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Analysis on Gut Microbiome 
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Figure S1 Rarefaction curves. The abscissa was the number of sequencing strips randomly selected from the sample, and the ordinate was the number of OTUs that could be constructed based on the number of sequencing strips, which was used to reflect the sequencing depth. The Rarefaction curves of each group tended to be flat, indicating that the sequencing data could reflect most of the microbial diversity information in the samples. The sample size of this study was sufficient, and the sequencing depth was up to standard. 
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Figure S2 Wayne graph. Each circle in the Wayne diagram represented a group, the number of overlapping parts represented the number of OTUs shared between these groups, and the number of non-overlapping parts represented the number of unique OTUs in that group.  
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Figure S3 Alpha diversity analysis was performed based on the Shannon method. The larger the Shannon index, the greater the diversity of the sample. 
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Figure S4 Alpha diversity analysis was performed based on the Chao method. The larger the chao index, the greater the abundance of the sample.
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Figure S5 PCoA analysis. The axis of abscissa and the axis of ordinate represent the two selected main axes, and the percentage represents the interpretation value of the main axis to the difference in sample composition. Points of different colors represent samples of different groups. The closer the points of the two samples, the more similar the species composition of the two samples. A and B are the results of analysis based on the Euclidean computational method at the OTU and genus level respectively. C and D are the results of analysis based on the Bray_curtis computational method at the OTU and genus level respectively. 
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[bookmark: _Hlk123823794]Figure S6 Analysis of significant differences in community abundance between groups at the genus level. (A) Model vs. HQS-H, (B) Model vs. HQS-L. HQS-H and HQS-L represent HQS high- and low-dose groups, respectively. *P<0.05 and **P<0.01 indicate a significant difference between the two groups.
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Figure S7 The potential gut microbial biomarkers during HQS treatment against influenza. A/C: The threshold on the logarithmic LDA score for discriminative features (LDA > 4.0). The higher the LDA score, the greater is the impact of species. B/D: Cladogram. The radiating circle from inside to outside indicates the classification level from door to genus. Each small circle at a different classification level represents the classification at that level, and the diameter of the small circle is proportional to the relative abundance of the species. Color principle: Species with no significant difference were evenly colored yellow. The red or green nodes represent the microbiome played an important role in the red or green group, respectively. A missing group indicated no significant difference in the species of this group. The name of the species in English in the picture is shown on the right. (A, B) Model vs. HQS_H, (C, D) Model vs. HQS_L. HQS_H and HQS_L represent HQS high- and low-dose groups, respectively.
image5.png
12000

PCOA on OTU level
Ri=02753, P=0.001000
Evcidean

10000

g

PC2(12.76%)

~10000

06

0
PC1(39.78%)

PCOA on OTU level
Ri=0.2675, P=0.001000.
Bray_curs

04

PC2(9.75%)

04

o2

[ 02
PC1(28.62%)

@ Contrl

®os
@rHas

“Has L

PCOA on Genus level
'Ri=0.2857, P=0.020000
Evcidean
®Cont
10000 i e
@Has H
i oHas M
: SHasL
§. 5000 £
&
oo ]
20000 K 0 00
PC1(68.95%)
PCoA on Genus level
Ri=0 2618, P=0.005000
Bray_corts
02 :
i ®Conval
Model
o1 o0s
. ®ras H
@Has M
o - orHasL
£
g
§ 02 i
03
04
.
05
04 o2 o 02 04 05
PC1(42.5%)




image6.png
communty abundance

tacossons (I —

o {_rscuicese [

sessacenm

Turctscer [

fomony |
[ose————
Rienesaceze RCS_outoroup [
scsos B

ey |

camarsa B

oY

s

Lachncspracese Nks136_grup 1
otk _Lacospraceae P

st {_isrsprcee |

o

o

ERERE)

Proporions(%)

E)

Student's t-test bar plot on Genus level

95% confidence inorvals

0w % 0w

Diftrence between proportons (%)

Student's t-test bar plot on Genus level

-—oel
-ras
communty abundance.

oo

[T —

o [ ———
Tuncsacer [

ot
[e————
oy
fopeympy- }
oonse
) o
J
2 sscecss P
U 1
o © -
sustacn B
o
Aaemarsa [P
ossn
ot [
comars H
o e b
o Lo AT
o oo b
wndassed {_Lacwospeacese |
)
Proportions(%)

95% confidence intervals

seest §‘§§“}ﬁ

AA505 0 5 01520250 % 04

Difference between proportions(%)

osses

ot
oosart
orsse

o
ore
ozm
osi2
oseis
I
0w
osi6s
I

oneng

-—oel
-as.L




image7.png
LEfSe Bar ——

LEfSe Bar -ros L

=
m-=as
o_Closrdses
1_Eypoitichacese
o_Eryspeltichales
pC—

LDA SCORE(log10)

a_Turceacter
o._Rianetacess_RCO_gut group
_Rorbousa
1_Poprosvepiococcaceae

oo Bach

a_toconacius
[—

0 15 10 05 00 05 10 15 20 25 30 35 40 45 50 85
LDA SCORElog10)

55 50 45 40 35 30 25 2

Cladogram

Cladogram

W ool
M vosH





image1.png
Sobs index on OTU level

550

500+

450~

400+

350~

300

250+

200

150+

100 f)

50

Rarefaction curves

o
0

2000 4000 6000 8000 10000 12000 14000 16000 18000 20000 22000 24000 26000 28000 30000
Number of Reads Sampled

— Control
— Model
—os
—Has_H
Has_M
~Has_L




image2.png
Model

HQs_L

Control

@ Control
@ Model
®os

@ Has_H
@ Has_ M
 Has_L




image3.png
Shannon Index of OTU level

IS

©

°

Student’s t-test for shannon index

M Control
W Mode!
mos
WHOS_H
WHas M
mHas_L




image4.png
Chao Index of OTU level

Student’s t-test for chao index

700-
M Control

600- W Model
mos

500- mHos_H
WHas M

400 [Hos L

300-

200-

100-

o-

Control Model




