK44, F1N401, A0A3Q1M429, A0A3Q1NNQ8, P02676, F1MUS6
	VWF, TNC, NRXN1, NRXN1, PCDH15, TMEM8B, COL28A1, AZGP1, COL12A1, PARD3B, ITGAE, FGB, RELN

	GO:1902430~negative regulation of beta-amyloid formation
	0.01663
	F1MQZ0, F1N405
	RTN1, RTN4

	GO:0045087~innate immune response
	0.02048
	Q95LA9, G5E513, Q5E9E3, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, Q58CQ9, A0A3Q1MFI7, Q28065, P02676, G3MXG6, A0A3Q1M0K3
	TLR2, ENSBTAG00000001219, C1QA, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, VNN1, LOC104968484, C4BPA, FGB, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0001825~blastocyst formation
	0.02193
	D7GLD0, E1BJ37, F1N405
	MFN2, SKIL, RTN4

	GO:0009566~fertilization
	0.02222
	E1BLT3, F1MNA1, F1MV84, A0A3Q1MFR4
	SPTBN4, TDRD9, SYCP2, APOB

	GO:0045907~positive regulation of vasoconstriction
	0.02784
	A0A3Q1N064, P18130, P12799, P02676
	FGG, ADRA1A, FGG, FGB

	GO:0007605~sensory perception of sound
	0.03216
	A0A3Q1MPW6, A0A3Q1M7H4, E1BLT3, F1N6H1, E1BHY0, F1MN60
	PCDH15, ADGRV1, SPTBN4, LRP2, SLC26A5, ATP2B2

	GO:0033344~cholesterol efflux
	0.04130
	P15497, P19035, A0A3Q1MFR4
	APOA1, APOC3, APOB

	GO:0007596~blood coagulation
	0.04429
	P01044, F1MNV5, P00745, P80012, P00743
	KNG1, KNG1, PROC, VWF, F10

	GO:0016540~protein autoprocessing
	0.04497
	A0A3Q1MS50, F1N4M2
	PRR14L, MYRFL

	GO:0051180~vitamin transport
	0.04571
	P15497, G3MYZ3
	APOA1, AFM

	GO:0034514~mitochondrial unfolded protein response
	0.04571
	P31081
	HSPD1

	GO:2000352~negative regulation of endothelial cell apoptotic process
	0.04876
	A0A3Q1N064, P12799, P02676, Q06807
	FGG, FGG, FGB, TEK

	Gene Ontology Molecular functions

	GO:0008569~ATP-dependent microtubule motor activity, minus-end-directed
	1.97E-7
	E1BDX8, F1MV72, E1B9R5, A0A3Q1M7D1, A0A3Q1LUS8, F1N5R7
	DYNC1H1, ENSBTAG00000052139, DNAH8, DNAH12, DNAH11, DNAH7

	GO:0034987~immunoglobulin receptor binding
	6.15E-7
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010

	GO:0003823~antigen binding
	1.26E-6
	G5E513, A0A3Q1ML26, A0A3Q1M458, A0A3Q1LKV0, A0A3Q1MFI7, G3MXG6, A0A3Q1M0K3
	ENSBTAG00000001219, ENSBTAG00000054702, ENSBTAG00000054133, ENSBTAG00000052621, LOC104968484, ENSBTAG00000046076, ENSBTAG00000051010 

	GO:0051959~dynein light intermediate chain binding
	6.01E-6
	E1BDX8, F1MV72, E1B9R5, A0A3Q1M7D1, A0A3Q1LUS8, F1N5R7
	DYNC1H1, ENSBTAG00000052139, DNAH8, DNAH12, DNAH11, DNAH7

	GO:0045505~dynein intermediate chain binding
	2.28E-5
	E1BDX8, F1MV72, E1B9R5, A0A3Q1M7D1, A0A3Q1LUS8, F1N5R7
	DYNC1H1, ENSBTAG00000052139, DNAH8, DNAH12, DNAH11, DNAH7

