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Abstract: Objective To investigate the differences in gut flora between infants and children aged 0 ~ 3 years with atopic
dermatitis ( AD) and healthy infants and children. Methods General information and fecal samples were collected from
children with AD aged 0 -3 years ( AD group) and healthy infants and children (HC group). T Test and Chi — Square Tests
were used to analyze the general information of infants and children in two groups, and 16S rRNA sequencing technology
combined with bioinformatics analysis to compare the diversity and differences of intestinal flora in two groups. Results

General information only history of allergy in the immediate family was significantly different between the two groups () =
13.875, P <0.001). The difference in the diversity of Gut microbiota between the two groups was not statistically significant.
At the gate level, the relative abundance of Verrucomicrobiota was significantly lower in the AD group than in the HC group (P
=0.027), whereas the relative abundance of Fusobacteriota was significantly higher than in the HC group (P =0.038). At
the genus level, the relative abundance of the genera Cetobacterium (P = 0.010), Dysgonomonas (P =0.013), and
Fusicatenibacter (P =0.044) in the AD group was significantly higher than that in the HC group, while the relative abundance
of the genera Actinomyces (P =0.029), Collinsella (P =0.017) and Eggerthella (P =0.028) were significantly lower in
relative abundance than the HC group. LEfSe analysis showed that the relative abundance of Coriobacteriaceae (P =0.017)
and Bifidobacterium_longum (P =0.002) in the AD group was significantly lower than that in the HC group. Conclusion

There are some differences in the composition of the Gut microbiota between the AD and HC groups. Differential
microorganisms such as Fusicatenibacter, Eggerthella, Actinomyces and Bifidobacterium_longum may have a correlation with AD

development, suggesting that regulating the Gut microbiota early in life may prevent and treat AD.
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Fig. 1 Basic information of sequencing samples

2.4 AD 415 HC 40 id i B 5 47

2.4.1 iR o 2R o RS H]
TARTHEATE I8 f W) Fh F 5 BER AR, AR 3%
H Chaol #5%¥ .observed_species 354X .Shannon F5 £ fll

Simpson F5 X AT M. AN 2 Firzs, DURP S £y
7t AD ZHART HC e s, 22 ¢ B0 W 351k L (HAE
TE—EFE B4R AD JLE G W F & B £
REMEAR TR L

242 JHiEHERE B ZHEMED T PCoA 1 #t
(principal co — ordinates analysis ) J& & T A [A] 15 25 WF
FEREAS AL GlUAE W) F  2H Li) 22 S PR AR M . G ]
3 PR, fEHETF bray — curtis 55 ) PCoA 43#7H, AD
2N HC H w45 A B R ER 7 &, 4 Permanova
E— 2 M 85 R Won 2RI Rgit L (P >
0.05),

2.4.3 [ A S22 5 0T

2.4.3.1 [DKVmi w R R0 & 4
(a) FIRTEN AT 19 ZH W FlobE X 3= B2 HE 44 11T 20 1Y)
DEFER T, T A 45 I BE TR 7] ( Firmicutes ) U]
(Actinobacteriota) JUKF 1 ] ( Bacteroidota ) S FE E ]
( Proteobacteria ) . JE T ] ( Verrucomicrobiota ) | W F
B ( Cyanobacteria ) (A2 ¥ & ] ( Fusobacteriota ) %,
AD A ERETE ] AR ARIE TR RS ] AR
PR IR = B v T HC 41, iR R 1] PR 1)
JKRT HC 4, Wilcoxon 46 56 45 5 i /s AU PE A
I SRFET TR 25 BA G FE (P <0.05),



IRACTRRY B2 2% 2024 4757 51 455 12 8] Modern Preventive Medicine, 2024, Vol. 51, NO. 12

- 2201 -

(a) chaot
gﬂ e °
g
g
g
8
2 ¢

(b) s s

(d) e

o8 s
! !

06 07

0s

04

7 : (a) 2k Chaol 8%, (b) i observed_species %%, (¢) 24 Shannon $5%%, (d) 2k Simpson 5%k
B2 oMM
Fig. 2 Alpha diversity analysis

050 S h
I o
e L Ry \
\
o . '
0.25 . e o \
.
. H
'
] o’ Y]
g . »
< ° A
=2 [ & AD
g ™ v N
§°°" . L . - HC
L - [ L °
a "y
\ =, on S o LA
. '
\\'. e . ¥
Y ™ L] ,’.
0.25 \ .
Ry
Ny s i
3 -
Sa, [P
_______
-0.50
06 03 0o 03 06
PC1(12.26%)
B3 BT

Fig.3 Beta diversity analysis
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Fig.4 Species composition and difference analysis of gut microbiota
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