[bookmark: _GoBack]Supplemental Table 2. Significantly differentially expressed proteins following exposure to 1, 3 and 5 Gy at 3 d after irradiation (Fold change ≥ 1.2 or ≤ 0.8, compared with 0 Gy group).
	1Gy（42↑ , 190↓）
	3Gy（85↑ , 174↓）
	5Gy（65↑ , 202↓）

	Identified Proteins (Accession)
	FDR
	Fold change
	Identified Proteins (Accession)
	FDR
	Fold change
	Identified Proteins (Accession)
	FDR
	Fold change

	Carboxylic ester hydrolase (D3ZGK7) 
	< 0.01
	4.744
	Ig kappa chain V19-17-like (F1LZH0)
	< 0.01
	3.387
	Carboxylic ester hydrolase (D3ZGK7)
	< 0.01
	6.012

	Ig kappa chain C region, A allele (P01836)
	< 0.01
	4.581
	Uncharacterized protein (M0R4X3)
	< 0.01
	3.046
	Ig kappa chain C region, A allele (P01836)
	< 0.01
	5.174

	Serum albumin (A0A0G2JSH5) 
	< 0.01
	2.877
	Immunoglobulin kappa chain variable 15-103 (A0A0G2K1F0)
	≥ 0.01 and ≤ 0.05
	2.81
	Chromogranin-A (P10354)
	< 0.01
	5.058

	Carboxylesterase 1C (P10959)
	< 0.01
	2.826
	Uncharacterized protein (F1LWW1)
	< 0.01
	2.729
	Serum albumin (A0A0G2JSH5)
	< 0.01
	3.452

	T-kininogen 1 (P01048)
	< 0.01
	2.42
	Alpha-1B-glycoprotein (Q9EPH1)
	< 0.01
	2.712
	Carboxylesterase 1C (P10959)
	< 0.01
	3.33

	RCG21069 (D3ZCD6)
	< 0.01
	2.117
	SECIS-binding protein 2-like (D4A7V0)
	≥ 0.01 and ≤ 0.05
	2.651
	Calreticulin (P18418)
	> 0.05
	2.414

	Desmoplakin (F1LMV6)
	> 0.05
	1.804
	Uncharacterized protein (A0A0G2K3L1)
	< 0.01
	2.582
	Pentraxin 3 (D3ZT94)
	< 0.01
	2.331

	Calreticulin (P18418)
	> 0.05
	1.779
	Uncharacterized protein (M0RCC9)
	< 0.01
	2.53
	Suppression of tumorigenicity 5 (D4A9H6)
	≥ 0.01 and ≤ 0.05
	2.283

	Spectrin, alpha, erythrocytic 1 (D4A678)
	≥ 0.01 and ≤ 0.05
	1.609
	Ig kappa chain V region S211 (P01681)
	< 0.01
	2.402
	Serum albumin (P02770)
	< 0.01
	2.162

	Serine protease inhibitor A3K (P05545)
	< 0.01
	1.534
	Immunoglobulin kappa chain variable 13-85 (A0A0G2JZN1)
	< 0.01
	2.378
	T-kininogen 1 (P01048)
	< 0.01
	2.152

	T-kininogen 2 (P08932)
	< 0.01
	1.466
	Immunoglobulin kappa variable 12-44 (A0A0G2K458)
	< 0.01
	2.363
	Serine protease inhibitor A3K (P05545)
	< 0.01
	1.887

	Tubulin beta chain (Q4QQV0)
	< 0.01
	1.439
	Uncharacterized protein (D3ZE00)
	< 0.01
	2.306
	SP140 nuclear body protein (A0A0G2JZU7)
	≥ 0.01 and ≤ 0.05
	1.729

	Gelsolin (Q68FP1)
	< 0.01
	1.435
	Ighg protein-like (A0A0G2K3A6)
	< 0.01
	2.257
	Actin, alpha cardiac muscle 1 (P68035)
	< 0.01
	1.605

	Serum amyloid P-component (A0A0H2UHH2)
	< 0.01
	1.37
	Uncharacterized protein (M0RBK4)
	< 0.01
	2.234
	T-kininogen 2 (P08932)
	< 0.01
	1.588

	Butyrophilin-like 7 (Q6MG93)
	> 0.05
	1.349
	Ig gamma-2B chain C region (P20761)
	< 0.01
	2.205
	Gelsolin (Q68FP1)
	< 0.01
	1.567

	Complement C1q subcomponent subunit B (G3V7N9)
	< 0.01
	1.343
	Uncharacterized protein (A0A0G2K980)
	< 0.01
	2.146
	Haptoglobin (P06866)
	< 0.01
	1.548

	Coagulation factor V (A0A0G2JXI1)
	< 0.01
	1.318
	Serum albumin (A0A0G2JSH5)
	< 0.01
	2.088
	Cadherin 11 (F1MAH6)
	≥ 0.01 and ≤ 0.05
	1.541

	Pentraxin 3 (D3ZT94)
	< 0.01
	1.318
	Uncharacterized protein (D4A4L6)
	< 0.01
	2.058
	Actin, cytoplasmic 1 (P60711)
	< 0.01
	1.527

	Serum paraoxonase / arylesterase 1 (P55159)
	< 0.01
	1.296
	Chromogranin-A (P10354)
	< 0.01
	1.99
	Keratin, type I cytoskeletal 15 (Q6IFV3)
	< 0.01
	1.518

	Uncharacterized protein (A0A0G2K332)
	< 0.01
	1.292
	Uncharacterized protein (F1LZ11)
	< 0.01
	1.983
	14-3-3 protein zeta/delta (A0A0G2JV65)
	< 0.01
	1.485

	Dachshund family transcription factor 2 (F1LX95)
	> 0.05
	1.292
	Suppression of tumorigenicity 5 (D4A9H6)
	≥ 0.01 and ≤ 0.05
	1.904
	Platelet factor 4 (P06765)
	≥ 0.01 and ≤ 0.05
	1.438

	Serum albumin (P02770)
	< 0.01
	1.285
	Clusterin (G3V836)
	< 0.01
	1.823
	Complement C4 (P08649)
	< 0.01
	1.434

	RCG35022, isoform CRA_b (G3V6B7)
	< 0.01
	1.283
	Uncharacterized protein (D3ZZ08)
	< 0.01
	1.761
	Collagen alpha-2(I) chain (A0A0G2KAN1)
	< 0.01
	1.433

	SP140 nuclear body protein (A0A0G2JZU7)
	≥ 0.01 and ≤ 0.05
	1.281
	Polymeric immunoglobulin receptor (A0A0G2K639)
	≥ 0.01 and ≤ 0.05
	1.693
	Coagulation factor XIII A chain (O08619)
	< 0.01
	1.427

	Coagulation factor XIII A chain (O08619)
	< 0.01
	1.274
	RCG35022, isoform CRA_b (G3V6B7)
	< 0.01
	1.691
	Bridging integrator 2 (Q68FR2)
	< 0.01
	1.422

	Proteasome subunit alpha type-4 (P21670)
	< 0.01
	1.26
	Uncharacterized protein (A0A0G2JW41)
	< 0.01
	1.678
	SECIS-binding protein 2-like (D4A7V0)
	≥ 0.01 and ≤ 0.05
	1.416

	Angiotensin-converting enzyme (P47820)
	< 0.01
	1.26
	Butyrophilin-like 7 (Q6MG93)
	> 0.05
	1.662
	Glutathione peroxidase 3 (P23764)
	< 0.01
	1.416

	Chromogranin-A (P10354)
	< 0.01
	1.251
	Immunoglobulin heavy constant mu (F1LM30)
	< 0.01
	1.662
	RCG21069 (D3ZCD6)
	< 0.01
	1.416

	Alpha-1-acid glycoprotein (A0A0H2UHF8)
	< 0.01
	1.247
	Uncharacterized protein (A0A0G2K304)
	< 0.01
	1.651
	Tropomyosin alpha-4 chain (P09495)
	< 0.01
	1.415

	Inter-alpha-trypsin inhibitor heavy chain 2 (D3ZFH5)
	< 0.01
	1.245
	Immunoglobulin kappa variable 4-53 (A0A0G2K6T8)
	< 0.01
	1.63
	14-3-3 protein beta/alpha (P35213)
	< 0.01
	1.408

	Uncharacterized protein (A0A0G2JWX0)
	< 0.01
	1.245
	Uncharacterized protein (F1M1R0)
	< 0.01
	1.612
	Fibrinogen-like protein 1 (Q5M8C6)
	< 0.01
	1.403

