HE EVG

B Sy otrer

I Actinobacteria
m Bacteroidetes

I Cyanobacteria
I Deferribacteres

Firmicutes
[ Fusobacteria
Proteobacteria
. T™7
BN Tenericutes
I Verrucomicrobia

Sham

PPE

Sham
m— Other N T Ofer cerial
1 N i mmmm Bifidobacteriales
e — —_— Act[nobacte_n:la mssss Coriobacteriales
s Coriobacteriia === Bacteroidales
Bacteroidla [Y)gferribacterales
— 4C0d-2 wews Lactobacillales
Deferribacteres gg‘:{%gﬁfgﬂ'es
s Bacilli — -
Clostridia — Erysu elotrichales
= Erysipelotrichi — S‘t'ﬁo acteriales
er
= Fusobacteriia s RF32
i Rickettsiales
—_— Alphaproteobacte.na s Burkholderiales
m Betaproteobacteria s Desulfovibrionales
Deltaproteobacteria Campylobacterales
& = Enterobacteriales
W Epsilonproteobacteria mmmm Pasteurellales
Gammaproteobacteria — gsvsggucml’"ada'es
—
——TM7-3 s Anaeroplasmatales
s Mollicutes mmmm Mycoplasmatales
—
RF3 o m— ML615J-28
Sham Verrucomicrobiae Sham mmmm Verrucomicrobiales

F

Bifidobacteriaceae

— we Other B wewn Roseburia
w== Coriobacteriaceae = Bifidobacterium mmococcus
Qther —_— Hreercre tzia —
=== Bacteroidaceae Colfincelia 3
Barnesiellaceae = Other _—
=== Odoribacteraceae e J— gcteroides scl os ira
Paraprevotellaceae i1 — INO¢ occus
m== Porphyromonadaceae I — u?r icimonas one la
i — c‘? 1l —
=== Rikenellaceae w— paArapreyotella —
—S24-7 — arabac rmdes acul’l'l‘ls
Other f—
ww Deferribacteraceae — *f,‘ —
Enterococcaceae p—.1, —
= Lac!obaclllaceae e Rikenella —
we Streptococcaceae { er — tterella
Tunclbacteraceae ceépirillum —
— — sBﬂowbno
— chrlstensenellaceae ac obaclllus — f
we Clostridia — — spira
— Dehalohactenaceae — em?cocl:us — s?c acter
T = fpemee =
— —
wem Peptococcac — j — ‘!Lbf"'e"
=== Ruminococcaceae — —
— Veillgnellaceae L — ‘"r'éra‘“fﬁfs — 'acler
— e — it s opiasms
— wsm Erysipelotrichaceae NN “h‘f at':"enum — P
=== Fusobacteriaceae — — cglplasma
Sham PPE Sham PPE — Prococcus = Qther .
ofea ermansia

Figure S1. The histopathology and gut microbiota modulation in PPE-induced AAA disease (A)
Representative aortic histology images of H& E and EVG staining in Sham and PPE group. (B) OTUs of

gut microbiota at the phylum/order/class/family/genus taxonomic level in Sham group and PPE group.
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Figure S2. Effect of SPD on AAA progression and gut microbiota modulation

(A) Ultrasound images of abdominal aorta of PPE and PPE-SPD group. (B) intra-diameter and
extra-diameter for the experimental AAA models of PPE group (n=13) and PPE-SPD group (n=10). Data
were presented as mean + SEM. Significance was analyzed using two-way ANOVA with the Bonferroni
correction and Unpaired ¢ test respectively. *P < 0.05, vs. PPE group. (C) Representative aortic histology
images of EVG, Masson's, and SMC a actin staining in PPE and PPE-SPD group. IgG staining serves as

the negative control. (D) OTUs of gut microbiota at the family/genus taxonomic level in PPE group and
PPE-SPD group.
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Figure S3. Alterations in gut microbiota between Sham group and SPD group
(A) The number of OTUs in Sham group, SPD group and shared OTUs between two groups in a scaled
Venn diagram. (B) Total abundance of OTUs in two groups. (C) Alpha diversity measured by Simpson

rarefaction curve. (D)OTUs of gut microbiota at the genus taxonomic level in Sham group and SPD

group.