	GO:0005524~ATP binding
	1.50E-4
	A6QPA6, A0A3Q1LWJ2, G3N277, Q9BE39, A0A3Q1M7D1, G5E677, F1MXH6, F1MN60, P31081, A6QLN8, F1MNA1, F1MFC4, Q2KJ57, F1N4K1, E1BDX8, A0A3Q1N2F2, A0A3Q1LPC5, E1B9R5, E1BPP1, O02811, A0A3Q1MBQ9, A5PK06, F1MLB1, A0A3Q1N3Z8, F1N0B2, G3N022, E1BNG3, E1BBF0, F1MFH7, A0A3Q1M5U4, A0A3Q1LUS8, F1N5R7, E1BJ31, Q06807
	MYH3, MYO16, KIF2A, MYH7, DNAH12, STK32A, MAP3K5, ATP2B2, HSPD1, SCYL2, TDRD9, ATP8B3, ABCD1, PFAS, DYNC1H1, LOC100848700, KIF16B, DNAH8, TTK, PI4KA, RYR1, CILK1, EP400, PDGFRB, LOC536660, SPEG, ASCC3, STK31, EPHA1, ENSBTAG00000011713, DNAH11, DNAH7, EPHA2, TEK

	GO:0005509~calcium ion binding
	2.19E-4
	F1MK99, E1BNA9, F1MB09, A0A3Q1MRG6, P98133, F1N0W4, A0A3Q1M7H4, A0A3Q1MRE0, F1MTZ4, E1B949, Q28046, A0A3Q1M7D4, A0A3Q1MBQ9, A0A3Q1MQ75, A0A3Q1MPW6, Q28019, F1N6H1, P00745, P00743, A0A3Q1N6T9, F1N5R7
	UNC13A, ZZEF1, CAPN14, DST, FBN1, DOC2B, ADGRV1, CACNA1B, FBN2, FAT4, SCIN, VLDLR, RYR1, OSGIN1, PCDH15, LTBP2, LRP2, PROC, F10, FBN3, DNAH7

	GO:0051087~chaperone binding
	5.79E-4
	P31081, Q3MI00, F1N6H1, P80012, P02676, A0A3Q1LNN7
	HSPD1, DNAJB1, LRP2, VWF, FGB, ALB

	GO:0005201~extracellular matrix structural constituent
	9.62E-4
	A0A3Q1LYA4, P98133, F1MTZ4, F1MMK1, A0A3Q1N6T9, F1N6W9
	COL28A1, FBN1, FBN2, LAMB3, FBN3, COL18A1

	GO:0004866~endopeptidase inhibitor activity
	0.00148
	P01044, Q58D62, F1MNV5, F1MI18, F1MY85
	KNG1, FETUB, KNG1, LOC506828, C5

	GO:0050839~cell adhesion molecule binding
	0.00204
	O97831, A0A3Q1N064, A7MBJ4, P12799, Q8WMV3, P02676
	ADGRL1, FGG, PTPRF, FGG, CXADR, FGB

	GO:0005543~phospholipid binding
	0.00531
	F1MK99, P15497, E1BLT3, P00743, P19035, A0A3Q1MFR4
	UNC13A, APOA1, SPTBN4, F10, APOC3, APOB

	GO:0050661~NADP binding
	0.00661
	A6QLN7, Q1JPJ0, A0A3Q1LRN7, P11024
	FMO5, NDOR1, H6PD, NNT

	GO:0008331~high voltage-gated calcium channel activity
	0.01757
	A0A3Q1LN55, A0A3Q1MRE0, E1B9S9
	CACNA1A, CACNA1B, CACNA1F

	GO:0004714~transmembrane receptor protein tyrosine kinase activity
	0.02380
	A0A3Q1N3Z8, F1MFH7, E1BJ31, Q06807
	PDGFRB, EPHA1, EPHA2, TEK

	GO:0008270~zinc ion binding
	0.02541
	E1BNA9, F6RJL7, E1BH94, A0A3Q1N1L9, Q32LQ0, A0JN68, Q0VC89, G3MYZ3, A5PJW9, E1BPR4, Q3MHN7, E1BLR9, F1MHF0, F1MHI6, E1BHT5, E1BLZ0, A0A3Q1LNN7
	ZZEF1, TRAF4, PGLYRP2, FBXL19, ENPEP, MYT1L, ZDHHC20, AFM, HHIP, SEC24B, NEIL3, CPD, MARCHF6, PRICKLE2, UBR4, USP44, ALB

	GO:0003779~actin binding
	0.02873
	A0A3Q1MRG6, A0A3Q1MNK0, E1BLT3, A0A3Q1LWJ2, F1MF74, Q28046, A0A3Q1M5U4, F1N5M2
	DST, DIAPH2, SPTBN4, MYO16, MICAL2, SCIN, ENSBTAG00000011713, GC