	Plasma protease C1 inhibitor (Q6P734)
	< 0.01
	1.243
	Uncharacterized protein (F1LTN6)
	< 0.01
	1.577
	Hyaluronidase (F1M963)
	≥ 0.01 and ≤ 0.05
	1.396

	Complement C5 (A0A096P6L9)
	< 0.01
	1.242
	Complement C1q subcomponent subunit B (G3V7N9)
	< 0.01
	1.566
	Complement C4B (Chido blood group) (Q6MG90)
	< 0.01
	1.394

	Bridging integrator 2 (Q68FR2)
	< 0.01
	1.239
	T-kininogen 1 (P01048)
	< 0.01
	1.558
	Fetub protein (Q6IRS6)
	< 0.01
	1.385

	Immunoglobulin heavy constant mu (F1LM30)
	< 0.01
	1.238
	Uncharacterized protein (M0R628)
	< 0.01
	1.54
	Serine protease inhibitor A3L (P05544)
	< 0.01
	1.374

	Keratin, type I cytoskeletal 15 (Q6IFV3)
	< 0.01
	1.234
	Proteasome subunit alpha type-4 (P21670)
	< 0.01
	1.532
	Serotransferrin (P12346)
	< 0.01
	1.361

	Apolipoprotein C-I (P19939)
	< 0.01
	1.229
	Similar to Ig variable region, light chain (F1M7I8)
	< 0.01
	1.516
	Desmoplakin (F1LMV6)
	> 0.05
	1.359

	Serine (Or cysteine) peptidase inhibitor, clade C (Antithrombin), member 1 (Q5M7T5)
	< 0.01
	1.226
	Desmoplakin (F1LMV6)
	> 0.05
	1.513
	Immunoglobulin kappa chain variable 13-85 (A0A0G2JZN1)
	< 0.01
	1.354

	Uncharacterized protein (D3ZMS7)
	< 0.01
	1.226
	Uncharacterized protein (M0R9U2)
	< 0.01
	1.504
	Serum amyloid P-component (A0A0H2UHH2)
	< 0.01
	1.354

	Platelet factor 4 (P06765)
	≥ 0.01 and ≤ 0.05
	1.224
	Fibrinogen gamma chain (P02680)
	< 0.01
	1.48
	RCG35022, isoform CRA_b (G3V6B7)
	< 0.01
	1.353

	Complement C4 (P08649)
	< 0.01
	1.212
	Uncharacterized protein (D3ZQR5)
	< 0.01
	1.473
	Interleukin 1 receptor accessory protein b (D1M8S3)
	< 0.01
	1.353

	Alpha-1-inhibitor III (G3V9J1)
	< 0.01
	1.2
	Alpha-1-acid glycoprotein (A0A0H2UHF8)
	< 0.01
	1.463
	Ceruloplasmin (A0A0G2K9I6)
	< 0.01
	1.346

	Glycosylphosphatidylinositol specific phospholipase D1, isoform CRA_a (G3V8B1)
	< 0.01
	0.798
	Uncharacterized protein (D3ZBB2)
	< 0.01
	1.462
	Dual specificity mitogen-activated protein kinase kinase 5 (Q62862)
	< 0.01
	1.333

	Uncharacterized protein (M0R8G6)
	< 0.01
	0.796
	Coagulation factor V (A0A0G2JXI1)
	< 0.01
	1.457
	Uncharacterized protein (F1M1Q7)
	< 0.01
	1.33

	Similar to Ig variable region, light chain (F1M7I8)
	< 0.01
	0.796
	Tenascin C (A0A0G2K1L0)
	< 0.01
	1.445
	Coagulation factor V (A0A0G2JXI1)
	< 0.01
	1.318

	Alpha-2-macroglobulin (P06238)
	< 0.01
	0.795
	CD5 antigen-like (Q4KM75)
	< 0.01
	1.443
	Inter-alpha-trypsin inhibitor heavy chain 2 (D3ZFH5)
	< 0.01
	1.315

	Uncharacterized protein (F1LWS4)
	< 0.01
	0.794
	Matrix metalloproteinase (E9PSM5)
	< 0.01
	1.436
	Transferrin receptor protein 1 (G3V679)
	< 0.01
	1.314

	Uncharacterized LOC691828 (M0RA79)
	< 0.01
	0.793
	Uncharacterized protein (D3ZMS7)
	< 0.01
	1.429
	Proteasome subunit alpha type-4 (P21670)
	< 0.01
	1.311

	Protein Z-dependent protease inhibitor (Q62975)
	< 0.01
	0.789
	Carboxylesterase 1C (P10959)
	< 0.01
	1.402
	Alpha-1-acid glycoprotein (A0A0H2UHF8)
	< 0.01
	1.308

	Aminopeptidase (A0A0G2JVE6)
	< 0.01
	0.787
	Apolipoprotein C-I (P19939)
	< 0.01
	1.367
	Alkaline phosphatase, tissue-nonspecific isozyme (P08289)
	≥ 0.01 and ≤ 0.05
	1.295

	Uncharacterized protein (D4A4L6)
	< 0.01
	0.787
	Keratin, type I cytoskeletal 15 (Q6IFV3)
	< 0.01
	1.354
	Immunoglobulin kappa variable 12-44 (A0A0G2K458)
	< 0.01
	1.287

	Alpha-1-inhibitor 3 (P14046)
	< 0.01
	0.782
	Uncharacterized protein (A0A0G2K332)
	< 0.01
	1.353
	Tubulin alpha-4A chain (Q5XIF6)
	< 0.01
	1.266

	Leukotriene A(4) hydrolase (Q499P2)
	< 0.01
	0.782
	Complement factor H (G3V9R2)
	< 0.01
	1.349
	Matrix metalloproteinase (E9PSM5)
	< 0.01
	1.261

	Uncharacterized protein (F1LTJ5)
	≥ 0.01 and ≤ 0.05
	0.781
	RNA polymerase II subunit B1 CTD phosphatase Rpap2 (Q5I0E6)
	< 0.01
	1.336
	Serine (Or cysteine) peptidase inhibitor, clade C (Antithrombin), member 1 (Q5M7T5)
	< 0.01
	1.249

	Cystatin-C (P14841)
	< 0.01
	0.779
	Globin c2 (A0A0G2JSV6)
	< 0.01
	1.326
	Uncharacterized protein (D3ZMS7)
	< 0.01
	1.239

	78 kDa glucose-regulated protein (P06761)
	< 0.01
	0.778
	Similar to Proteasome subunit beta type 3 (Proteasome theta chain) (D3Z8J0)
	≥ 0.01 and ≤ 0.05
	1.306
	Inter-alpha-trypsin inhibitor heavy chain H3 (D3ZBS2)
	< 0.01
	1.237

	Lecithin cholesterol acyltransferase (O35849)
	< 0.01
	0.775
	Calmodulin-regulated spectrin-associated protein 2 (D4AEC2)
	≥ 0.01 and ≤ 0.05
	1.304
	Tubulin beta chain (Q4QQV0)
	< 0.01
	1.233

	Tubulin alpha-1B chain (Q6P9V9)
	< 0.01
	0.773
	Superoxide dismutase [Cu-Zn] (P07632)
	< 0.01
	1.304
	Uncharacterized protein (A0A0G2K332)
	< 0.01
	1.232

	Vitronectin (Q3KR94)
	< 0.01
	0.772
	Selenoprotein P (P25236)
	< 0.01
	1.299
	Dipeptidyl peptidase 4 (A0A0G2K238)
	≥ 0.01 and ≤ 0.05
	1.229

	Growth hormone receptor (P16310)
	< 0.01
	0.77
	Hyaluronidase (F1M963)
	≥ 0.01 and ≤ 0.05
	1.297
	Dachshund family transcription factor 2 (F1LX95)
	> 0.05
	1.228

	Similar to TBC1 domain family, member 8; BUB2-like protein 1; vascular Rab-GAP/TBC-containing (Predicted), isoform CRA_a (F1LRL4)
	≥ 0.01 and ≤ 0.05
	0.77
	Ig lambda-2 chain C region (P20767)
	< 0.01
	1.296
	Similar to Proteasome subunit beta type 3 (Proteasome theta chain) (D3Z8J0)
	≥ 0.01 and ≤ 0.05
	1.222

	Neural cell adhesion molecule 1 (F1LUV9)
	< 0.01
	0.764
	Glutathione peroxidase 3 (P23764)
	< 0.01
	1.295
	Uncharacterized protein (A0A0G2JWX0)
	< 0.01
	1.218

	Ac1873 (Q7TQ70)
	< 0.01
	0.762
	Apolipoprotein C-II (Predicted) (G3V8D4)
	< 0.01
	1.293
	Uncharacterized protein (M0R9U2)
	< 0.01
	1.21

