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Supplementary Table S1. Mass spectrometry data of identified proteins. Spot number correspond to marked spots on the two dimensional gel in supplementary figure S1 
and numbers in tables for each multivariate statistical model. MALDI-TOF and LC-MS analysis have been used to identify proteins, see method section for more details. 
Parts of the data have been published in previous studies, see references in column 10. 
MW: molecular weight, pI: isoelectric point, MS: mass spectrometry.  

Spot 
number Protein name Accession 

number 
Theoretical 

MW/pI Intensity Score MOWSE 
Score 

Number 
of 

peptides 

Sequence 
coverage (%) 

Published 
MS data 

2903 Alpha-1-antitrypsin P01009 46 736/5.37  - - 69.7E+3 9 25.1   
2904 - - 2.44E+6 14 44.3   
2902 - - - - -   
3809 - - - - -   
3810 2.61E+09 323.31 - 24 61.5   
3420 9.91E+09 323.31 - 25 60.8   
2202 - - - - -   
2601 Alpha-1B-glycoprotein P04217 54 253/5.36 3.01E+09 323.31 - 15 55.4   
2701 - - - - -   
3709 - - - - -   
2604 Alpha-2-antiplasmin P08697 54 566/5.87 - - - - -   
3606 - - - - -   
3616 - - 239.5E+3 11 30.8 

 

3617 - - - - -   
5821 Alpha-2-macroglobulin P01023 163 290/6.03  6.23E+08 323.31 - 31 26.1   
5816 -  - - - -   
5902 - - - - -   
5815 4.44E+07 323.31  16 13.6   
3406 Antithrombin-III P01008 52 602/6.32  6.46E+08 323.31 - 20 44.6  
4522 9.58E+06 323.31 - 10 22.8  
3119 Apolipoprotein A-I P02647 30 777/5.56  3.57E+09 323.31 - 20 72.7  
1051 Apolipoprotein C-II P02655 11 284/4.64  1.00E+09 180.49 - 4 49.5  
1052 Apolipoprotein C-III P02656  10 852/5.23  1.97E+08 323.31 - 3 20.8  
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3103 Apolipoprotein E P02649 36 154/5.65  3.67E+07 323.31 - 15 46.7  
4224 - - - - -  
4225 7.84E+08 323.31 - 14 42.3  
6407 Beta-2-glycoprotein 1 P02749 38 298/8.34  1.16E+08 323.31 - 9 30.4 

 

5723 C4b-binding protein alpha chain P04003 67 034/7.2 - - 6.2E+3 7 11.4   
6713 - - 3.68E+7 16 28.6   
3817 Ceruloplasmin P00450 122 206/5.4 - - 92.1E+3 14 15.6 [1] 
4833 - - 1.05E+6 10 12.5 [1] 
8306 Chitinase-3-like protein 1 P36222 42 625/8.69 - - 196.0 11 28   
114 Clusterin P10909 52 494/5.88  3.82E+08 323.31 - 9 27.6   
131 7.85E+08 323.31 - 14 31.2   
132 8.69E+08 323.31 - 14 31.2   

1104 1.34E+09 323.31 - 14 30.5   
1113 7.50E+08 323.31 - 16 33.6   
3214 4.06E+08 323.31 - 10 18.7   
4810 Complement C1r subcomponent P00736 80 119/5.8 - - 3.0E+9 10 20.6 [1]  
4809 - - - - -   
5818 - - 4.38 4 8.4 [1]  
5819 - - 822.0E+3 12 15.4 [1]  
5824 - - 1.71E+12 19 30.6 [1]  
5825 - - 1.13E+11 22 33.0 [1]  
1806 Complement C1s subcomponent P09871 76 685/4.9 - - 169.2E+3 14 21.9 [1] 
6840 Complement C3 alpha chain P01024 103 956/5.18  1.63E+07 323.31 - 15 13   
6842 1.99E+07 323.31 - 20 16.7   
145 Complement C3c alpha chain fragment 