	GO:0005248~voltage-gated sodium channel activity
	0.02949
	A0A3Q1LN55, A0A3Q1MRE0, E1BIS4
	CACNA1A, CACNA1B, HCN4

	GO:0019838~growth factor binding
	0.02949
	A0A3Q1N3Z8, Q28019, E1BJ31
	PDGFRB, LTBP2, EPHA2

	GO:0004867~serine-type endopeptidase inhibitor activity
	0.03054
	Q0VCM5, A0A3Q1LYA4, P34955, F1MI18, A0A3Q1LLB9, A6QPQ2
	ITIH1, COL28A1, SERPINA1, LOC506828, PAPLN, SERPINA3-8

	GO:0004609~phosphatidylserine decarboxylase activity
	0.03812
	A0A3Q1MS50
	PRR14L

	GO:0070653~high-density lipoprotein particle receptor binding
	0.03812
	P15497, P19035
	APOA1, APOC3

	GO:0000146~microfilament motor activity
	0.04689
	A6QPA6, A0A3Q1LWJ2, Q9BE39
	MYH3, MYO16, MYH7

	REACTOME pathways

	R-BTA-8957275~Post-translational protein phosphorylation
	0.00138
	P01044, P15497, F1MNV5, P34955, P98133, P00745, A0A3Q1LNN7
	KNG1, APOA1, KNG1, SERPINA1, FBN1, PROC, ALB

	R-BTA-381426~Regulation of Insulin-like Growth Factor (IGF) transport and uptake by Insulin-like Growth Factor Binding Proteins (IGFBPs)
	0.00169
	P01044, P15497, F1MNV5, P34955, P98133, P00745, A0A3Q1LNN7
	KNG1, APOA1, KNG1, SERPINA1, FBN1, PROC, ALB

	R-BTA-977606~Regulation of Complement cascade
	0.00240
	Q5E9E3, A0A3B0IZF8, Q3MHN2, F1MY85
	C1QA, C1QC, C9, C5

	R-BTA-8964058~HDL remodeling
	0.00244
	P15497, P19035, A0A3Q1LNN7
	APOA1, APOC3, ALB

	R-BTA-166658~Complement cascade
	0.00612
	Q5E9E3, A0A3B0IZF8, Q3MHN2, F1MY85
	C1QA, C1QC, C9, C5

	R-BTA-114608~Platelet degranulation 
	0.01282
	P01044, P15497, F1MNV5, P34955, A7MBB6, A0A3Q1LNN7
	KNG1, APOA1, KNG1, SERPINA1, VEGFD, ALB

	R-BTA-76005~Response to elevated platelet cytosolic Ca2+
	0.01345
	P01044, P15497, F1MNV5, P34955, A7MBB6, A0A3Q1LNN7
	KNG1, APOA1, KNG1, SERPINA1, VEGFD, ALB

	R-BTA-8963899~Plasma lipoprotein remodeling
	0.01384
	P15497, P19035, A0A3Q1LNN7
	APOA1, APOC3, ALB

	R-BTA-140877~Formation of Fibrin Clot (Clotting Cascade)
	0.01583
	P01044, F1MNV5, P00745, Q2TBQ1
	KNG1, KNG1, PROC, F13B

	R-BTA-109582~Hemostasis
	0.01789
	P01044, P15497, F1MNV5, P34955, P00745, A7MBB6, Q9N1F0, Q8WMV3, Q06807, A0A3Q1LNN7, Q2TBQ1
	KNG1, APOA1, KNG1, SERPINA1, PROC, VEGFD, IRAG1, CXADR, TEK, ALB, F13B

	R-BTA-166665~Terminal pathway of complement
	0.03870
	Q3MHN2, F1MY85
	C9, C5

	R-BTA-5653656~Vesicle-mediated transport
	0.04321
	P15497, Q0II86, P34955, Q32L97, E1BLT3, A0A3Q1M3S1, F1MQ87, E1BIQ3, A0A3Q1NBQ6, A0A3Q1LNN7
	APOA1, SNAP29, SERPINA1, VAMP4, SPTBN4, ALS2, DENND5B, STX16, PPP6R3, ALB