	Complement component C6 (Q811M5)
	< 0.01
	0.762
	Uncharacterized LOC691828 (M0RA79)
	< 0.01
	1.293
	RCG55135, isoform CRA_b (G3V852)
	< 0.01
	1.209

	Coagulation factor IX (P16296)
	< 0.01
	0.762
	Calreticulin (P18418)
	> 0.05
	1.288
	Guanine deaminase (Q9JKB7)
	< 0.01
	1.201

	Coagulation factor V (A0A0G2K3W2)
	< 0.01
	0.757
	Fibrinogen beta chain (P14480)
	< 0.01
	1.271
	Selenoprotein P (P25236)
	< 0.01
	0.8

	Nucleobindin-1 (Q63083)
	> 0.05
	0.757
	Proteasome subunit beta type (G3V7Q6)
	< 0.01
	1.271
	Protein Z-dependent protease inhibitor (Q62975)
	< 0.01
	0.799

	Uncharacterized protein (M0R5J4)
	< 0.01
	0.756
	Insulin-like growth factor-binding protein 3 (P15473)
	< 0.01
	1.267
	Coagulation factor IX (P16296)
	< 0.01
	0.797

	HGF activator (Q5EBA7)
	< 0.01
	0.754
	Serum amyloid P-component (A0A0H2UHH2)
	< 0.01
	1.266
	Transthyretin (P02767)
	< 0.01
	0.796

	Peptidase inhibitor 16 (A0A1W2Q642)
	< 0.01
	0.752
	Guanine deaminase (Q9JKB7)
	< 0.01
	1.265
	Ig lambda-2 chain C region (P20767)
	< 0.01
	0.794

	Adhesion G protein-coupled receptor F5 (A0A0G2JZZ0)
	< 0.01
	0.75
	Alpha-2-macroglobulin (P06238)
	< 0.01
	1.263
	Collectin sub-family member 10 (C-type lectin) (Predicted) (D4A7F6)
	< 0.01
	0.794

	Cathepsin B (P00787)
	< 0.01
	0.747
	Proteoglycan 4 (F1LRA5)
	< 0.01
	1.261
	Uncharacterized protein (D4ACR1)
	< 0.01
	0.793

	RCG61833 (F1LQS6)
	< 0.01
	0.746
	Serum albumin (P02770)
	< 0.01
	1.259
	Maltase-glucoamylase (D3ZTX4)
	< 0.01
	0.792

	Ig gamma-2B chain C region (P20761)
	< 0.01
	0.745
	Proteasome subunit beta type-2 (P40307)
	< 0.01
	1.256
	Keratinocyte differentiation-associated protein (P85411)
	< 0.01
	0.791

	14-3-3 protein eta (A0A0G2K2B8)
	< 0.01
	0.744
	Uncharacterized protein (F1M1Q7)
	< 0.01
	1.25
	Murinoglobulin-2 (Q6IE52)
	< 0.01
	0.79

	Complement C2 (Q6MG73)
	< 0.01
	0.742
	Proteasome subunit alpha type-5 (P34064)
	< 0.01
	1.248
	RCG64257-like (F1LTY5)
	< 0.01
	0.789

	Fc fragment of IgG-binding protein (D3ZJF8)
	< 0.01
	0.742
	Gelsolin (Q68FP1)
	< 0.01
	1.238
	Ighg protein-like (A0A0G2K3A6)
	< 0.01
	0.787

	Apolipoprotein B-100 (F1M6Z1)
	< 0.01
	0.739
	Proteasome subunit alpha type-3 (P18422)
	< 0.01
	1.236
	Hemoglobin subunit beta-2 (P11517)
	< 0.01
	0.786

	Insulin-like growth factor binding protein, acid labile subunit, isoform CRA_b (F1LRE2)
	< 0.01
	0.739
	C-type lectin domain family 3, member B (D3ZUU6)
	< 0.01
	1.232
	EGF-containing fibulin-like extracellular matrix protein 1 (O35568)
	< 0.01
	0.784

	Uncharacterized protein (A0A0G2K304)
	< 0.01
	0.738
	Transcription initiation factor IIA subunit 2 (O08950)
	≥ 0.01 and ≤ 0.05
	1.226
	Leukotriene A(4) hydrolase (Q499P2)
	< 0.01
	0.783

	Profilin-1 (P62963)
	< 0.01
	0.738
	Inter-alpha-trypsin inhibitor heavy chain 2 (D3ZFH5)
	< 0.01
	1.22
	Complement C7 (A0A0G2K7X7)
	< 0.01
	0.783

	Polymeric immunoglobulin receptor (P62963)
	≥ 0.01 and ≤ 0.05
	0.738
	Proteasome subunit alpha type-6 (P60901)
	< 0.01
	1.214
	Carboxylic ester hydrolase (G3V7J5)
	< 0.01
	0.778

	Cytosol aminopeptidase (Q68FS4)
	< 0.01
	0.737
	Uncharacterized protein (A0A0G2JY98)
	< 0.01
	1.212
	CD44 antigen (F1LSA1)
	< 0.01
	0.777

	Receptor protein-tyrosine kinase (G3V6K6)
	< 0.01
	0.735
	Histidine-rich glycoprotein (A0A0G2K3G0)
	< 0.01
	1.209
	Mannan-binding lectin serine peptidase 2 (A2VCV7)
	< 0.01
	0.776

	Inducible T-cell co-stimulator ligand (F1LVL2)
	< 0.01
	0.735
	Keratinocyte differentiation-associated protein (P85411)
	< 0.01
	1.209
	Complement C3 (M0RBF1)
	< 0.01
	0.775

	Murinoglobulin-2 (Q6IE52)
	< 0.01
	0.734
	78 kDa glucose-regulated protein (P06761)
	< 0.01
	0.795
	Apolipoprotein A-I (P04639)
	< 0.01
	0.773

	Uncharacterized protein (A0A0G2JY98)
	< 0.01
	0.733
	Mesothelin (Q9ERA7)
	< 0.01
	0.792
	Prosaposin (F7EPE0)
	< 0.01
	0.773

	Collagen type VI alpha 1 chain (D3ZUL3)
	< 0.01
	0.731
	C-type lectin domain family 11 member A (O88201)
	< 0.01
	0.792
	Cystatin-C (P14841)
	< 0.01
	0.771

	RCG64257-like (F1LTY5)
	< 0.01
	0.731
	Uncharacterized protein (F1LTJ5)
	≥ 0.01 and ≤ 0.05
	0.792
	Protein disulfide-isomerase (P04785)
	< 0.01
	0.769

	Myosin, heavy polypeptide 9, non-muscle (G3V6P7)
	< 0.01
	0.73
	Serpin family F member 2 (F7FHF3)
	< 0.01
	0.787
	Dolichyl-phosphate mannosyltransferase subunit 1, catalytic (D4A8N1)
	> 0.05
	0.769

	Peptidoglycan recognition protein 2 (M0R485)
	< 0.01
	0.729
	Protein AMBP (Q64240)
	< 0.01
	0.786
	Lipase (D3ZUQ1)
	< 0.01
	0.768

	30 kDa adipocyte complement-related protein (Q8K3R4)
	< 0.01
	0.729
	Coagulation factor XIII A chain (O08619)
	< 0.01
	0.785
	Histidine-rich glycoprotein (A0A0G2K3G0)
	< 0.01
	0.767

	Uncharacterized protein (F1M1R0)
	< 0.01
	0.727
	Receptor protein-tyrosine kinase (G3V6K6)
	< 0.01
	0.784
	Adhesion G protein-coupled receptor F5 (A0A0G2JZZ0)
	< 0.01
	0.767

	Heat shock cognate 71 kDa protein (M0R8M9)
	< 0.01
	0.725
	Sialate O-acetylesterase (A0A0A0MY22)
	≥ 0.01 and ≤ 0.05
	0.781
	Filamin A (C0JPT7)
	< 0.01
	0.767

	Osteoglycin (D3ZVB7)
	< 0.01
	0.725
	ABI family member 3-binding protein (F1M0R2)
	< 0.01
	0.781
	RCG49849 (D3ZAE6)
	< 0.01
	0.765

	Creatine kinase B-type (P07335)
	< 0.01
	0.721
	Complement C2 (Q6MG73)
	< 0.01
	0.78
	Proteasome subunit beta type (A0A0G2JSL0)
	< 0.01
	0.764

	Follistatin-related protein 1 (Q62632)
	< 0.01
	0.718
	Alpha globin (Q63910)
	< 0.01
	0.779
	Hemoglobin subunit beta-1 (P02091)
	< 0.01
	0.763

