Table S1: The 2D-DIGE experiment included 23 gels for pI 4-7 and 23 gels for pI 6-11. (Samples labelled with CyDyes were randomised across 23 gels for each pI range.) 

	Gel No.
	Cy2 Internal Standard
	Cy3 Sample
	Cy5 Sample

	1
	10 (g pooled sample1
	10  (g sample 1U2
	10  (g sample 1M2

	2
	10  (g pooled sample1
	10  (g sample 2H2
	10  (g sample 2U2

	3
	10  (g pooled sample1
	10  (g sample 3U2
	10  (g sample 3M2

	4
	10  (g pooled sample1
	10  (g sample 4H2
	10  (g sample 4U2

	5
	10  (g pooled sample1
	10  (g sample 5U2
	10  (g sample 5M2

	6
	10  (g pooled sample1
	10  (g sample 2M2
	10  (g sample 3H2

	7
	10  (g pooled sample1
	10  (g sample 4M2
	10  (g sample 1H2

	8
	10  (g pooled sample1
	10  (g sample 5H2
	10  (g sample 1U2

	9
	10  (g pooled sample1
	10  (g sample wk06012
	10  (g sample wk08022

	10
	10  (g pooled sample1
	10  (g sample wk08032
	10  (g sample wk06022

	11
	10  (g pooled sample1
	10  (g sample wk06032
	10  (g sample wk08062

	12
	10  (g pooled sample1
	10  (g sample wk12092
	10  (g sample wk06042

	13
	10  (g pooled sample1
	10  (g sample wk06052
	10  (g sample wk12102

	14
	10  (g pooled sample1
	10  (g sample wk08092
	10  (g sample wk06062

	15
	10  (g pooled sample1
	10  (g sample wk06072
	10  (g sample wk12022

	16
	10  (g pooled sample1
	10  (g sample wk12052
	10  (g sample wk06082

	17
	10  (g pooled sample1
	10  (g sample wk06092
	10  (g sample wk08082

	18
	10  (g pooled sample1
	10  (g sample wk12012
	10  (g sample wk06102

	19
	10  (g pooled sample1
	10  (g sample wk08012
	10  (g sample wk12082

	20
	10  (g pooled sample1
	10  (g sample wk12032
	10  (g sample wk08042

	21
	10  (g pooled sample1
	10  (g sample wk08052
	10  (g sample wk12062

	22
	10  (g pooled sample1
	10  (g sample wk12042
	10  (g sample wk08072

	23
	10 (g pooled sample1
	10  (g sample wk08102
	10  (g sample wk12072


110 (g protein each of the liver lysates from 5 U, 5 M and 5 H

2U, uninfected control (normal); M, MSS; H, HSS; wk0601-10, 6 week infected liver lysate (10 samples); wk0801-10, 8 week infected liver lysate (10 samples); wk1201-10, 12 week infected liver lysate (10 samples)
TABLE S2 Additional information for 127 protein spots (TABLE I) for preHSS mice compared to uninfected control mice with ≥2-fold change, 1-ANOVA ≤ 0.01 and identified using MALDI-TOF/TOF mass spectrometry. 
	Spot No.
	Protein Name
	gi  Number
	pI
	Mw

(Da)
	% coverage
	Peptides matched
	Protein Score/ Expectation
	Pre-HSS Spot Volume (Mean ( SD)
	Uninfected Spot Volume (Mean ( SD)

	1
	14-3-3 Protein zeta/delta
	P63101
	4.73
	27928
	17
	6
	251/4.5e-021
	1369144 ( 225084
	378847 ( 269785

	2
	2-Oxoisovalerate dehydrogenase subunit alpha
	P50136
	8.15#
	51026
	48
	26
	172/1.2e-003
	126812 ( 32301
	205399 ( 126693

	3
	40S Ribosomal protein SA (Laminin receptor 1)
	P14206
	4.80
	32933
	14
	8
	309/6e-028
	102537 ( 43689
	35396 ( 10369

