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Supplemental Figure 1: Histograms of protein distribution across each patient's

sample. Protein counts are depicted against the log2 value of protein intensities



illustrating protein numbers and abundance. Here, normal distribution of the proteome

dataset is shown across all patients' samples.
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Supplemental Figure 2: Histograms of metabolite distribution across each patient's
sample. Metabolite counts are depicted against the log2 value of protein intensities
illustrating protein numbers and abundance. Here, normal distribution of the proteome

dataset is shown across all patients' samples.



before normalization

after normalization

4342933215 o 484.2033218 = - - X °
6072168556 6072188556 - -
3541133435 2541133435 Fm————— —-—

124355337 4 B 124255837 (| e—— ]
4071366397 = Fl-c o o o 4071366397 -— —E -
1014371602 1014371603 F——- -
1079894201 o [ 1079.894201 -1+ °
4745766458 4745766458 [ o o0 o
2311165825 2311165828 -—- -—4
8101516185 o Wi 8101516135 4 ® -—— -

1345578856 = 1345578885 = - oo
1117 467095 o 1117 497005 = -— - °
3912084859 = 381.2084859 - | e
859.0206116 4 HII—— - 8500206116 4 © -1+
9509000886 = e Je=======o | 9500000836 © h-—Eq
5518507620 4 [ee 5518507639 R ———A
8418334202 4 | 84183342024 @ @ ~CHH
417.2814188 - 417.2814188 -

457 2606158 @ 457.2606158 F——- -——a

175650713 + i@ 1756.50718 —— ] ° °
5509920616 4 [Ima 550.9920616 -

7784046733 o - ° 7784046738 -—— —-———-

103329344 4 e 1032.29344 _——— --

626771667 4 p 626771667 o -1 K }----+
8781787381 L 878.1797331 - - °
406.1101428 4061101428 kE[m:F -

13308620 4 W} —— 133086639 F————— o 1-—--4
6238152161 41 HH 623.8152161 @ = -

507 4876936 507.4376936 [ ] oe o
8173730542 8173730543 o 0 0 k== -—
9585027143 o 9585027143 [ -
523 9687700 = 533.9687709 00 - — -
9053836436 906.3836436 - -
1132406504 4 I 1133 496504 - ]---- a
3920925792 : - 3920025792 h———— E:I- -
7148115741 714.8115741 o - ——< o0 °
1490242816 o |} 149.0242816 +0 e ° °
6677794997 4 | 667.7794997 - ) °
657 2775867 F-_J----9 657.2775867 ——— -
5423229932 1 W} = 5423229932 ————— -
637.0721660 637.0721639 - -——-
5596028553 5506028553 o -— —-_———
5269869512 = 526.9889512 = 3 1 ] ° o
5156793255 4 o 515.6793255 o F—=="FTJ]-=-=
4252183682 r 425.2132682 F?ﬂ-‘
1552654398 - 1553654398 [ [ oo
7491312663 4 749.1312663 -1+
5995069895 4 | 5995069695 + ° [
1002041595 4 W = o 1002041595 4 © - -
1006627892 4 | 1006637693 = - -—

L) L) T T L) U L) T ) T L) L) )

o] 1 2 3 4 5 -3 -2 -1 0 1 2 3

intensity [x10%] normalized intensity
——1 1t02 1t03
0.54

o
3

O 0.4

<

=

(3]

o

D

Q

c

©
w© 0.3
e}

0.24

10

30

100

number of selected features

Supplemental Figure 3: (A) Exemplary MS/MS data before (left) and after (right) unit

variance scaling. (B) Tuning of optimal number of variables for sPLS-DA. Variables



obtaining the lowest balanced error rate were used for each component.

Abbreviations: sPLS-DA = Sparse Partial Least-Squares Discriminant Analysis.
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Supplemental Figure 4: (A — D): Protein abundance of regulated serum proteins of interest
displayed as raincloud plots. Protein levels were determined by ELISA measurement.
Whiskers are 1.5 IQR. To account for multiple comparisons, statistical significance was
corrected by the false discovery rate (FDR) approach. A threshold of Q = 5% was used for

FDR. We analysed 10 patients per group. Abbreviations: ALOX5 = arachidonat-5-



lipoxygenase, C4BP = C4b-binding protein, CCL22 = C-C motif chemokine ligand 22, IQR =

interquartile range, TF = transferrin. p <0.01 **, p < 0.05 *.