	Protein disulfide-isomerase (P04785)
	< 0.01
	0.717
	HGF activator (Q5EBA7)
	< 0.01
	0.778
	Vitronectin (Q3KR94)
	< 0.01
	0.762

	Carboxypeptidase Q (Q6IRK9)
	< 0.01
	0.715
	Extracellular matrix protein 1 (Q62894)
	< 0.01
	0.778
	Thrombospondin-4 (P49744)
	< 0.01
	0.761

	Collagen type VI alpha 2 chain (F1LNH3)
	≥ 0.01 and ≤ 0.05
	0.715
	Inter-alpha-trypsin inhibitor heavy chain H3 (D3ZBS2)
	< 0.01
	0.775
	RCG61833 (F1LQS6)
	< 0.01
	0.755

	Complement C1q subcomponent subunit C (A0A0H2UHK1)
	< 0.01
	0.713
	Complement C4B (Chido blood group) (Q6MG90)
	< 0.01
	0.756
	Apolipoprotein A-II (P04638)
	< 0.01
	0.753

	C4b-binding protein alpha chain (Q5M891)
	< 0.01
	0.71
	Cystatin-C (P14841)
	< 0.01
	0.751
	Uncharacterized protein (M0R628)
	< 0.01
	0.752

	Extracellular matrix protein 1 (Q62894)
	< 0.01
	0.71
	Immunoglobulin heavy constant mu (F1LPR6)
	< 0.01
	0.751
	Coagulation factor XIII B chain (B1H260)
	< 0.01
	0.752

	EGF-containing fibulin-like extracellular matrix protein 1 (O35568)
	< 0.01
	0.71
	Xaa-Pro dipeptidase (Q5I0D7)
	< 0.01
	0.748
	Mannose-binding protein A (P19999)
	< 0.01
	0.744

	Protein Z, vitamin K-dependent plasma glycoprotein (G3V8K8)
	< 0.01
	0.705
	Uncharacterized protein (M0R4Z4)
	< 0.01
	0.747
	Serpin A11 (Q7TPA5)
	< 0.01
	0.743

	Immunoglobulin joining chain (G3V6G1)
	< 0.01
	0.705
	Ceruloplasmin (P13635)
	< 0.01
	0.746
	Plasminogen (Q01177)
	< 0.01
	0.742

	Leukemia inhibitory factor receptor (G3V7K2)
	< 0.01
	0.702
	Proteasome subunit beta type-4 (P34067)
	< 0.01
	0.744
	Nucleobindin-1 (Q63083)
	> 0.05
	0.74

	Nucleotide exchange factor SIL1 (Q6P6S4)
	≥ 0.01 and ≤ 0.05
	0.7
	Tropomyosin alpha-4 chain (P09495)
	< 0.01
	0.743
	Immunoglobulin kappa variable 1-35 (M0RD98)
	< 0.01
	0.736

	Rho GDP-dissociation inhibitor 1 (Q5XI73)
	< 0.01
	0.699
	Von Willebrand factor (F1M957)
	< 0.01
	0.742
	Complement C1q subcomponent subunit A (P31720)
	< 0.01
	0.731

	Immunoglobulin heavy variable 7-4 (F1LXY6)
	≥ 0.01 and ≤ 0.05
	0.699
	Beta-2-microglobulin (P07151)
	< 0.01
	0.741
	Cathepsin B (P00787)
	< 0.01
	0.731

	Periostin (D3ZAF5)
	< 0.01
	0.697
	Apolipoprotein C-III (A0A0G2K8Q1)
	< 0.01
	0.741
	Nucleotide exchange factor SIL1 (Q6P6S4)
	≥ 0.01 and ≤ 0.05
	0.729

	Leucine-rich alpha-2-glycoprotein 1 (Q5I0E1)
	< 0.01
	0.697
	Protein Z-dependent protease inhibitor (Q62975)
	< 0.01
	0.739
	Proteasome subunit beta type-4 (P34067)
	< 0.01
	0.728

	RCG52996, isoform CRA_a (Q6AYR1)
	< 0.01
	0.697
	Leucine-rich alpha-2-glycoprotein 1 (Q5I0E1)
	< 0.01
	0.734
	Carbonic anhydrase 2 (P27139)
	< 0.01
	0.726

	Uncharacterized protein (F1M663)
	< 0.01
	0.696
	Immunoglobulin heavy constant mu (F1LN61)
	< 0.01
	0.733
	Uncharacterized protein (D3ZC54)
	< 0.01
	0.725

	Neuroplastin (P97546)
	< 0.01
	0.694
	Glycosylphosphatidylinositol specific phospholipase D1, isoform CRA_a (G3V8B1)
	< 0.01
	0.73
	Uncharacterized protein (D3ZZ08)
	< 0.01
	0.722

	RCG49849 (D3ZAE6)
	< 0.01
	0.693
	Vitronectin (Q3KR94)
	< 0.01
	0.73
	Complement component C8 beta chain (P55314)
	< 0.01
	0.717

	Globin a1 (Q62669)
	< 0.01
	0.691
	Transforming growth factor, beta-induced (D4A8G5)
	< 0.01
	0.724
	Ac1873 (Q7TQ70)
	< 0.01
	0.714

	Ig lambda-2 chain C region (P20767)
	< 0.01
	0.691
	Insulin-like growth factor binding protein, acid labile subunit, isoform CRA_b (F1LRE2)
	< 0.01
	0.724
	Phosphoglycerate kinase 1 (P16617)
	≥ 0.01 and ≤ 0.05
	0.714

	Uncharacterized protein (A0A0G2K5D2)
	< 0.01
	0.689
	Ig gamma-2A chain C region (P20760)
	< 0.01
	0.723
	SPARC (P16975)
	< 0.01
	0.711

	Nectin cell adhesion molecule 4 (D3ZET1)
	≥ 0.01 and ≤ 0.05
	0.689
	Carboxypeptidase N subunit 2 (F1LQT4)
	< 0.01
	0.723
	Suprabasin (F7FEM5)
	< 0.01
	0.709

	Apolipoprotein C-IV (P55797)
	< 0.01
	0.684
	Uncharacterized protein (A0A0G2K5D2)
	< 0.01
	0.721
	RCG52996, isoform CRA_a (Q6AYR1)
	< 0.01
	0.705

	Carbonic anhydrase 1 (B0BNN3)
	< 0.01
	0.683
	Uncharacterized protein (M0R5J4)
	< 0.01
	0.72
	Uncharacterized protein (A0A0G2JW41)
	< 0.01
	0.704

	Hemoglobin subunit alpha-1/2 (P01946)
	< 0.01
	0.68
	C4b-binding protein alpha chain (Q5M891)
	< 0.01
	0.72
	Coagulation factor V (A0A0G2K3W2)
	< 0.01
	0.701

	Osteopontin (P08721)
	< 0.01
	0.679
	Contactin-1 (Q63198)
	< 0.01
	0.716
	Proteoglycan 4 (F1LRA5)
	< 0.01
	0.7

	Alkaline phosphatase, tissue-nonspecific isozyme (P08289)
	≥ 0.01 and ≤ 0.05
	0.676
	Neural cell adhesion molecule 1 (F1LUV9)
	< 0.01
	0.716
	Dipeptidyl peptidase 1 (P80067)
	≥ 0.01 and ≤ 0.05
	0.698

	Alpha-1,2-Mannosidase (A0A0G2JW29)
	< 0.01
	0.673
	Complement factor properdin (B0BNN4)
	< 0.01
	0.716
	Complement C8 gamma chain (D3ZPI8)
	< 0.01
	0.697

	Uncharacterized protein (A0A0G2K3L1)
	< 0.01
	0.671
	Uncharacterized protein (M0R936)
	< 0.01
	0.716
	Plexin B2 (D3ZQ57)
	< 0.01
	0.694

	Superoxide dismutase [Cu-Zn] (P07632)
	< 0.01
	0.671
	Complement factor H-related protein B (A0A0G2JYC4)
	< 0.01
	0.715
	Nectin cell adhesion molecule 3 (D4A5C0)
	≥ 0.01 and ≤ 0.05
	0.694

	Fructose-bisphosphate aldolase A (P05065)
	< 0.01
	0.669
	Apolipoprotein A-II (P04638)
	< 0.01
	0.714
	Apolipoprotein C-II (Predicted) (G3V8D4)
	< 0.01
	0.693

	Uncharacterized protein (M0R4X3)
	< 0.01
	0.669
	Similar to TBC1 domain family, member 8; BUB2-like protein 1; vascular Rab-GAP/TBC-containing (Predicted), isoform CRA_a (F1LRL4)
	≥ 0.01 and ≤ 0.05
	0.714
	Actin, cytoplasmic 2 (P63259)
	< 0.01
	0.693

