S1 Table. Description of the raw data and scores for narrowing down the selection of candidate proteins

SCORE SCORE
) ) SCORE4: SCORES5:
"-Log(P- Difference "-Log(P- Difference ROC 1: 1st 2:2nd . . Sum
. . . SCORE Multiple Multiple )
Protein name Gene name value) in 1st (Log2Foldchange)  value) in2nd  (Log2Foldchange)  (AUC fold- fold- . . of five Rank
] ) 3: AUC regression  regression
set" in 1st SET set"” in 2nd set value) change change . ) scores
modelingl  modeling 2
Score Score
Alpha-2-
. A2M 2.85381613 4.50576 10.11450924 5.511215164 0.986 5 6 10 10 10 40 1
macroglobulin
Cofilin-1 CFL1 3.299330024 3.70566 2.651602382 1.628830782 0.803 4 10 10 29 2
Apolipoprotein A-1 APOA1 2.446607348 3.56486 6.081590897 4.30588865 0.898 4 10 24 3
Inter-alpha-trypsin
inhibitor heavy ITIH2 5.726811153 4.43631 4.392752992 2.983399958 0.898 4 3 6 - 10 23 4
chain H2
Afamin AFM 3.269501158 2.15676 6.702358989 2.007927237 0.949 2 2 8 - 10 22 5
Fibrinogen beta chain FGB 6.8033265 6.65579 6.005915497 4.744389442 0.933 7 5 8 - - 19 6
Cell division cycle 5-
. . CDC5L 2.363678632 1.90223 5.285292126 1.321161714 0.887 2 1 6 10 - 19 7
like protein
CD?5 antigen-like CD5L 4.739899978 4.57045 2.198924371 1.961528501 0.752 5 2 2 10 - 19 8
Fibrinogen gamma
hai FGG 3.540535136 5.23772 6.217428389 5.041801739 0.947 5 5 8 - - 18 9
chain
Complement C3 C3 3.394467628 4.41276 6.966474391 4.339245433 0.937 4 4 8 - - 17 10
Complement factor H CFH 4.97094105 4.53503 5.505663063 3.60581189 0.928 5 4 8 - - 16 11
Protein S isoform 1 PROS1 2.696179958 2.5525 5.034412876 2.863956838 0.919 3 3 8 - - 13 12
Apolipoprotein C-llI APOC3 2.572817484 3.59382 4.339920935 3.591881942 0.894 4 4 6 - - 13 13
Apolipoprotein M APOM 1.825323949 1.94726 5.617349202 2.163536325 0.914 2 2 8 - - 12 14
Heparin cofactor 2 SERPIND1  2.211264022 1.38109 5.408781564 2.473802496 0.944 1 2 8 - - 12 15
Rho GDP ARHGDIB  5.534562122 4.58498 3.838979607 2.578171797 0.831 5 3 4 - - 11 16
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