	4
	60S Ribosomal protein
	P47963
	5.91
	34369
	57
	25
	186/1.4e-014
	501269 ( 206275
	1426554 ( 960141

	5
	Actin-related protein 2/3 complex subunit 5
	Q9CPW4
	5.47
	16336
	95
	41
	126/1.4e-008
	297802 ( 127711
	122855 ( 7698

	6
	Albumin
	P07724
	5.75
	70736
	54
	48
	320/5.7e-028
	135478 ( 24791
	243974 ( 189265

	7
	Albumin 1
	P07724
	5.75
	70736
	42
	28
	125/1.8e-008
	71247 ( 87501
	22962 ( 19901

	8
	Annexin 5
	P48036
	4.83
	35788
	57
	18
	384/1.4e-029
	146136 ( 27735
	227982 ( 94567

	9
	Beta-lactamase-like protein 2
	Q99KR3
	5.89
	33024
	13
	4
	116/3.6e-006
	411382 ( 253873
	1155548 ( 687129

	10
	Bifunctional ATP-dependent dihydroxyacetone kinase
	Q8VC30
	6.40
	59940
	39
	10*
	2.5×10-4
	212158 ( 112699
	76643 ( 48543

	11
	Brain and reproductive organ-expressed protein
	Q8K3W0
	5.70
	43950
	14
	9*
	3.6×10-3
	206516 ( 92775
	58033 ( 36852

	12
	Calumenin
	O35887
	4.49
	37157
	36
	14
	147/1.8e-009
	305953 ( 117622
	1237797 ( 745252

	13
	Carbamoyl phosphate synthase
	Q8C196
	6.48
	165732
	25
	35
	160/5.7e-012
	449862 ( 530014
	1545908 ( 1785332

	14
	Carbamoyl phosphate synthase
	Q8C196
	6.48
	165732
	24
	35
	165/ 1.8e-012
	59209 ( 29137
	142783 ( 77506

	15
	Carboxylesterase 31-like
	Q8VCU1
	5.65
	63719
	24
	32
	89/6.7e-005
	46232 ( 34935
	126771 ( 73980

	16
	Carboxylesterase 6
	Q8QZR3
	5.74
	62364
	34
	37
	66/0.0013
	860338 ( 645324
	2368763 ( 1860858

	17
	Cu/Zn superoxide dismutase
	P08228
	6.02
	16107
	53
	30
	450/5.7e-049
	64464 ( 16871
	188571 ( 91124

	18
	Cytochrome c oxidase subunit 5B; mitochondrial
	Q9D881
	8.34#
	14128
	79
	66
	244/2.3e-020
	60052 ( 29606
	21116 ( 19407

	19
	Cytokeratin 18
	P05784
	5.22
	47509
	40
	40
	203/2.9e-016
	29266 ( 14757
	13920 ( 11088

	20
	Cytokeratin 18
	P05784
	5.22
	47509
	53
	40
	362/ 3.6e-032
	132596 ( 70230
	54151 ( 52213

	21
	Cytokeratin 18
	P05784
	5.22
	47509
	63
	56
	816/ 1.4e-077
	52317 ( 26025
	35780 ( 20877

	22
	Cytokeratin 18
	P05784
	5.22
	47509
	54
	49
	236/1.4e-019
	137679 ( 105744 (
	254157 ( 156646

	23
	Dihydrodiol dehydrogenase
	Q8K0E9
	6.03
	36626
	51
	57
	245/1.8e-020
	108814 ( 136073
	259872 ( 122392

	24
	Dimethylglycine dehydrogenase
	Q5EBH4
	7.80
	97440
	37
	11*
	9.0×10-4
	85140 ( 9932
	320942 ( 201672

	25
	Dimethylglycine dehydrogenase
	Q5EBH4
	7.80
	97440
	48
	12*
	3.5×10-4
	74248 ( 71816
	135085 ( 115786

	26
	Electron transfer flavoprotein subunit alpha
	Q99LC5
	8.62
	35336
	66
	52
	92/3.8e-005
	755494 ( 749068
	2292097 ( 1638587