	Latent-transforming growth factor beta-binding protein 1 (D3ZAA3)
	≥ 0.01 and ≤ 0.05
	0.667
	Ig gamma-2C chain C region (P20762)
	≥ 0.01 and ≤ 0.05
	0.713
	Alpha-1,2-Mannosidase (A0A0G2JW29)
	< 0.01
	0.692

	Fibulin-1 (B1WC21)
	< 0.01
	0.663
	Aminopeptidase (A0A0G2JVE6)
	< 0.01
	0.707
	Uncharacterized protein (D3ZQR5)
	< 0.01
	0.688

	Apolipoprotein C-III (A0A0G2K8Q1)
	< 0.01
	0.657
	Apolipoprotein E (A0A0G2K151)
	< 0.01
	0.702
	Thyroxine-binding globulin (A0A140TAB0)
	< 0.01
	0.685

	Galectin-3-binding protein (O70513)
	< 0.01
	0.657
	Protein disulfide-isomerase (P04785)
	< 0.01
	0.702
	UDP-glucose pyrophosphorylase 2 (Q4V8I9)
	≥ 0.01 and ≤ 0.05
	0.684

	UDP-glucose pyrophosphorylase 2 (Q4V8I9)
	≥ 0.01 and ≤ 0.05
	0.656
	Apolipoprotein H (Q5I0M1)
	< 0.01
	0.699
	Mannose-binding protein C (A0A140UHW8)
	< 0.01
	0.684

	LDL receptor-related protein 1 (G3V928)
	≥ 0.01 and ≤ 0.05
	0.654
	NADP-dependent malic enzyme (P13697)
	≥ 0.01 and ≤ 0.05
	0.699
	Uncharacterized protein (F1M663)
	< 0.01
	0.683

	Phosphodiesterase (G3V7V8)
	< 0.01
	0.647
	Inducible T-cell co-stimulator ligand (F1LVL2)
	< 0.01
	0.693
	Complement C8 alpha chain (D3ZWD6)
	< 0.01
	0.682

	Dermatopontin (B2RZ77)
	< 0.01
	0.646
	RCG64257-like (F1LTY5)
	< 0.01
	0.692
	Uncharacterized protein (A0A0G2K5X3)
	< 0.01
	0.679

	Lipase (D3ZUQ1)
	< 0.01
	0.644
	Corticosteroid-binding globulin (P31211)
	< 0.01
	0.691
	Complement C1q subcomponent subunit C (A0A0H2UHK1)
	< 0.01
	0.679

	Pyruvate kinase PKM (P11980)
	< 0.01
	0.643
	Fc fragment of IgG-binding protein (D3ZJF8)
	< 0.01
	0.687
	Uncharacterized LOC691828 (M0RA79)
	< 0.01
	0.678

	Hemoglobin subunit beta-2 (P11517)
	< 0.01
	0.642
	Similar to alpha-fetoprotein (F7FAY5)
	< 0.01
	0.684
	Leucine-rich alpha-2-glycoprotein 1 (Q5I0E1)
	< 0.01
	0.675

	Apolipoprotein H (Q5I0M1)
	< 0.01
	0.641
	Proteasome subunit beta type-1 (P18421)
	< 0.01
	0.683
	Phosphodiesterase (G3V7V8)
	< 0.01
	0.673

	Ras-related protein Rap-1A (P62836)
	< 0.01
	0.641
	Heat shock cognate 71 kDa protein (M0R8M9)
	< 0.01
	0.682
	Immunoglobulin joining chain (G3V6G1)
	< 0.01
	0.668

	ADP-ribosylation factor 3 (A0A0G2K9H8)
	≥ 0.01 and ≤ 0.05
	0.641
	Sushi, nidogen and EGF-like domain-containing protein 1 (Q5ZQU0)
	≥ 0.01 and ≤ 0.05
	0.682
	Growth hormone receptor (P16310)
	< 0.01
	0.667

	Endoplasmin (A0A0A0MY09)
	< 0.01
	0.64
	Carboxylic ester hydrolase (D3ZGK7)
	< 0.01
	0.681
	Fibulin-1 (B1WC21)
	< 0.01
	0.664

	Ig kappa chain V region S211 (P01681)
	< 0.01
	0.639
	Adhesion G protein-coupled receptor F5 (A0A0G2JZZ0)
	< 0.01
	0.68
	Uncharacterized protein (M0R7Q2)
	< 0.01
	0.661

	RCG39455, isoform CRA_a (G3V8X6)
	< 0.01
	0.638
	Pyruvate kinase PKM (P11980)
	< 0.01
	0.679
	Xaa-Pro dipeptidase (Q5I0D7)
	< 0.01
	0.66

	Nectin cell adhesion molecule 3 (D4A5C0)
	≥ 0.01 and ≤ 0.05
	0.637
	Actin, cytoplasmic 1 (P60711)
	< 0.01
	0.678
	Transforming growth factor, beta-induced (D4A8G5)
	< 0.01
	0.66

	Di-N-acetylchitobiase (Q01460)
	< 0.01
	0.636
	Leukemia inhibitory factor receptor (G3V7K2)
	< 0.01
	0.675
	Alpha-1-inhibitor 3 (P14046)
	< 0.01
	0.655

	Von Willebrand factor (F1M957)
	< 0.01
	0.635
	Plexin B2 (D3ZQ57)
	< 0.01
	0.674
	Uncharacterized protein (A0A0G2K290)
	< 0.01
	0.655

	Fibulin-1 (D3ZQ25)
	< 0.01
	0.634
	Protein Z, vitamin K-dependent plasma glycoprotein (G3V8K8)
	< 0.01
	0.67
	Similar to alpha-fetoprotein (F7FAY5)
	< 0.01
	0.653

	Biotinidase (A0A140TAI2)
	< 0.01
	0.633
	LDL receptor-related protein 1 (G3V928)
	≥ 0.01 and ≤ 0.05
	0.67
	Galectin-3-binding protein ()
	< 0.01
	0.652

	Suprabasin (F7FEM5)
	< 0.01
	0.633
	RCG61833 (F1LQS6)
	< 0.01
	0.669
	Collagen alpha-1(III) chain (P13941)
	< 0.01
	0.65

	Uncharacterized protein (D3ZZ08)
	< 0.01
	0.632
	Sulfhydryl oxidase 1 (Q6IUU3)
	< 0.01
	0.669
	Leukemia inhibitory factor receptor (G3V7K2)
	< 0.01
	0.648

	CD44 antigen (F1LSA1)
	< 0.01
	0.632
	Peptidase inhibitor 16 (A0A1W2Q642)
	< 0.01
	0.667
	Peroxiredoxin-2 (A0A0G2JSH9)
	< 0.01
	0.646

	Complement C1r subcomponent-like protein (F1LP96)
	> 0.05
	0.632
	Lipase (D3ZUQ1)
	< 0.01
	0.667
	Biotinidase (A0A140TAI2)
	< 0.01
	0.646

	Sucrase-isomaltase, intestinal (P23739)
	≥ 0.01 and ≤ 0.05
	0.63
	Vinculin (A0A0G2K8V2)
	< 0.01
	0.665
	Cadherin-1 (Q9R0T4)
	< 0.01
	0.644

	Sulfhydryl oxidase 1  (Q6IUU3)
	< 0.01
	0.629
	CD44 antigen (F1LSA1)
	< 0.01
	0.664
	Leucine-rich repeat-containing protein 57-like (A0A0G2KBC0)
	≥ 0.01 and ≤ 0.05
	0.644

	Actin, cytoplasmic 2  (P63259)
	< 0.01
	0.626
	Glycoprotein Ib platelet alpha subunit (D3ZQU7)
	< 0.01
	0.663
	Carboxypeptidase Q (Q6IRK9)
	< 0.01
	0.644

	Ig gamma-2C chain C region (P20762)
	≥ 0.01 and ≤ 0.05
	0.622
	Osteoglycin (D3ZVB7)
	< 0.01
	0.659
	Di-N-acetylchitobiase (Q01460)
	< 0.01
	0.643

	Microfibril-associated glycoprotein 4-like (D4A7W8)
	< 0.01
	0.621
	Periostin (D3ZAF5)
	< 0.01
	0.658
	Collagen type VI alpha 1 chain (D3ZUL3)
	< 0.01
	0.64

	Proteasome subunit beta type-4 (P34067)
	< 0.01
	0.619
	Immunoglobulin heavy variable 7-4 (F1LXY6)
	≥ 0.01 and ≤ 0.05
	0.653
	Polymeric immunoglobulin receptor (A0A0G2K639)
	≥ 0.01 and ≤ 0.05
	0.635

