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Figure S1. Principal component analysis (PCA) plots for the transcriptomic dataset with points coloured by

Disease group (PC1:2)

Group
—e- Bacterial
—e- Control
KD
—e Viral
-40 0 40 &0
PC1: 29.24%
Age (PC1:2)
301 o6 .,.: o
% Cot’ o
HOV IS R .
0 ‘.l....?‘..""'.:. T 150
oW PN 100
»e @ o0 3 LY
o .f.. ”." D)
oty Ly o o 50
-30 . . : . .
o 0
-601 s I
-50 0 50
PC1: 29.24%
Sex (PC1:2)
30
.| Sex
0.
- F
M
_30.
_60.
-50 0 50
PC1: 29.24%

Lymphocyte Proportion (PC1:2)
¥ . 0 : ‘..:0 Lymphocyte
. .‘o::':*. . ymp

it S
0 '...?t: ..°:. . 0.75
$4% ¢ 0.50
7‘.. -~ . ."
-301 g e % 0.25
_60. .
-50 0 50

PC1: 29.24%

PC4: 6.45%

PC4: 6.45%

PC4: 6.45%

PC4: 6.45%

Disease group (PC3:4)

Group
—= Bacterial
—e- Control
KD
e Viral
PC3: 7.97%
Age (PC3:4)
254 a1 ...'. Age
. R Ty ] 150
. &= 00‘.".( ’u‘..
. i e 100
0 ® g}“. A :. 50
:os..‘ 4 ; 0
_25. 1 1 1 .. L] 1
-60 -40 -20 0 20 40
PC3:7.97%
Sex (PC3:4)
401 o °
20
Sex
. - F
01 M
_20.
-60 -40 -20 O 20 40
PC3:7.97%

Lymphocyte Proportion (PC3:4)

Ed
o e
251 o ° "
e
L)
0.
-254
-60 -40 =20 0 20 40
PC3:7.97%

Lymphocyte
0.75

0.50

0.25

disease group, age, sex and lymphocyte proportion for principal components 1:4.
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Figure S2. Principal component analysis (PCA) plots for the proteomic dataset with points coloured by disease

201

104

_20 4

Disease group (PC1:2)

PC1:29.18%

Group
- Bacterial
-~ Control
KD
- Viral
40 20 0 20
PC1: 29.18%
Age (PC1:2)
%
o®° i Age
. R 200
IR Y 150
. . "... ro 100
° oo % o’ 00
oo ® o 00
r ‘.'”,,?.. -, 50
® ¢ ..'... ° 0
o'.o’.
-0  -20 0 20
PC1: 29.18%
Sex (PC1:2)
. Sex
° —- F
* M
-40 -20 0 20

PC4: 9.44%

PC4: 9.44%

PC4: 9.44%

20+

104

_10.

_20 4

Disease group (PC3:4)

Group

—e- Bacterial

-~ Control
KD

- Viral

-20-10 0 10 20
PC3: 10.56%

Age (PC3:4)

e FEIRE o
T N T 200
> ?’;i:;s’!‘ Te 150
P A4 1 ! 100

':;'.: o o 50
. 0

-20 -10 0 10 =20
PC3: 10.56%

Sex (PC3:4)

Sex
- F
M
-20 -10 0 10 20

PC3: 10.56%

group, age and sex for principal components 1:4.



Al B
0.4
c .
§ o5/ . . 5.,
2 5 1
o 3 ]
= o
o s
2 =
g 5
o
£ 0.4 2021 .
[N =1 *
£ o) .
> z
J .
0.2 01
1 2 1 2
K-Means cluster K-Means cluster
C D o.151
0.64 1
S 0107
*éo.zx- 8
£
<] ® g
o 2
2 s
> -
o 1%]
g g I
0.05
2 02
]
M
004 . 0.00
1 2 1 2
K-Means cluster K-Means cluster

Figure S3. The proportion of lymphocytes (A), neutrophils (B), monocytes (C) and mast cells (D) in
transcriptomic KD, bacterial and viral samples for each cluster. Clusters were identified by K-Means applied to
KD, bacterial and viral samples’ expression data without correcting for immune cell proportions
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Figure S4. The proportion of lymphocytes (A), neutrophils (B), monocytes (C) and mast cells (D) in

transcriptomic KD samples for each cluster. Clusters were identified by K-Means applied to KD samples
expression data without correcting for immune cell proportions
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Figure S5. The white blood cell (WBC) counts (A) and CRP levels (B) for KD samples in the 3 clusters
identified by K-Means clustering when applied to KD, bacterial and viral transcriptomic samples.
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Figure S6. The white blood cell (WBC) counts (A) and CRP levels (B) for KD samples in the 2 clusters
identified by K-Means clustering when applied to KD, bacterial and viral proteomic samples.
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Figure S7. The white blood cell (WBC) count (A) and CRP levels (B) for KD samples in the 3 clusters
identified by K-Means clustering when applied to KD transcriptomic samples.
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Figure S8. The white blood cell (WBC) count (A) and CRP levels (B) for KD samples in the 3 clusters
identified by K-Means clustering when applied to KD proteomic samples.
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Figure S9. Venn Diagram showing the number of KD patients classified as definite bacterial (DB) or definite
viral (DV) (including neither or both DB and DV) in the transcriptomic (A) and proteomic (B) datasets.
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Figure S10. The proportion of KD transcriptomic samples assigned to clusters KD1-T, KD2-T and KD3-T
coloured according to the cluster they were assigned previously in 2.2.3.