	27
	Enolase
	Q5FW97
	6.37
	47459
	57
	33
	208/2.3e-006
	139903 ( 130214
	463781 ( 405156

	28
	Epoxide hydrolase 2
	P34914
	5.85
	63055
	45
	31
	387/1.1e-034
	427573 ( 420024
	1469540 ( 1315189

	29
	Epoxide hydrolase 2
	P34914
	5.85
	63055
	62
	60
	213/3e-017
	207082 ( 142932
	90546 ( 42279

	30
	ER-associated Hsp40 co-chaperone
	Q99KV1
	5.92
	40820
	23
	12
	95/ 1.7e-005
	103216 ( 64720
	275492 ( 137435

	31
	Fatty acid-binding protein; liver
	P12710
	8.59#
	14294
	88
	42
	74/0.0022
	209794 ( 207155
	520576 ( 455501

	32
	Formiminotransferase cyclodeaminase
	Q91XD4
	5.22
	47509
	56
	52
	104/2.3e-006
	736416 ( 709435
	1616703 ( 1252858

	33
	Fructose-1,6-bisphosphatase 1
	Q9QXD6
	6.15
	37295
	63
	44
	543/ 5.7e-062
	30832 ( 19691
	70483 ( 62975

	34
	Fructose-1,6-bisphosphatase 1
	Q9QXD6
	6.15
	37295
	71
	30
	236/2.3e-019
	474149 ( 280719
	137947 ( 70386

	35
	Glutathione synthetase
	P51855
	5.60
	52460
	31
	15*
	6.8×10-4
	865196 ( 422495
	286860 ( 156655

	36
	Guanine deaminase
	Q69ZN0
	5.40
	55110
	27
	14*
	2.7×10-3
	86299 ( 48653
	37228 ( 25535

	37
	Heat shock 70 kDa protein
	P20029
	5.07
	72493
	32
	34
	1040/6e-100
	196138 ( 174999
	45463 ( 33758

	38
	Heat shock 90 kDa protein
	Q71LX8
	4.97
	83577
	39
	21
	341/4.5e-030
	47838 ( 22995
	117013 ( 92986

	39
	Hydroxypyruvate isomerase homolog
	A8Y5H8
	6.00
	16286
	74
	47
	148/9e-011
	704236 ( 653808
	174988 ( 102426

	40
	Interleukin-2
	P70293
	4.90
	18680
	19
	5*
	5.5×10-4
	68801 ( 26469
	32694 ( 21936

	41
	Lymphocyte cytosolic protein 1
	Q61233
	5.20
	70743
	29
	32
	71/4.6e-003
	1818340 ( 722766
	4794723 ( 4129443

	42
	Major urinary protein 10
	A2BIN1
	4.96
	20958
	85
	48
	318/1.1e-017
	451840 ( 351550
	135704 ( 191775

	43
	NADH dehydrogenase (ubiquinone) Fe-S protein 1
	Q91VD9
	5.50
	80760
	35
	14*
	1.1×10-4
	163763 ( 159772
	321511 ( 274957

	44
	Omega-amidase NIT2
	Q9JHW2
	6.44
	30831
	63
	34
	155/1.8e-011
	201688 ( 70305
	1320296 ( 867582

	45
	Peroxiredoxin 6
	O08709
	5.71
	24971
	55
	20
	131/6.4e-006
	151864 ( 112823
	333567 ( 241406

	46
	Peroxisomal-CoA diphosphatase
	Q99P30
	5.74
	18926
	59
	46
	75/ 1.6e-004
	669991 ( 241462
	324581 ( 263959

	47
	Prolyl 4-hydroxylase; beta polypeptide
	Q3UDR2
	4.77
	57429
	58
	42
	352/3.6e-031
	837231 ( 355820
	351275 ( 230928

	48
	Prolyl 4-hydroxylase; beta polypeptide
	Q3UDR2
	4.77
	57429
	58
	42
	352/3.6e-031
	1442146 ( 796763
	715676 ( 365989

	49
	Prolyl 4-hydroxylase; beta polypeptide
	Q3UDR2
	4.77
	57429
	37
	17
	113/5.0e×10-10
	1326665 ( 345465
	598445 ( 416957