	Plexin B2 (D3ZQ57)
	< 0.01
	0.619
	Nectin cell adhesion molecule 3 (D4A5C0)
	≥ 0.01 and ≤ 0.05
	0.653
	Ras-related protein Rap-1A (P62836)
	< 0.01
	0.633

	Proteasome subunit beta type (A0A0G2JSL0)
	< 0.01
	0.618
	Cadherin-1 (Q9R0T4)
	< 0.01
	0.651
	Complement component C6 (Q811M5)
	< 0.01
	0.626

	Cell growth regulator with EF hand domain 1, isoform CRA_b (A0A0A0MXV3)
	< 0.01
	0.615
	SPARC (P16975)
	< 0.01
	0.649
	Uncharacterized protein (M0RBK4)
	< 0.01
	0.625

	Uncharacterized protein (D3ZC54)
	< 0.01
	0.613
	Dolichyl-phosphate mannosyltransferase subunit 1, catalytic (D4A8N1)
	> 0.05
	0.647
	Tubulin alpha-1B chain (Q6P9V9)
	< 0.01
	0.624

	SPARC (P16975)
	< 0.01
	0.612
	Tubulin alpha-1B chain (Q6P9V9)
	< 0.01
	0.646
	Fructose-bisphosphate aldolase A (P05065)
	< 0.01
	0.624

	Complement factor properdin (B0BNN4)
	< 0.01
	0.61
	Actin, alpha cardiac muscle 1 (P68035)
	< 0.01
	0.645
	Alpha globin (Q63910)
	< 0.01
	0.621

	Filamin A (C0JPT7)
	< 0.01
	0.607
	Cartilage oligomeric matrix protein (M0RBU0)
	< 0.01
	0.64
	ADP-ribosylation factor 3 (A0A0G2K9H8)
	≥ 0.01 and ≤ 0.05
	0.62

	Proprotein convertase subtilisin/kexin type 9 (P59996)
	< 0.01
	0.607
	Carbonic anhydrase 2 (P27139)
	< 0.01
	0.637
	Neuroplastin (P97546)
	< 0.01
	0.616

	Phosphoglycerate kinase 1 (P16617)
	≥ 0.01 and ≤ 0.05
	0.606
	Cell growth regulator with EF hand domain 1, isoform CRA_b (A0A0A0MXV3)
	< 0.01
	0.636
	SCY1-like pseudokinase 2 (A0A0G2JVC2)
	> 0.05
	0.611

	Serine (Or cysteine) proteinase inhibitor, clade A (Alpha-1 antiproteinase, antitrypsin), member 4 (Q5M8C3)
	< 0.01
	0.604
	Peptidoglycan recognition protein 2 (M0R485)
	< 0.01
	0.635
	Uncharacterized protein (F1LTN6)
	< 0.01
	0.61

	Cartilage oligomeric matrix protein (M0RBU0)
	< 0.01
	0.603
	Proteasome subunit alpha type-1 (P18420)
	< 0.01
	0.632
	Uncharacterized protein (A0A0G2K4K2)
	< 0.01
	0.605

	Carbonic anhydrase 2 (P27139)
	< 0.01
	0.597
	Alpha-1,2-Mannosidase (A0A0G2JW29)
	< 0.01
	0.63
	Protein Z, vitamin K-dependent plasma glycoprotein (G3V8K8)
	< 0.01
	0.605

	Proteasome subunit alpha type-1 (P18420)
	< 0.01
	0.595
	Retinol-binding protein 4 (P04916)
	< 0.01
	0.63
	Ig gamma-2C chain C region (P20762)
	≥ 0.01 and ≤ 0.05
	0.604

	Uncharacterized protein (A0A0G2K290)
	< 0.01
	0.588
	Thrombospondin-4 (P49744)
	< 0.01
	0.629
	Periostin (D3ZAF5)
	< 0.01
	0.6

	Carboxylic ester hydrolase (G3V7J5)
	< 0.01
	0.579
	Fibulin-1 (D3ZQ25)
	< 0.01
	0.624
	Uncharacterized protein (A0A0G2K980)
	< 0.01
	0.597

	NADP-dependent malic enzyme (P13697)
	≥ 0.01 and ≤ 0.05
	0.579
	Ras-related protein Rap-1A (P62836)
	< 0.01
	0.618
	HGF activator (Q5EBA7)
	< 0.01
	0.593

	Uncharacterized protein (F1LTN6)
	< 0.01
	0.578
	Leucine-rich repeat-containing protein 57-like (A0A0G2KBC0)
	≥ 0.01 and ≤ 0.05
	0.618
	Uncharacterized protein (A0A0G2K5D2)
	< 0.01
	0.589

	Similar to alpha-fetoprotein (F7FAY5)
	< 0.01
	0.568
	Suprabasin (F7FEM5)
	< 0.01
	0.617
	Hemopexin (P20059)
	< 0.01
	0.586

	Proteasome subunit beta type-1 (P18421)
	< 0.01
	0.562
	EGF-containing fibulin-like extracellular matrix protein 1 (O35568)
	< 0.01
	0.615
	Fibulin-1 (D3ZQ25)
	< 0.01
	0.586

	Hemoglobin subunit beta-1 (P02091)
	< 0.01
	0.56
	Uncharacterized protein (A0A0G2JX36)
	< 0.01
	0.605
	C4b-binding protein beta chain (A0A5C5)
	< 0.01
	0.583

	Uncharacterized protein (A0A0G2K5X3)
	< 0.01
	0.552
	Fructose-bisphosphate aldolase A (P05065)
	< 0.01
	0.603
	Uncharacterized protein (M0R4Z4)
	< 0.01
	0.581

	Uncharacterized protein (F1M4R1)
	< 0.01
	0.549
	Growth hormone receptor (P16310)
	< 0.01
	0.602
	Spermidine/spermine N1-acetyl transferase 2 (Predicted), isoform CRA_a (D3Z9J8)
	≥ 0.01 and ≤ 0.05
	0.579

	Sushi, nidogen and EGF-like domain-containing protein 1 (Q5ZQU0)
	≥ 0.01 and ≤ 0.05
	0.549
	Profilin-1 (P62963)
	< 0.01
	0.601
	Proteasome subunit beta type-1 (P18421)
	< 0.01
	0.573

	Leucine-rich repeat-containing protein 57-like (A0A0G2KBC0)
	≥ 0.01 and ≤ 0.05
	0.547
	Nucleotide exchange factor SIL1 (Q6P6S4)
	≥ 0.01 and ≤ 0.05
	0.601
	Immunoglobulin heavy constant mu (F1LPR6)
	< 0.01
	0.572

	Uncharacterized protein (D3ZFF8)
	< 0.01
	0.543
	Peroxiredoxin-2 (A0A0G2JSH9)
	< 0.01
	0.6
	Proteasome subunit alpha type-1 (P18420)
	< 0.01
	0.568

	Proteasome subunit beta type-10 (Q4KM35)
	< 0.01
	0.537
	Microfibril-associated glycoprotein 4-like (D4A7W8)
	< 0.01
	0.599
	Similar to Ig variable region, light chain (D3ZYE2)
	< 0.01
	0.568

	Retinol-binding protein 4 (P04916)
	< 0.01
	0.535
	Biotinidase (A0A140TAI2)
	< 0.01
	0.598
	LDL receptor-related protein 1 (G3V928)
	≥ 0.01 and ≤ 0.05
	0.565

	Uncharacterized protein (M0RBK4)
	< 0.01
	0.528
	Complement component C6 (Q811M5)
	< 0.01
	0.594
	Apolipoprotein E (A0A0G2K151)
	< 0.01
	0.56

	Uncharacterized protein (D3ZQR5)
	< 0.01
	0.527
	RCG49849 (D3ZAE6)
	< 0.01
	0.589
	Fc fragment of IgG-binding protein (D3ZJF8)
	< 0.01
	0.556

	Nidogen-1 (F1LM84)
	≥ 0.01 and ≤ 0.05
	0.524
	RT1 class I, locus CE10 (F7EWE4)
	< 0.01
	0.588
	Alpha-1-inhibitor III (G3V9J1)
	< 0.01
	0.553

	Ighg protein-like (A0A0G2K3A6)
	< 0.01
	0.519
	Murinoglobulin-2 (Q6IE52)
	< 0.01
	0.585
	RCG39455, isoform CRA_a (G3V8X6)
	< 0.01
	0.552

	Zinc finger protein 287 (D4A516)
	> 0.05
	0.511
	Phosphodiesterase (G3V7V8)
	< 0.01
	0.585
	Afamin (G3V9R9)
	< 0.01
	0.551

