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Supplementary Figure 1. Dominant bacteria taxa at the Phylum (A) level and abundant ratio of Firmicutes and Bacteroidetes

(B) from all samples.
B C

Size of gach st Size of each st Size of gach st Size of sacn st
3| = J m

15 " B ms

o! [l [l

e st o e a1 o Py o = saut o

A D

Nurmber of slements: apeciic (1) o shared by 2. 3. ists. Number of elements: speciic (1) o shared by 2.3, lists. Number of slements. specic (1) or shared by 2.3 hsts. Number of elements: apeciic (1) o shared by 2.3, ists.
I bl | [ = I ™ [ £ 1]

H s H 3 11

E F G

Table 1 Summary of gut microbiota composition in all mice

Number
Group Label
Phylum Class Order Family Genus Species

SAMRI & SAMPS8 & CA30 3 20 79 219 1175 5723

SAMRI & SAMPS 320 79 221 1182 5868
SAMRI & CA30 320 79 220 1179 5858
SAMPS & CA30 320 79 220 1183 5867
““L-_h SAMRI only 0 0 0 0 4 73
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Supplementary Figure 2. Venn diagram of bacteria taxa at the Phylum (A), Class (B), Order (C), Family (D), Genus (E) and
Species (F) level from all samples, and the summary of gut microbiota composition in all mice.
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Supplementary Figure 3. Venn diagram of microbial carbohydrate-active enzymes in all mice. A total of 402, 402, and 410 non-
redundant microbial carbohydrate-active enzymes were assigned for metaproteomes of SAMR1, SAMPS, and CA-30 group, respectively.

WWW.aging-us.com 2 AGING