	50
	Protein disulfide-isomerase A6
	Q922R8
	6.28
	43237
	17
	12
	464/2.4e-042
	1441662 ( 795703
	700335 ( 529352

	51
	Protein disulfide-isomerase A6
	Q922R8
	6.28
	43237
	17
	12
	464/2.4e-042
	508538 ( 282129
	65073 ( 30302

	52
	Retinol binding protein 1
	Q00915
	5.10
	16010
	80
	14
	204/ 2.3e-016
	693634 ( 454811
	241977 ( 128747

	53
	Rho GDP-dissociation inhibitor 1
	Q99PT1
	5.12
	23451
	16
	6
	94/ 2.5e-005
	581777 ( 254170
	76577 ( 18481

	54
	Rho GDP-dissociation inhibitor 2
	Q61599
	4.97
	22894
	39
	11
	186/3.6e-011
	116414 ( 32502
	34625 ( 17750

	55
	Ribonuclease/angiogenin inhibitor 1
	Q91VI7
	4.69
	51524
	46
	39
	285/1.8e-024
	55325 ( 17451
	24024 ( 12128

	56
	Ribonuclease/angiogenin inhibitor 1
	Q91VI7
	4.69
	51524
	46
	39
	285/1.8e-024
	32298 ( 11556
	12454 ( 3029

	57
	Ribonuclease/angiogenin inhibitor 1
	Q91VI7
	4.69
	51524
	46
	39
	285/1.8e-024
	220347 ( 223195
	616280 ( 560743

	58
	S-Adenosylhomocysteine hydrolase
	Q5M9P0
	6.08
	48179
	48
	23
	105/1.8e-006
	25687 ( 21993
	83015 (80978

	59
	Sarcosine dehydrogenase
	Q8BU72
	6.28
	102644
	3
	4
	85/ 4.4e-005
	62213 ( 63188
	216708 ( 222542

	60
	Sarcosine dehydrogenase
	Q8BU72
	6.28
	102644
	3
	4
	85/ 4.4e-005
	3171667 ( 981261
	243139 ( 107311

	61
	SH3 domain-binding glutamic acid rich-like protein3
	Q91VW3
	5.02
	10528
	49
	8
	101/4.5e-006
	135516 ( 131734
	337902 ( 294155