2 
P01024 39 488/4.79 -  - 6.34E+7 15 56.0 [1] 

7216 Complement C4-B P0C0L5 33073/6.37 - - 5.2E+3 5 14.1   
8101 - - 1.12E+7 8 32.6  
9101 - - 3.19E+8 12 50.9  
9522 Complement C4-B beta chain P0C0L5 71 678/8.69 3.01E+09 323.31 - 29 20.1   
6845 Complement component C7 P10643 93 519/6.1 - - 105.8E+3 10 13.0   
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7901 Complement factor B P00751 85 534/6.7 - - 1.19e+18 31 51.3   
1111 Complement factor I light chain P05156 27 592/6.24 - - 1.6E+3 6 32.0 [1] 
8618 Fibrinogen alpha chain P02671 94 972/5.70   - - - - -   
8619 2.87E+09 323.3E+

0 
323.3E+0 24 31.5   

8620 - - - - -   
8621 - - - - -   
8630 - - - - -   
8634 - - - - -   
8718 1.79E+09 323.31 - 23 28.9   
8719 4.39E+09 323.31 - 27 37.3   
9601  - - - - -   
9602 2.45E+09 323.31 - 25 32.8   
9208 Fibrinogen alpha chain fragment P02671 91 358/5.79  4.07E+07 306.9 - 12 14.3 

 

7519 Fibrinogen beta chain P02675 55 928/8.54  7.02E+09 323.31 - 25 68.4   
7524 4.73E+09 323.31 - 27 70.7   
8520 7.37E+07 323.31 - 11 33.2   
4301 Fibrinogen gamma chain P02679 51 512/5.4 - - - - -   
4302 - - 3.84e+13 19 53.4 [1] 
4304 - - 1.14e+16 18 59.2 [1] 
6324 Ficolin-3 O75636 32 903/6.2 - - 31.2E+3 6 20.1 [1] 
1204 Haptoglobin P00738 45 205/6.13  - - - - -   
2203 1.10E+09 323.31 - 12 37.9   
3105 6.62E+08 323.31 - 14 40.6   
4104 6.71E+08 323.31 - 14 40.9  
4316 - - - - -  
5319 - - - - -   
3209 Haptoglobin beta chain P00738 27 265/6.32  - - 35.6E+3 8 34.7 [1] 
5833 Hemopexin P02790 51 676/6.55 - - 85 4 7 

 

4604 - - 2.43e+9 16 44.8   
6608 - - 104 9 19   
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4503 Ig alpha-2 chain C region P01877 36 527/5.7 - - 481 5 18.8 [1] 
6505 - -         
6114 Ig kappa chain C region P01834 11 765/5.6 - - 1.1E+3 2 30.2 [1] 
7120 - - - - -   
8135 - - - - -   
9006 4.18E+08 32.60 - 2 80.4   

                    
510 Kininogen-1 P01042 71 957/6.34  4.95E+08 323.31 - 13 22.8  

2406 4.88E+08 323.31 - 21 29.8  
1414 Leucine-rich alpha-2-glycoprotein P02750 38 177/6.45  4.99E+08 323.31 - 9 30   
1416 2.39E+08 323.31 - 7 24.8   
5721 N-acetylmuramoyl-L-alanine amidase  Q96PD5  62 217/7.25 - - - - - 

 

6602 - 31 - 1 1 [2] 
7819 Plasminogen P00747 90 570/7.0 - - - - -   
7820 - - - - -   
8822 - - 6.00E+16 30 50.4 [1] 
8823 - - 5.94E+12 22 30.6 [1]  
8901 - - - - -  
8909 - - - - -   
8910 - - 9.09E+17 29 46.5 [1]  
9901 - - - - -   
3717 Secretory immunoglobulin chain alpha P99003 93 722/5.5 - - - - - 

[3], [4], [5] 
4713 - - - - - 
4807 - - - - - 
4808 - - - - - 
6731 Serotransferrin P02787 77 063/6.81  1.79E+08 323.31 - 28 42.6   
6839 - - - - -   
7315 3.57E+08 323.31 - 27 42.7   
7743 9.89E+09 323.31 - 43 64.5   
4119 Serum amyloid P-component P02743 25 387/6.10  4.69E+08 136.86 - 7 28.3   



5 
 

2116 Transthyretin P02766 15 887/ 5.5 - - 97.5 4 30.0 [1] 
9209 Unidentified Unknown - - - - - -   
3408 Vitamin D-binding protein P02774 52 963/5.32  1.91E+09 323.31 - 15 48.1   
3405 - - - - -   
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