S1

no. identified proteins

M Bacteria
M Other Eukaryota
Homo sapiens

- 6000
- 5000

- 4000
- 3000

@ [ 2000

Number of proteins identified per sample and relative abundance of broad taxonomic categories

- 1000

070402
6€0d0D
8€0d0D
£LEO0D
9€0d0D
S€0d0D
€€0d0D
¢€0d0D
T€0d0D
0€0d0D
8¢0d0D
£20d0D
S20d0D
¥¢0d0D
€¢0d0d
€¢0d0d
120d0D
0¢0d0d2
610d0D
810d0D
£L10d0D
910400
ST0d0D
10400
€T0d0D
¢10d0D
1104020
0T0d0D
600d0D
800d0D
£00d0D
900402
S00d0D
00400
¢00d0D
Tr0d0D
6¢0d0D
€00d0D
T00d0D

¢

100%
80%
60%
40% -
20%
0%

(%) @2uepunge anne[ey



S2A S2B

005
PO20 po7 &0 18 &
'S "0’ ¢ Pagg,
® ENEL J P002 roz®
51 P023 a e
‘@ N 5 P038
POOT “o .
P024 FOD Pons
:F‘DWU P['Zé
- FO10
® Po0s. @ @02 * o
P040 PO1D .F'DD4
— 035 ° L RT-PCR Clinical
£ 3
& o] pois & NP swab status £, symptoms
it} 029 008 & 0 &
= e P35 e P ® Negative @ & PO35 Mild
2 =
E &1 ¢ p01:..PU12 @ Positive 2 ® No sign
° P32 & & ® Severe
3 .. )
" &
P39
54
017 =4
¢ 4
. 4 017
P033 'S
041
'y P022 PO14 ® po2 P01
® PO41 o1
PO11 .
20 -10 0 0 -20 -10 0 10
Dim1 (43.7%) Dim1 (43.7%)

Gut microbiome metaproteome analysis based on results of nasopharyngeal PCR results (A), clinical symptoms (B) and antibiotic treatments (C)
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(A) Amoxicillin/clavulanate, (B) 3rd gen cephalosporin plus metronidazole, (C ) Vancomycin plus Cephazolin followed
by Linezolid, (D) Ceftriaxone, (E ) Trimethoprim/Sulfamethoxazole, (F) Amikin plus Imipenem/ Cilastatin, (G)
Cefotaxime plus Spiramycin, (H) Cefotaxime plus Daptomycin
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