	62
	Transglutaminase 2
	P21981
	5.0
	78180
	35
	19*
	1.8×10-6
	788001 ( 905011
	325075 ( 370761

	63
	Tropomyosin 3
	Q8C7C3
	4.75
	29235
	52
	31
	470/2.9e-031
	546155 ( 455765
	226658 ( 117364

	64
	Vimentin
	P20152
	5.06
	53713
	70
	58
	261/4.5e-022
	117387 ( 61274
	34206 ( 24095

	65
	Vimentin
	P20152
	5.06
	53713
	46
	29
	190/5.7e-015
	70226 ( 32863
	31092 ( 29219

	66
	Acetyl-CoA acyltransferase
	Q99JY0
	7.80
	31030
	57
	14
	3.6×10-3
	510032 ( 180227
	2781448 ( 1338189

	67
	Acetyl-CoA acetyltransferase 2
	Q8CAY6
	8.00
	38590
	30
	14*
	6.7×10-4
	155034 ( 259987
	496332 ( 791066

	68
	Acetyl-CoA acyltransferase 2
	Q8BWT1
	8.33
	42296
	9
	12
	212/ 3.8e-017
	28290 ( 13566
	372847 ( 528678

	69
	Acetyl-CoA acyltransferase 2
	Q8BWT1
	8.33
	42296
	27
	20
	196/ 1.4e-015
	397411 ( 659316
	1391550 ( 1764811

	70
	Acetyl-CoA acyltransferase 2
	Q8BWT1
	8.33
	42296
	15
	13
	129/7.6e-009
	616774 ( 1019373
	2746140 ( 2682667

	71
	Acetyl-CoA acyltransferase 2
	Q8BWT1
	8.33
	42296
	19
	15
	238/9.6e-010
	37904 ( 14066
	209097 ( 75243

	72
	Aconitate hydratase
	P28271
	7.23
	98702
	48
	59
	156/1.4e-011
	73712 ( 134284
	313832 ( 417829

	73
	Acyl-CoA dehydrogenase, very long chain
	P50544
	8.91
	70875
	38
	19*
	9.5×10-3
	65954 ( 118062
	173934 ( 154721

	74
	Aldehyde dehydrogenase family 4 member A1
	Q8CHT0
	8.59
	62236
	51
	18
	106/1.4e-006
	100935 ( 158504
	213853 ( 159343

