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

-10000

-9000

-8000

-7000

-6000

-5000

-4000

-3000

-2000

-1000

0

1000

2000

3000

4000

5000

6000

0%

20%

40%

60%

80%

100%

120%

140%

160%

180%

C
0

P
0

0
1

C
0

P
0

0
3

C
0

P
0

2
9

C
0

P
0

4
1

C
0

P
0

0
2

C
0

P
0

0
4

C
0

P
0

0
5

C
0

P
0

0
6

C
0

P
0

0
7

C
0

P
0

0
8

C
0

P
0

0
9

C
0

P
0

1
0

C
0

P
0

1
1

C
0

P
0

1
2

C
0

P
0

1
3

C
0

P
0

1
4

C
0

P
0

1
5

C
0

P
0

1
6

C
0

P
0

1
7

C
0

P
0

1
8

C
0

P
0

1
9

C
0

P
0

2
0

C
0

P
0

2
1

C
0

P
0

2
2

C
0

P
0

2
3

C
0

P
0

2
4

C
0

P
0

2
5

C
0

P
0

2
7

C
0

P
0

2
8

C
0

P
0

3
0

C
0

P
0

3
1

C
0

P
0

3
2

C
0

P
0

3
3

C
0

P
0

3
5

C
0

P
0

3
6

C
0

P
0

3
7

C
0

P
0

3
8

C
0

P
0

3
9

C
0

P
0

4
0

n
o

. id
en

tified
 p

ro
tein

s
R

el
at

iv
e 

ab
u

n
d

an
ce

 (
%

)

Bacteria

Other Eukaryota

Homo sapiens

S 1



S 2A S 2B

Gut microbiome metaproteome analysis based on results of nasopharyngeal PCR results (A), clinical symptoms (B) and antibiotic treatments (C)

Clinical 

symptoms

Mild

No sign
Severe

RT-PCR 

NP swab status

Negative

Positive



Antibiotic
treatment

(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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Actinobacteria

Bacteroidetes

Proteobacteria

Firmicutes

Ascomycota
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K22622
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