	Immunoglobulin kappa chain variable 15-103 (A0A0G2K1F0)
	≥ 0.01 and ≤ 0.05
	0.504
	Latent-transforming growth factor beta-binding protein 1 (D3ZAA3)
	≥ 0.01 and ≤ 0.05
	0.578
	Immunoglobulin heavy variable 7-4 (F1LXY6)
	≥ 0.01 and ≤ 0.05
	0.55

	Major urinary protein (P02761)
	< 0.01
	0.503
	Bridging integrator 2 (Q68FR2)
	< 0.01
	0.576
	Complement C2 (Q6MG73)
	< 0.01
	0.545

	Uncharacterized protein (A0A0G2K4K2)
	< 0.01
	0.503
	Sucrase-isomaltase, intestinal (P23739)
	≥ 0.01 and ≤ 0.05
	0.568
	Uncharacterized protein (M0RCC9)
	< 0.01
	0.544

	Uncharacterized protein (M0R936)
	< 0.01
	0.501
	Adenylyl cyclase-associated protein 1 (Q08163)
	< 0.01
	0.564
	Complement C1r subcomponent-like protein (F1LP96)
	> 0.05
	0.541

	Thyroxine-binding globulin (A0A140TAB0)
	< 0.01
	0.501
	RCG39455, isoform CRA_a (G3V8X6)
	< 0.01
	0.564
	Cartilage oligomeric matrix protein (M0RBU0)
	< 0.01
	0.536

	Dipeptidyl peptidase 1 (P80067)
	≥ 0.01 and ≤ 0.05
	0.499
	Serine (Or cysteine) proteinase inhibitor, clade A (Alpha-1 antiproteinase, antitrypsin), member 4 (Q5M8C3)
	< 0.01
	0.564
	Proteasome subunit beta type-10 (Q4KM35)
	< 0.01
	0.536

	Immunoglobulin heavy constant mu (F1LPR6)
	< 0.01
	0.498
	Proprotein convertase subtilisin/kexin type 9 (P59996)
	< 0.01
	0.559
	Uncharacterized protein (D3ZFF8)
	< 0.01
	0.535

	Uncharacterized protein (A0A0G2K3L5)
	< 0.01
	0.497
	Fructose-bisphosphate aldolase B (P00884)
	≥ 0.01 and ≤ 0.05
	0.556
	Sucrase-isomaltase, intestinal (P23739)
	≥ 0.01 and ≤ 0.05
	0.53

	Uncharacterized protein (M0R4Z4)
	< 0.01
	0.494
	Fibulin-1 (B1WC21)
	< 0.01
	0.546
	Uncharacterized protein (F1M4R1)
	< 0.01
	0.53

	Coagulation factor XI (A0A0G2K4I9)
	≥ 0.01 and ≤ 0.05
	0.492
	Proteasome subunit beta type-10 (Q4KM35)
	< 0.01
	0.542
	ArfGAP with SH3 domain, ankyrin repeat and PH domain 2 (A0A0G2K808)
	> 0.05
	0.527

	Cadherin-1 (Q9R0T4)
	< 0.01
	0.485
	Neuroplastin (P97546)
	< 0.01
	0.536
	Aa2-028 (Q7TMC3)
	< 0.01
	0.524

	ArfGAP with SH3 domain, ankyrin repeat and PH domain 2 (A0A0G2K808)
	> 0.05
	0.485
	Uncharacterized protein (F1LZY6)
	< 0.01
	0.534
	Nidogen-1 (F1LM84)
	≥ 0.01 and ≤ 0.05
	0.523

	Peroxiredoxin-2 (A0A0G2JSH9)
	< 0.01
	0.483
	Dipeptidyl peptidase 1 (P80067)
	≥ 0.01 and ≤ 0.05
	0.533
	Latent-transforming growth factor beta-binding protein 1 (D3ZAA3)
	≥ 0.01 and ≤ 0.05
	0.519

	Ficolin (Collagen/fibrinogen domain containing) 1 (Q5M8B4)
	< 0.01
	0.474
	Galectin-3-binding protein (O70513)
	< 0.01
	0.531
	Tubulin beta chain (M0R8B6)
	< 0.01
	0.519

	Uncharacterized protein (A0A0G2JZV7)
	< 0.01
	0.471
	Complement C1r subcomponent-like protein (F1LP96)
	> 0.05
	0.529
	Uncharacterized protein (F1LWS4)
	< 0.01
	0.518

	Protein tyrosine phosphatase, receptor type, G (F1LP13)
	< 0.01
	0.467
	Di-N-acetylchitobiase (Q01460)
	< 0.01
	0.528
	Insulin-like growth factor binding protein, acid labile subunit, isoform CRA_b (F1LRE2)
	< 0.01
	0.511

	Immunoglobulin heavy constant mu (F1LN61)
	< 0.01
	0.457
	Uncharacterized protein (M0R8G6)
	< 0.01
	0.522
	Complement factor H-related protein B (A0A0G2JYC4)
	< 0.01
	0.51

	Phosphoglycerate mutase 1 (P25113)
	< 0.01
	0.452
	Nidogen-1 (F1LM84)
	≥ 0.01 and ≤ 0.05
	0.516
	NADP-dependent malic enzyme (P13697)
	≥ 0.01 and ≤ 0.05
	0.509

	Alpha globin (Q63910)
	< 0.01
	0.437
	Rho GDP-dissociation inhibitor 1 (Q5XI73)
	< 0.01
	0.515
	Complement component C9 (F7F389)
	< 0.01
	0.507

	Tubulin beta chain (M0R8B6)
	< 0.01
	0.437
	Tubulin alpha-4A chain (Q5XIF6)
	< 0.01
	0.514
	Uncharacterized protein (A0A0G2JZV7)
	< 0.01
	0.507

	Carboxypeptidase B2 (Q9EQV9)
	< 0.01
	0.436
	Endoplasmin (A0A0A0MY09)
	< 0.01
	0.511
	Serine (Or cysteine) proteinase inhibitor, clade A (Alpha-1 antiproteinase, antitrypsin), member 4 (Q5M8C3)
	< 0.01
	0.505

	Similar to Ig variable region, light chain (D3ZYE2)
	< 0.01
	0.43
	Ficolin (Collagen/fibrinogen domain containing) 1 (Q5M8B4)
	< 0.01
	0.508
	Collagen type VI alpha 2 chain (F1LNH3)
	≥ 0.01 and ≤ 0.05
	0.502

	Glutathione S-transferase (G3V8H3)
	≥ 0.01 and ≤ 0.05
	0.425
	Carboxypeptidase Q (Q6IRK9)
	< 0.01
	0.505
	Zinc finger protein 287 (D4A516)
	> 0.05
	0.498

	Proteasome subunit alpha type-7 (P48004)
	< 0.01
	0.416
	Nectin cell adhesion molecule 4 (D3ZET1)
	≥ 0.01 and ≤ 0.05
	0.503
	Ig kappa chain V region S211 (P01681)
	< 0.01
	0.494

	Ubiquitin carboxyl-terminal hydrolase 1 (Q569C3)
	> 0.05
	0.402
	Alpha-actinin-1 (Q6T487)
	> 0.05
	0.496
	Extracellular matrix protein 1 (Q62894)
	< 0.01
	0.489

	Uncharacterized protein (M0RCC9)
	< 0.01
	0.382
	RCG55135, isoform CRA_b (G3V852)
	< 0.01
	0.495
	Dermatopontin (B2RZ77)
	< 0.01
	0.488

	Leucyl-tRNA synthetase 2, mitochondrial (A0A0G2K9E5)
	< 0.01
	0.38
	Xaa-Pro aminopeptidase 2 (Q99MA2)
	< 0.01
	0.49
	Phosphoglycerate mutase 1 (P25113)
	< 0.01
	0.479

	Spermatogenesis-associated protein 21 (Q68A65)
	> 0.05
	0.379
	Carboxylic ester hydrolase (G3V7J5)
	< 0.01
	0.487
	Insulin-like growth factor-binding protein 3 (P15473)
	< 0.01
	0.475

	Coagulation factor VII (Q8K3U6)
	< 0.01
	0.364
	Uncharacterized protein (D3ZFF8)
	< 0.01
	0.487
	Peptidoglycan recognition protein 2 (M0R485)
	< 0.01
	0.473

	RT1 class I, locus CE10 (F7EWE4)
	< 0.01
	0.352
	Coagulation factor XI (A0A0G2K4I9)
	≥ 0.01 and ≤ 0.05
	0.485
	Immunoglobulin kappa chain variable 15-103 (A0A0G2K1F0)
	≥ 0.01 and ≤ 0.05
	0.47