	75
	Aldolase 2; B isoform
	Q91Y97
	8.52
	39946
	18
	10
	391/4.5e-035
	536505 ( 383255
	2568380 ( 2719447

	76
	Aldolase 2; B isoform
	Q91Y97
	8.52
	39946
	5
	2
	127/6.7e-005
	267671 ( 231761
	1315844 ( 1003144

	77
	Argininosuccinate synthetase
	P16460
	8.36
	46840
	4
	2
	157/ 1.1e-011
	113515 ( 109986
	676462 ( 732644

	78
	Argininosuccinate synthetase
	P16460
	8.36
	46845
	5
	4
	102/3.8e-006
	294760 ( 344184
	1195025 ( 1423242

	79
	Argininosuccinate synthetase
	P16460
	8.36
	46840
	4
	2
	157/ 1.1e-011
	1721771 ( 1143927
	7629692 ( 5982459

	80
	Argininosuccinate synthetase
	P16460
	8.36
	46845
	5
	4
	102/3.8e-006
	1984082 ( 3369112
	7936164 ( 8845485

	81
	Argininosuccinate synthetase
	P16460
	8.36
	46840
	4
	2
	157/ 1.1e-011
	1612073 ( 2722604
	4643047 ( 6994072

	82
	Aspartate aminotransferase precursor
	P05202
	9.30
	47790
	33
	14*
	2.4×10-4
	1043953 ( 1786042
	4031091 ( 2911210

	83
	ATP synthase alpha subunit
	D3Z6F5
	9.22
	54677
	37
	16
	423/2.9e-037
	2056486 ( 2595015
	3695568 ( 5216885

	84
	Betaine-homocysteine methyltransferase
	O35490
	8.01
	45448
	7
	6
	72/0.0038
	94580 ( 16976
	369086 ( 269795

	85
	Betaine-homocysteine methyltransferase
	O35490
	8.01
	45456
	10
	6
	96/1.5e-005
	71476 ( 20445
	343565 ( 213383

	86
	Betaine-homocysteine methyltransferase
	O35490
	8.28
	45456
	17
	12
	249/7.6e-021
	122794 ( 98141
	655242 ( 290295

	87
	Calcium binding carrier protein (Slc25A13)
	Q9QXX4
	9.5
	44550
	39
	15*
	1.3×10-3
	43595 ( 20325
	178053 ( 59764

	88
	Carbonic anhydrase III
	 P16015
	6.89
	29638
	60
	26
	128/5.7e-010
	139922 ( 66753
	669108 ( 1045160

	89
	Carbonic anhydrase III
	 P16015
	6.89
	29638
	55
	15
	112/3.6e-007
	289791 ( 285979
	1049008 ( 1290114

	90
	Carbonic anhydrase III
	 P16015
	6.89
	29638
	25
	11
	80/5.1e-004
	1317217 ( 1658668
	3992390 ( 4430211

	91
	Carnitine palmitoyltransferase 2
	P52825
	8.8
	74540
	15
	12*
	4.4×10-3
	27771 ( 19169
	95419 ( 111606

	92
	Catalase
	Q91XI2
	7.72
	60018
	56
	51
	262/3.6e-022
	137545 ( 185736
	587258 ( 716121

	93
	Catalase
	Q91XI2
	7.72
	60048
	46
	24
	211/4.5e-017
	293056 ( 240641
	1347679 ( 1662026

	94
	Electron transfer flavoprotein beta-subunit
	Q9DCW4
	8.24
	27834
	16
	7
	253/ 6e-006
	43922 ( 15206
	124705 ( 88479

	95
	Electron transfer flavoprotein beta-subunit
	Q9DCW4
	8.24
	27834
	28
	10
	287/1.1e-024
	127883 ( 58814
	473942 ( 312201

	96
	Elongation factor 2
	P58252
	6.41
	96239
	35
	25
	113/2.9e-007
	120187 ( 215459
	345098 ( 479162

	97
	Enoyl-CoA hydratase
	Q8BH95
	8.76
	31860
	22
	8
	219/7.6e-018
	181315 ( 294123
	409472 ( 576519

	98
	Fumarylacetoacetate hydrolase
	Q3TC72
	8.42
	35074
	10
	4
	135/1.2e-004
	633499 ( 936725
	1032955 ( 1471433

	99
	Glutamate dehydrogenase
	P26443
	8.05
	61646
	45
	19
	192/3.6e-015
	239431 ( 381465
	774597 ( 991192

	100
	Glutamate dehydrogenase
	P26443
	8.05
	61646
	55
	12
	169/7.2e-013
	271507 ( 374155
	821340 ( 1012152

	101
	Glutamate dehydrogenase
	P26443
	8.05
	61646
	55
	12
	169/7.2e-013
	97138 ( 126932
	246636 ( 277962

	102
	Glutamate dehydrogenase
	P26443
	8.05
	61646
	55
	12
	169/7.2e-013
	208494 ( 56188
	840523 ( 398857

	103
	Glutathione S-transferase class Pi 1
	P19157
	7.68
	23768
	65
	45
	207/1.1e-016
	189556 ( 39796
	339674 ( 149737

	104
	Glutathione S-transferase class Pi 1
	P19157
	7.68
	23768
	45
	19
	103/2.9e-006
	96312 ( 65638
	186514 ( 161445

	105
	Glutathione S-transferase class Pi 1
	P19157
	7.68
	23768
	55
	20
	131/4.5e-009
	270231 ( 120334
	1058813 ( 678212

	106
	Glutathione S-transferase class Pi 1
	P19157
	7.68
	23637
	49
	17
	117/1.1e-007
	1859201 ( 771706
	4453474 ( 7322212

