BURHADIEE " 2024 4545 51 %45 11 1] Modemn Preventive Medicine, 2024, Vol. 51, NO. 11 - 1921 -
AT S ST IT
e NAE S KR R A MR O LA 8 10 41 & s XU
Wi A Y R REIE T

WY E L EFR AR ORI
L DU REEHEPE N FE T 22 B /AR S DU BE B2, DU I 4B 610041 ;
2. PUJN A EAE TG I e [ 5 AR B I PR B 2= 50 v O

FE:BHR ETORHL X A [ S KA RE AR O B (ASCVD ) 10 45 A0 XU AR 1) B T8 e e R HL AR g i
BEAITHREIE I 22 5. 73k JETF VGRS X A S8 ATEBAShr i5% b DX 74 Bt 7 18 5 25080 , 2 BECvb [0 I DR 8 T R 2023) 68
A 04 NIFATIF LT WFEARZSME R I DNA J5iE47 2 3L AL P o047, il 2B 5 Bk, R
ASCVDI10 42 A XU NBER A8 BB B TR A a0 R 5 9 R A R4 45 (KEGG)FIT MetaCye Hid 122 Ftim HAR 5
WEERIDIBEIE A, R HZR PRI AT AT LRI, e 25 SRR A IRy SRR R . &R &
ASCVDI10 4F & 95 KU AN BER) o Z2RETE B3R (1=-8.213,P=0.032), 577 T BREh % VI AH 5C 1Y B A 1 2058 J0UAT
(Bacteroides uniformis ,LDA=4.035, P=0.001), ¥&HiR 1 (Faecalibacterium prausnitzii, LDA=3.876, P=0.003). BIFEAIFTIH
(Bacteroides ovatus ,JDA=3.648,P=0.006). M 55 L #F & (Bacteroides fragilis,LDA=3.604,P=0.003), *{ ¥y & Bk
(Ruminococcus bicirculans ,1.DA=3.188, P=0.009) N %ﬁgﬁuﬁ%woseburia hominis ,LDA= 3.169 ,P:0.004)T£TE§ ASCVDI10
SRR AN 4R 3T Hb IR 2054 L(LDA=2.619, P=0.004)FI}E BT AL (LDA=2.694 , P=0.00 1 )AH 5 138 J& A1) g 2
KI7Erf i ASCVD 10 4E UG ARE 3 Bl 8518 i ASCVDIL0 AF &9 KU A RE A I 18 = Wy A sh e ik s
T R SR ] Bt SR8 ARE ASCVD 10 4F & 55 XU 1) B B L R 22—

SR : ASCVDL0 AF K9 RURS: 5 [ 1 DRI 5 7 BE TR 22

RESHES R5435  XEFRERD:A X EHE:1003-8507(2024)11-1921-08

DOI: 10.20043/j.cnki. MPM.202402138

Study on intestinal microbial characteristics of 10 —year risk of

atherosclerotic cardiovascular disease in Tibetan population
XTIANG Zhe—jun’, DOU Qing-yu, ZHAO Xing, YANG Shu-juan, ZENG Pei-bin
‘West China School of Public Health, Sichuan University/West China Fourth Hospital, Sichuan University, Chengdu, Sichuan
610041, China
Abstract: Objective To explore the differences of intestinal flora, metabolic pathways, and functional genes among people at
ten—year risk of atherosclerotic cardiovascular disease (ASCVD) in Tibetan population. Methods Based on the follow—up
survey data of the natural population cohort in Lhasa in southwest China, a total of 94 people were included in the “China
Blood Lipid Management Guide 2023” for follow—up analysis. DNA was extracted from stool samples and analyzed by macro
genomic sequencing. The composition of intestinal flora of people at different 10-year risks of ASCVD was compared by
bioinformatics method. The metabolic pathway and functional genes were predicted by Kyoto Encyclopedia of Gene and
Genome (KEGG) and MetaCye database. Linear discriminant analysis and generalized linear regression were used to screen
differential bacteria and explore their relationship with related phenotypes. Results The o diversity of people at risk of
ASCVD in the middle and high 10-year risk was significantly decreased (1=-8.213, P=0.032). Strains closely related to
butyrate production such as Bacteroides uniforms, (LDA=4.035, P=0.001), Faecalibacterium prausnitzii (LDA=3.876, P=0.003),
Bacteroides ovatus (LDA=3.648, P=0.006), Bacteroides fragilis (LDA=3.604, P=0.003), Ruminococcus bicirculans (LDA=3.188,
P=0.009), and Roseburia hominis (LDA= 3.169, P=0.004) were enriched in the population with low 10—year risk of ASCVD.
The pathways and functional genes related to lipopolysaccharide synthesis (LDA=2.619, P=0.004) and lipid metabolism
(LDA=2.694, P=0.001) were significantly up—-regulated in the middle and high 10—year ASCVD risk population. Conclusion
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The intestinal microflora and metabolic function of the people at 10—year risk of ASCVD are significantly changed, and the

imbalance of intestinal flora may also be one of the important reasons for changing the 10—year risk of ASCVD.
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Table 1 Basic characteristics of Tibetan participants with HM-risk and low risk [ (x +5),n(% ), M(Pas, Ps5) |

BEAREAE HM-risk (n=38) Low risk(n=56) Giihm PE
(%) 51.58 +10.84 46.86 + 8.94 2.221 0.023
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5 25 (65.8) 21 (37.5) 6.162 0.013

x© 13 (34.2) 35 (62.5)
AR

ARIEHL bl 2# 17 (44.74) 22 (39.29) 1.024 0.475
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Figure 1 The gut microbiome diversity index in different 10—year ASCVD risk groups
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Figure 2 The microbial composition in different 10—year ASCVD risk groups
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Figure 3 Differential species and their associations with related phenotypes in different 10—year ASCVD groups
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Figure 4 Intestinal microbial functional characteristics of gut microbiome in different 10—year ASCVD risk groups
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