	Fructose-bisphosphate aldolase B (P00884)
	≥ 0.01 and ≤ 0.05
	0.351
	Phosphoglycerate kinase 1 (P16617)
	≥ 0.01 and ≤ 0.05
	0.478
	Uncharacterized protein (M0RE02)
	< 0.01
	0.47

	EGF-like-domain, multiple 5 (Predicted) (D4A3L3)
	≥ 0.01 and ≤ 0.05
	0.338
	Dermatopontin (B2RZ77)
	< 0.01
	0.476
	Uncharacterized protein (M0R936)
	< 0.01
	0.469

	RCG64259-like (F1M0B7)
	< 0.01
	0.323
	Myosin, heavy polypeptide 9, non-muscle (G3V6P7)
	< 0.01
	0.466
	Cell growth regulator with EF hand domain 1, isoform CRA_b (A0A0A0MXV3)
	< 0.01
	0.469

	Cadherin 5 (F1M7E5)
	< 0.01
	0.321
	Proteasome subunit alpha type-7 (P48004)
	< 0.01
	0.46
	Uncharacterized protein (F1LWW1)
	< 0.01
	0.465

	Ganglioside-induced differentiation-associated protein 1-like 1 (B4F774)
	> 0.05
	0.275
	Similar to Ig variable region, light chain (D3ZYE2)
	< 0.01
	0.457
	Transmembrane protein 2 (A0A0G2JZA7)
	≥ 0.01 and ≤ 0.05
	0.46

	Lymphocyte cytosolic protein 1 (A0A0G2K014)
	< 0.01
	0.228
	Zinc finger protein 287 (D4A516)
	> 0.05
	0.453
	Major urinary protein (P02761)
	< 0.01
	0.459

	Uncharacterized protein (F1LZY6)
	< 0.01
	0.223
	Thyroxine-binding globulin (A0A140TAB0)
	< 0.01
	0.452
	Protein tyrosine phosphatase, receptor type, G (F1LP13)
	< 0.01
	0.458

	Uncharacterized protein (A0A0G2K0N6)
	< 0.01
	0.212
	Uncharacterized protein (F1M4R1)
	< 0.01
	0.436
	Nectin cell adhesion molecule 4 (D3ZET1)
	≥ 0.01 and ≤ 0.05
	0.448

	
	
	
	ADP-ribosylation factor 3 (A0A0G2K9H8)
	≥ 0.01 and ≤ 0.05
	0.435
	Proteasome subunit alpha type-7 (P48004)
	< 0.01
	0.446

	
	
	
	Protein tyrosine phosphatase, receptor type, G (F1LP13)
	< 0.01
	0.425
	RT1 class I, locus CE10 (F7EWE4)
	< 0.01
	0.442

	
	
	
	ArfGAP with SH3 domain, ankyrin repeat and PH domain 2 (A0A0G2K808)
	> 0.05
	0.416
	RCG64259-like (F1M0B7)
	< 0.01
	0.44

	
	
	
	14-3-3 protein eta (A0A0G2K2B8)
	< 0.01
	0.413
	Apolipoprotein C-III (A0A0G2K8Q1)
	< 0.01
	0.438

	
	
	
	Leucyl-tRNA synthetase 2, mitochondrial (A0A0G2K9E5)
	< 0.01
	0.404
	Alpha-2 antiplasmin (Q80ZA3)
	< 0.01
	0.436

	
	
	
	Glutathione S-transferase (G3V8H3)
	≥ 0.01 and ≤ 0.05
	0.403
	Apolipoprotein C-IV (P55797)
	< 0.01
	0.435

	
	
	
	RCG21069 (D3ZCD6)
	< 0.01
	0.394
	Leucyl-tRNA synthetase 2, mitochondrial (A0A0G2K9E5)
	< 0.01
	0.435

	
	
	
	RCG64259-like (F1M0B7)
	< 0.01
	0.394
	Uncharacterized protein (A0A0G2JY98)
	< 0.01
	0.433

	
	
	
	Thrombospondin 1 (M0R979)
	< 0.01
	0.387
	Apolipoprotein H (Q5I0M1)
	< 0.01
	0.428

	
	
	
	Actin, cytoplasmic 2 (P63259)
	< 0.01
	0.378
	Sushi, nidogen and EGF-like domain-containing protein 1 (Q5ZQU0)
	≥ 0.01 and ≤ 0.05
	0.428

	
	
	
	Major urinary protein (P02761)
	< 0.01
	0.375
	Sulfhydryl oxidase 1 (Q6IUU3)
	< 0.01
	0.425

	
	
	
	EGF-like-domain, multiple 5 (Predicted) (D4A3L3)
	≥ 0.01 and ≤ 0.05
	0.368
	Immunoglobulin heavy constant mu (F1LN61)
	< 0.01
	0.424

	
	
	
	Uncharacterized protein (M0RE02)
	< 0.01
	0.365
	Retinol-binding protein 4 (P04916)
	< 0.01
	0.421

	
	
	
	Serine protease inhibitor A3K (P05545)
	< 0.01
	0.363
	Glutathione S-transferase (G3V8H3)
	≥ 0.01 and ≤ 0.05
	0.42

	
	
	
	Filamin A (C0JPT7)
	< 0.01
	0.352
	Proprotein convertase subtilisin/kexin type 9 (P59996)
	< 0.01
	0.418

	
	
	
	Coagulation factor VII (Q8K3U6)
	< 0.01
	0.346
	Complement factor H (G3V9R2)
	< 0.01
	0.412

	
	
	
	Phosphoglycerate mutase 1 (P25113)
	< 0.01
	0.341
	Coagulation factor XI (A0A0G2K4I9)
	≥ 0.01 and ≤ 0.05
	0.393

	
	
	
	Carboxypeptidase B2 (Q9EQV9)
	< 0.01
	0.34
	Microfibril-associated glycoprotein 4-like (D4A7W8)
	< 0.01
	0.392

	
	
	
	Uncharacterized protein (A0A0G2K0N6)
	< 0.01
	0.314
	Complement factor properdin (B0BNN4)
	< 0.01
	0.391

	
	
	
	Lymphocyte cytosolic protein 1 (A0A0G2K014)
	< 0.01
	0.307
	Ficolin (Collagen/fibrinogen domain containing) 1 (Q5M8B4)
	< 0.01
	0.384

	
	
	
	Uncharacterized protein (A0A0G2K3L5)
	< 0.01
	0.297
	Fructose-bisphosphate aldolase B (P00884)
	≥ 0.01 and ≤ 0.05
	0.373

	
	
	
	Cadherin 5 (F1M7E5)
	< 0.01
	0.293
	C4b-binding protein alpha chain (Q5M891)
	< 0.01
	0.371

	
	
	
	Tubulin beta chain (M0R8B6)
	< 0.01
	0.292
	Alpha-1B-glycoprotein (Q9EPH1)
	< 0.01
	0.364

	
	
	
	Ubiquitin carboxyl-terminal hydrolase 1 (Q569C3)
	> 0.05
	0.276
	EGF-like-domain, multiple 5 (Predicted) (D4A3L3)
	≥ 0.01 and ≤ 0.05
	0.36

	
	
	
	Spermatogenesis-associated protein 21 (Q68A65)
	> 0.05
	0.21
	Apolipoprotein C-I (P19939)
	< 0.01
	0.345

	
	
	
	Ganglioside-induced differentiation-associated protein 1-like 1 (B4F774)
	> 0.05
	0.197
	Ubiquitin carboxyl-terminal hydrolase 1 (Q569C3)
	> 0.05
	0.33

	
	
	
	Ig kappa chain C region, A allele (P01836)
	< 0.01
	0.105
	Apolipoprotein B-100 (F1M6Z1)
	< 0.01
	0.324

	
	
	
	
	
	
	Coagulation factor VII (Q8K3U6)
	< 0.01
	0.323

	
	
	
	
	
	
	Cadherin 5 (F1M7E5)
	< 0.01
	0.26

	
	
	
	
	
	
	Spermatogenesis-associated protein 21 (Q68A65)
	> 0.05
	0.258

	
	
	
	
	
	
	Carboxypeptidase B2 (Q9EQV9)
	< 0.01
	0.254

	
	
	
	
	
	
	Ganglioside-induced differentiation-associated protein 1-like 1 (B4F774)
	> 0.05
	0.246

	
	
	
	
	
	
	Uncharacterized protein (F1LZY6)
	< 0.01
	0.214

	
	
	
	
	
	
	Lymphocyte cytosolic protein 1 (A0A0G2K014)
	< 0.01
	0.2

	
	
	
	
	
	
	Uncharacterized protein (A0A0G2K0N6)
	< 0.01
	0.172