	107
	Glutathione S-transferase, Mu 1
	P10649
	7.72
	25969
	45
	18
	200/9e-009
	130081 ( 125097
	276170 ( 279471

	108
	Homogentisate 1; 2-dioxygenase
	Q7TPP2
	6.85
	49959
	31
	13*
	6.7×10-3
	52564 ( 11033
	293891 ( 50851

	109
	Homogentisate 1; 2-dioxygenase
	Q7TPP2
	6.85
	49959
	24
	11*
	5.2×10-3
	155736 ( 96200
	603937 ( 364820

	110
	Homogentisate 1; 2-dioxygenase
	Q7TPP2
	6.85
	49959
	31
	13*
	6.2×10-3
	322103 ( 504972
	956338 ( 1127524

	111
	Hydroxyacid oxidase 1; liver
	Q9WU19
	7.60
	41001
	21
	11*
	2.1×10-3
	64881 ( 101559
	218208 ( 351470

	112
	Hydroxyacyl-CoA dehydrogenase
	Q8BMS1
	9.50
	83310
	32
	18*
	2.7×10-4
	164943 ( 279840
	650288 ( 346886

	113
	Hydroxyacyl-CoA dehydrogenase
	Q8BMS1
	9.50
	83310
	32
	18*
	1.3×10-6
	21165 ( 9681
	134493 ( 33639

	114
	Hydroxyacyl-CoA dehydrogenase
	Q8BMS1
	9.50
	83310
	13
	11*
	5.3×10-3
	44212 ( 73851
	331717 ( 288925

	115
	Malate dehydrogenase 2
	P08249
	8.93
	36053
	20
	9
	289/ 7.6e-025
	226022 (  318976
	1454348 ( 844176

	116
	MHC Class 1 HLA
	Q31152 
	7.30
	71740
	15
	6*
	3.5×10-3
	825461 ( 662451
	54857 ( 15889

	117
	NADH dehydrogenase (ubiquinone) flavoprotein 1, 51kDa
	Q91YT0 
	9.00
	51.40
	34
	15*
	8.6×10-3
	53635 ( 20973
	188524 ( 172660

	118
	Sm-PEPCK
	C4PYL1
	6.75
	71442
	2
	1
	109/6.6e-007
	171079 ( 99756
	49199 ( 37411

	119
	Thiosulfate sulfurtransferase
	Q545S0
	7.71
	33687
	14
	8
	142/3.6e-010
	53053 ( 26940
	204417 ( 168306

	120
	Transferrin
	Q921I1
	6.94
	78878
	33
	47
	109/7.2e-007
	32130 ( 17597
	180791 ( 198227

	121
	Transferrin
	Q921I1
	6.94
	78878
	37
	47
	251/4.5e-021
	51363 ( 16955
	267876 ( 145937

	122
	Transferrin
	Q921I1
	6.94
	78841
	37
	47
	161/1.8e-009
	42421 ( 10495
	157773 ( 20078

	123
	Transketolase
	P40142
	7.23
	68284
	43
	26
	135/7.2e-017
	221430 ( 417559
	482655 ( 565900

	124
	Triosephosphate isomerase
	P17751
	5.54
	13112
	24
	8
	285/1.9e-024
	339101 ( 443659
	960828 (1218786

	125
	Triosephosphate isomerase
	P17751
	5.54
	13112
	24
	7
	108/9.5e-007
	145542 ( 113503
	312550 ( 256084

	126
	Urate oxidase
	P25688
	8.84
	35245
	51
	27
	133/ 9e-009
	797989 ( 280400
	1590842 ( 1405497

	127
	Urate oxidase
	P25688
	8.84
	35245
	51
	27
	133/ 9e-009
	213881 ( 95773
	534755 ( 323166


* Peptides matched using MALDI-TOF Voyager-Pro Mass Spectrometer, Applied Biosystems, Foster City, CA.
# Protein spots identified in the pI range 4-7 had high theoretical pI values suggestive of potential modification of the protein (post-translational modification or fragmentation making the protein more acidic.
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FIGURE S1 Linear regression analysis and scatter plot of WB (western blot) band volume versus 2D-DIGE spot volume for cytokeratin 18 (A) and transferrin (B). Animals from uninfected (n=5), 6 week infected (n=10), 8 week infected (n=10), 12 week infected (n=10), MSS (n=5) and HSS (n=5) were used for analyses. Transferrin volume data was expressed as % uninfected and log10 transformed for normalisation.
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FIGURE S2 Networks generated for MSS, 8 week and 12 week infected mice protein spots using MetaCoreTM.  A) The top rated MSS network shown above had 4 protein spots. B) The 8 week infected network shown above had 3 protein spots. C) The second top rated MSS network shown above had 4 protein spots. D) The 12 week infected network shown has 8 protein spots. The A and B networks highlight important core molecule c-Jun.  The C and D networks highlight important core molecule p53. According to the fold change data from our study the up‑regulated genes are marked with red circles and the down‑regulated with blue circles. All of the four networks had p<0.00001. The key to the most common network symbols is shown. Key to additional network symbols http://portal.genego.com/legends/network_legend.html. 
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