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Supplementary Table SI. Demographic and clinical 
characteristics of participants

Data Healthy  
controls (HC)

GBS  
patients

Number 20 30

Age 37.5 ±8.8 39.1 ±6.7

Gender (M/F) 10/10 19/21

WBC in CSF (106/l) 0.63 ±0.33 0.67 ±0.41

WBC in plasma (109/l) 5.02 ±0.98 6.33 ±1.56

Albumin in CSF (g/l) 0.22 ±0.07 0.714 ±0.16**

Albumin in plasma (g/l) 39.65 ±5.37 40.66 ±5.13

**p < 0.01 vs. HC.



Di Nian, Peng Shi, Hongdang Qu, Junjie Sun, Qiang Li, Qianqian Li, Chun Wang, Ming Ye

2� Arch Med Sci

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.o

bs
er

ve
d_

sp
ec

ie
s 

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.a

ce
 

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.s

im
ps

on
 

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.c

ha
o 

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.s

ha
nn

on
 

Ra
re

fa
ct

io
n 

m
ea

su
re

: C
-E

-G
.c

ov
er

ag
e 

500

400

300

200

100

0

600

500

400

300

200

100

0

0.10

0.08

0.06

0.04

0.02

0

600

500

400

300

200

100

0

5

4

3

2

1

0

1.2

1.0

0.8

0.6

0.4

0.2

0

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

	 0	 10 000	 20 000	 30 000	 40 000	 50 000	 60 000	 70 000

Number of sequences sampled
 C        E        G

The rarefaction of samples

The rarefaction of samples

The rarefaction of samples

The rarefaction of samples

The rarefaction of samples

The rarefaction of samples

A

C

E

B

D

F

Supplementary Figure S1. The end of the α curve of species diversity in each group tended to be flat, showing that 
this sequencing was sufficient to reflect community diversity
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Supplementary Figure S2. The diversity within the three groups was similar and there was a significant difference 
in species diversity among groups. 

OTU BASED PLS-DA ANALYSIS


